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

SUMMARY

The 2mEPSPS is double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally
derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to
glyphosate-based herbicides. The potential allergenicity of the 2mEPSPS protein was evaluated
using an updated allergen database (Food Allergy Research and Resource Program (FARRP)
(http://lwww.allergenonline.org), Allergen Database Version 11, Released in January 2011) and
bioinformatics tools. The 2mEPSPS protein sequence was used to query this database to detect
identities of >35% over 80 amino acids or matches of 8 contiguous amino acids with known
allergens. The results indicate that the 2mEPSPS protein does not share this level of similarity
with any known allergens, and therefore, has no significant amino acid sequence similarity with

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

ABSTRACT

The 2mEPSPS is double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally
derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to
glyphosate-based herbicides. The potential allergenicity of the 2mEPSPS protein was evaluated
using an updated allergen database (Food Allergy Research and Resource Program (FARRP)
(http://farrp.unl.edu), Allergen Database Version 11, Released in January 2011) and

bioinformatics tools. The 2mEPSPS protein sequence was used to query this database to detect
identities of >35% over 80 amino acids or matches of 8 contiguous amino acids with known
allergens. The results indicate that the 2mEPSPS protein does not share this level of similarity
with any known allergens, and therefore, has no significant amino acid sequence similarity with

any known allergens.
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INTRODUCTION

The 2mEPSPS is double mutated 5-enolpyruvylshikimate-3-phosphate synthase gene originally
derived from maize (Zea mays L.). The EPSPS encoded by 2mEPSPS gene provides tolerance to
glyphosate-based herbicides. The potential allergenicity of 2mEPSPS protein was evaluated using
an updated allergen database (Food Allergy Research and Resource Program (FARRP)
(http://farrp.unl.edu), Allergen Database Version 11, Released in January 2011) and

bioinformatics tools. The 2mEPSPS protein sequence was used to query this database to detect
identities of >35% over 80 amino acids or matches of 8 contiguous amino acids with known

allergens.

In the safety assessment of transgenic crops, one of the concerns is that the introduced protein
expressed in food crops might have a potential to elicit allergic reactions in human. Thus far, no
single property of a protein is known to predict allergenic potential. For this reason, a weight-of-
evidence approach to predicting allergenic risk has been adopted which considers multiple
factors. To assess potential allergenicity of a protein, two criteria for evaluating structural
similarities between query proteins and known allergens are currently used based on amino acid
sequence alignments (Codex Alimentarius, 2003; Ladics, 2008). The first criterion is a search
over 80-amino-acid stretches (sliding window search) to detect >35% identity between a query
protein and known allergens. The window size of 80 amino acids was selected to correspond
with a typical domain size in a protein, and recognizes that single protein domains may contain
epitopes that mediate antibody binding. The second criterion involves evaluating short amino-
acid stretches for identity between the query protein and known allergens. As stated in the report
of Codex Ad Hoc Working Group on Allergenicity (Codex Alimentarius, 2003), "the size of the
contiguous amino acid search should be based on a scientifically justified rationale in order to
minimize the potential for false negative or false positive results”. Window sizes of 6 to 8 amino
acids have been suggested based on hypothetical epitope sizes, however, use of window sizes of
less than 8 amino acids have been largely abandoned based on the high probability of random
alignments that are of no predictive value (Silvanovich et al., 2006; Stadler and Stadler, 2003).

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

The purpose of this study was to evaluate the potential allergenicity of the 2mEPSPS protein
expressed in Soybean event DAS-44406-6 using bioinformatics tools and an updated allergen

database.

METHODS

Query Sequence Preparation

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

Fuzzpro search programs (appendix 1).

Allergenicity Assessment

For the allergenicity assessment, the amino acid sequence of the 2mEPSPS was compared with a
peer-reviewed database containing 1491 known and putative allergens as well as celiac-induction
proteins residing in the FARRP dataset (Version 11, Released in February 2011, University of
Nebraska, (http://www.allergenonline.org). Potential identities between the 2mEPSPS and

proteins in the allergen database were evaluated with the FASTA program (v35) using the
default algorithm parameters (Matrix = BLOSUM50; Gap Penalties = -12/-2; ktup = 2) except
for Expectation = 100. The FASTA search was run by an in-house Perl script in an internal
UNIX computer with the Linux operating system. If a query sequence is longer than 80 amino
acids, the script parses the query sequence into a complete (overlapping) set of 80 amino acid

long fragments and each fragment is subjected to a FASTA search. A greater than 35% identity
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threshold over any 80 or more amino acid sequences between a query sequence and an allergen
was used to indicate the potential for cross-reactivity. To ensure that high identity over a short
stretch (for example, 80% over 60 amino acids) will not be overlooked, a calculation, (Identity%

x number of overlapped amino acids)/80, was implemented as a conversion to check the
criteria of >35% over 80 amino acids when the FASTA alignment (overlapped amino acids) is
less that 80 amino acids. The 2mEPSPS protein sequence was also screened for any matches of 8
contiguous amino acids to the allergens contained in the database noted above. This was done
using an in-house Perl script that generates all sequentially possible (overlapping) 8-residue
peptides from a query protein, followed by Fuzzpro program (Emboss Package v2.10.0) search

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

RESULTS AND CONCLUSIONS

When the amino acid sequence of the 2mEPSPS protein was compared with the FARRP allergen
dataset (Version 11), no over threshold identities (greater than 35% identity over 80 or longer
amino acid residues) were detected in the FASTA search outputs (appendix 2). No matches of
eight or greater contiguous identical amino acids with known allergens in the database were

observed in the entire 2mEPSPS sequence.

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

significant amino acid sequence similarity with known protein allergens.
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1.  Amino Acid Sequence of 2mEPSPS
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1 MAGAEEIVLQ PIKEISGTVK LPGSKSLSNR ILLLAALSEG TTVVDNLLNS

51

101

151

201

251

301

351

401

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

EDVHYMLGAL

AGIAMRSLTA

FLGTDCPPVR

1 1DKLISIPY

EGDASSASYF

TETSVTVTGP

RDVASWRVKE

YDDHRMAMAF

RTLGLSVEAD

AVTAAGGNAT

VNGIGGLPGG

VEMTLRLMER

LAGAAITGGT

PREPFGRKHL

TERMVAIRTE

SLAACAEVPV

KAAKRAVVVG

YVLDGVPRMR

KVKLSGSISS

FGVKAEHSDS

VTVEGCGTTS

KATDVNMNKM

LTKLGASVEE

TIRDPGCTRK

CGGKFPVEDA
ERPIGDLVVG
QYLSALLMAA
WDRFY I1KGGQ
LQGDVKFAEV
PDVAMTLAVV
GPDYCIITPP

TFPDYFDVLS

KEEVQLFLGN
LKQLGADVDC
PLALGDVEIE
KYKSPKNAYV
LEMMGAKVTW
ALFADGPTAI
EKLNVTAIDT

TFVKN*

Page 12

The 2mEPSPS protein was parsed into 366 fragments of 80-amino-acid long. Each of these
fragments was queried against the allergen database using FASTA program. As such,
output files with a combined size of more than thousands of pages were generated. These
files are electronically stored in a secured computer in Dow AgroSciences and are available
for view in PDF format.
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Appendix of Report 110326

FASTA Search Output of 2mEPSPS

# /apps/fastasbin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt

1>>>2MEPSPS: 1 - 80 - 80 aa
Library: /Zapps/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491 sequences
opt EQ

2 .=

one = represents 3 library sequences

B —

o X X % ok %

1
*
|
|
|
|

(o]

[e3]
OO0O0OOCORRPFRPARPROOFRPRWNNRPRPOON
OO0OO0OO0OO0OO0OO0COOOOREFERPENNWWUO®

*
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>120 0 0: *
339008 residues in 1491 sequences

Statistics: Expectation_n fit: rho(In(x))= 5.15980.00315; mu= 2.6046 0.161

mean_var=33.9237 9.003, 0"s: 2 Z-trim: 4 B-trim: 58

Lambda= 0.220203

Kolmogorov-Smirnov statistic: 0.0688 (N=29) at 46
Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1

join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.040

The best scores are:

gi]66847146|gb|EAL87477.1] allergen Asp F4 [Asperg ( 322)
gi | 83300369 |sp|060024.2|ALL4A_ASPFU RecName: Full=A ( 322)
gi]3309047]gb]AAC25998.1] group V allergen Phl p 5 ( 287)
gi]256635]gb|AAB23482.1] Kunitz trypsin inhibitor ( 203)
gi]481397|pir]|S38584 allergen Phl p Vb - common t ( 280)
gi]|1684718|emb|CABO5371.1] major allergen Phl p 5 ( 281)
gi1]2851457|sp|Q40963.2|MPASB_PHLPR RecName: Full=P ( 284)
gi]3309041]gb]AAC25995.1] group V allergen Phl p 5 ( 295)
gi]11991227|gb|AAG42254 .1]|AF306707_1 pollen allerg ( 303)
gi 29539111 |emb|CAD87731.1] allergen Len c 1.0102 ( 415)
gi1]29539109]|emb|CAD87730.1] allergen Len c 1.0101 ( 418)
gi]2266625]emb|CAB10765.1] group V allergen [Holcu ( 264)
gi]42414627]emb|CAF25232.1] Vicilin [Pisum sativum ( 415)
gi 42414629 emb|CAF25233.1] Vicilin [Pisum sativum ( 415)
gi1]2498577|sp|P56164.1|MPA51_PHAAQ RecName: Full=M ( 320)
gi]1836011]gb|AAB46820.1] Par o 1lb=basic allergen ( 24)
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)
gi]14423650|sp|Q9ULG2.1|ALL7_LEPDS RecName: Full=M ( 216)
gi]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen ( 30)
gi]21512|emb|CAA27571.1] patatin [Solanum tuberosu ( 386)
gi]114841683|dbj |BAF32143.1]| pollen allergen [Cham ( 419)
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp ( 514)
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514)
gi1]114841629|dbj |BAF32116.1] pollen allergen [Cryp ( 514)
gi]114841641|dbj |BAF32122_.1] pollen allergen [Cryp ( 514)
gi]114841635|dbj |BAF32119.1] pollen allergen [Cryp ( 514)
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp ( 514)
gi]114841607|dbj |BAF32105.1] pollen allergen [Cryp ( 514)
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp ( 514)
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp ( 514)
gi]114841671|dbj |BAF32137.1] pollen allergen [Cryp ( 514)
gi1]114841663|dbj |BAF32133.1] pollen allergen [Cryp ( 514)
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp ( 514)
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp ( 514)
gi 1171004 |sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)
gi]14423684|sp|Q9HDT3.2]ENO_ALTAL RecName: Full=En ( 438)
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1 ( 440)
gi]169927|gb|AAA33947.1| beta-conglycinin-alpha su ( 218)
gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es ( 391)
gi]47606004|sp|Q7M1E7.1]PGLR2_CHAOB RecName: Full= ( 514)
gi]549185]sp|P35782.1|VA52_VESCR RecName: Full=Ven ( 202)
gi]|256636|gb|AAB23483.1| Kunitz trypsin inhibitor ( 204)
gi]46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen ( 21)
gi]219806590|dbj |BAH10150.1] tropomyosin [Neptunea ( 284)
gi|136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox ( 234)
gi]11991229|gb|AAG42255.1|AF306708_1 pollen allerg ( 296)
gi]|74664773]|sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)
gi]256427]gb|AAB23463.1] CG4 beta-conglycinin [Gly ( 439)
gi]|467660]emb | CAA55070.1] enolase, allergen Cla h ( 440)
gi | 6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)
gi]256429|gb|AAB23464.1] Kunitz trypsin inhibitor ( 216)
gi]148361511|gb]ABQ59329.1] vacuolar serine protea ( 388)
gi|18772]emb|CAA45778.1] trypsin inhibitor subtype ( 217)
gi|18770|emb|CAA45777.1] trypsin inhibitor subtype ( 217)
gi1]20385544 | gb|AAM21322 .1 |AF373221_1 group 14 alle (1662)
gi]195957140|gb]ACG59281.1] major allergen CM16 [T ( 143)
gi]21916]emb|CAA34709.1] precursor (AA -24 to 119) ( 143)
gi|422005|pir]|S32101 PHLP5A protein - common timo ( 257)
gi]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)

DOW CONFIDENTIAL - Do not share without permission
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gi]89892729|gb|ABD79098.1] Zea m 13 allergen [Zea

(

411)

gi|60116876|gb|AAX14379.1] vacuolar serine proteas ( 518)
gi]57283139]|emb|CAE17317.1] villin 2 [Nicotiana ta ( 520)
gi]|5712199]gb|AAD47382_1] glycinin [Arachis hypoga ( 530)
gi]46560474]|gb|AAT00595.1] conarachin [Arachis hyp ( 299)
gi]46560472|gb|AAT00594.1] conarachin [Arachis hyp ( 303)

gi|18615]|emb|CAA26723.1] unnamed protein product [
gi]1092249]prf] ]2023228A major allergen Phl p Va

gi]2398757]emb|CAA50281.1] Major Pollen Allergen P
gi]225877920|emb ] CAX32963.1] parvalbumin [Gallus g
gi|1350779|sp|P49148.1|RLAL_ALTAL RecName: Full=60
gi]149208401|gb]JABR21771.1] conglutin beta [Lupinu
gi]83288046|sp|Q96X30.3 ]| ENO_ASPFU RecName: Full=En
gi|13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspe
gi1]21314465|gb|AAM46958.1|AF510854_1 allergen Arah
gi]161087230|gb]ABX56711.1] LTP isoallergen 1 prec
gi1]85681057|sp|P82947.1]ALL50_SOYBN RecName: Full=
gi | 2506771 |sp|P16968.2] IAA1_HORVU RecName: Full=Al
gi]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full
gi]21510]emb|CAA31575.1] unnamed protein product [
gi]21514|emb|CAA27588.1] patatin [Solanum tuberosu
gi]|3319897|emb|CAA76841.1| albumin [Canis lupus fa
gi]1885350]emb|CAA72273.1] serpin [Triticum aestiv
gi]219815476|gb]ACL36923.1] troponin C [Tyrophagus
gi]1684720]emb|CABO5372.1] major allergen Phl p 5

gi|18635]emb|CAA33215.1] glycinin subunit G1 [Glyc
g1 152031631 |sp|P82615.3|LATH_HORSE RecName: Full=
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci
gi]18536]emb|CAA35691.1] unnamed protein product [
gi|6687188|emb|CAB64867.1] albumin [Canis familiar
gi ]|46560476]gb|AAT00596.1] conarachin [Arachis hyp
gi]12005501|gb|AAG44480.1|AF245168_1 vacuolar seri
gi|417370]sp|P24296.2|NLTP1_WHEAT RecName: Full=No
gi 232054 |sp|P30575.1|ENO1_CANAL RecName: Full=Eno
gi]5326864|ghb|AAD42074.1|AF144753_1 peroxisomal me
gi1]49523394 | emb | CAE52833.1] polygalacturonase [Pla
gi]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pe
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys

(
(
(
(

ANAAAAAAAAAAAAAAAAAAAAAND

(
(
(
(

(
(
(
(
(
(
(
(

495)
285)
286)
110)
110)
521)
438)
438)
538)
116)

17)
146)
386)
386)
386)
585)
399)
153)
276)
495)
228)
228)
605)
608)
428)
358)
113)
440)
167)
377)
385)
147)

g1 2253610 gb|AAC34737.1] Cr-PIIl allergen [Peripla ( 274)

gi]1247373]emb|CAA01909.1] Bl protein allergen [Cy
gi]2143220]emb|CAA73782.1] cellular serine protein
gi]38258932|sp|P82615|LATH_HORSE Latherin precurso
gi 169950562 | gb|ACB05815.1] conglutin beta [Lupinu
gi]1247375]emb|CAA01910.1] B4 protein allergen [Cy
gi|37078092|sp|Q870B9.1]ENO_RHORB RecName: Full=En
gi]24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph
gi]14423846|sp|082040.1|POLC7_PHLPR RecName: Full=
gi1]664852]gb|AAB07620.1] Asp FI11 [Aspergillus fumi
gi]2498578]sp|P56165.1|MPA52_PHAAQ RecName: Full=M
gi 4588118 gb|AAD25995.1|AF098517_1 alkaline serin
gi]1871507 |emb | CAA62634.1] calcium-binding pollen

gi]8453086 ] gb|AAF75225_1]AF208981_1 paramyosin iso
gi]21069093|gb|AAM33821.1] alkaline serine proteas
gi]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=
gi]14215732|gb|AAG44693.2|AF263454 1 vacuolar seri
gi ]| 7963902 gb|AAF71379.1]AF264027_1 allergen Pen n
gi|94706935|sp|POC1B3.1|AMYAL1_ASPOR RecName: Full=
gi 12005497 |gb|AAG44478 .1|AF243425_1 vacuolar seri
gi]1168390|sp|P43237.1]ALL11_ARAHY RecName: Full=A
gi1]14423856|sp|Q9LEI8.1]|PROF6_HEVBR RecName: Full=
gi]14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=
gi]11513601 | pdb|1G5UJA Chain A, Latex Profilin Hev
gi]14423858|sp| QOM7M8. 1| PROF5_HEVBR RecName: Full=
gi]1168391|sp|P43238.1]ALL12_ARAHY RecName: Full=A
gi]3581965]emb|CAA75506.1] profilin [Helianthus an
gi]34851182|gb|AAP15203.1| profilin-like protein [
gi|170734|gb|AAA34287.1] gamma gliadin B-111 [Trit
gi]549184|sp|P35781.1]VA51_VESCR RecName: Full=Ven
gi]47605504|sp|Q8LGRO.1]|CHEL1_CHEAL RecName: Full=P
gi|2769700|gb|AAB95638.1| peroxisomal-like protein
gi]66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
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gi]1168696|sp|P43187.1]|ALLB3_BETVE RecName: Full=C ( 205) 40 18.0 91
gi|66849502|gb|EAL89830.1] major allergen Asp F2 [ ( 304) 42 18.5 92
gi]187766749|gb]ACD36975.1] Gly m Bd 28K allergen ( 373) 43 18.8 93
gi]187766747|gb]ACD36974.1] Gly m Bd 28K allergen ( 373) 43 18.8 93
gi]83300352|sp|P79017.2]|ALL2_ASPFU RecName: Full=M ( 310) 42 18.5 94
gi|21711|emb|CAA42453.1] CM 17 protein precursor [ ( 143) 38 17.4 94
gi|169500|gb|AAA33819.1] patatin [Solanum tuberosu ( 386) 43 18.8 96
gi]585290]sp|P32936.2| IAAB_HORVU RecName: Full=Alp ( 149) 38 17.4 98
gi]2580504|gb|AAB82404.1] Cr-PI11 [Periplaneta amer ( 395) 43 18.8 99

>>gi | 66847146 |gb|EAL87477.1] allergen Asp F4 [Aspergillu (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 107.7 bits: 26.2 E(QQ: 0.51
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (27-69:3-45)

10 20 30 40 50
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGA
gi]668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGE
10 20 30
60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVG

i |668 KREVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHS
40 50 60 70 80 90

>>gi 83300369 |sp|060024.2|ALL4_ASPFU RecName: Full=Aller (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 107.7 bits: 26.2 E(Q: 0.51
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (27-69:3-45)

10 20 30 40 50
OMEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR 1 LLLAALSEGTTVVDNLLNSEDVH-YMLGA
gi]833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGE
10 20 30
60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVG

gi]833 KREVGDTVYATINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHS
40 50 60 70 80 90

>>gi | 3309047 | gb|AAC25998.1] group V allergen Phl p 5.020 (287 aa)
initn: 43 initl: 43 opt: 63 Z-score: 103.6 bits: 25.2 E(): 0.87
Smith-Waterman score: 63; 27.3% identity (69.1% similar) in 55 aa overlap (1-50:135-189)

10 20
2MEPSP MAGAEEI-VLQPIKEISGTVKLP-GSKSLS
gi ]330 YSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQI I
110 120 130 140 150 160
30 40 50 60 70 80

2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
i ]330 DKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKC IPSLEAAVKQAYAATV
170 180 190 200 210 220

>>gi | 256635|gb|AAB23482.1] Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 103.2 bits: 24.7 EQQ: 0.91
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (45-74:33-62)

20 30 40 50 60 70
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi]256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK

10 20 30 40 50 60

80
2MEPSP RAVVVG
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gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWALV
70 80 90 100 110 120

>>gi1]481397|pir]|S38584 allergen Phl p Vb - common timot (280 aa)
initn: 43 initl: 43 opt: 62 Z-score: 102.1 bits: 24.9 EQ: 1.1
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:125-175)

10 20
2MEPSP MAGAEE I-VLQP IKE 1 SGTVKLP-GSKSLS
i 481 YSVAYKAAVGATPEAKFDSFVASLTEALRV I AGALEVHAVKPVTEEPGMAK IPAGELQI I
100 110 120 130 140 150
30 40 50 60 70 80

OMEPSP NRI--—LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
i |481 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKA IKESTGGAYDTYKC IPSLEAAVKQAYA
160 170 180 190 200 210

>>gi1]1684718|emb]CAB05371.1] major allergen Phl p 5 [Phl (281 aa)
initn: 43 initl: 43 opt: 62 Z-score: 102.0 bits: 24.9 EQQ: 1.1
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:126-176)

10 20
2MEPSP MAGAEE I -VLQP IKE 1 SGTVKLP-GSKSLS
i |168 YSVAYKAAVGATPEAKFDSFVASLTEALRV I AGALEVHAVKPVTEEPGMAKIPAGELQI I
100 110 120 130 140 150
30 40 50 60 70 80

2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|168 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYA
160 170 180 190 200 210

>>0gi1]2851457 | sp| Q40963 .2|MPASB_PHLPR RecName: Full=Polle (284 aa)
initn: 43 initl: 43 opt: 62 Z-score: 101.9 bits: 24.9 EQQ: 1.1
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:129-179)

10 20
2MEPSP MAGAEE I -VLQP IKE 1 SGTVKLP-GSKSLS
i 285 YSVAYKAAVGATPEAKFDSFVASLTEALRV I AGALEVHAVKPVTEEPGMAK IPAGELQI I
100 110 120 130 140 150
30 40 50 60 70 80

OMEPSP NRI--—LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi 285 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKA IKESTGGAYDTYKC IPSLEAAVKQAYA
160 170 180 190 200 210

>>gi1]3309041|gb]AAC25995.1] group V allergen Phl p 5.020 (295 aa)
initn: 43 initl: 43 opt: 62 Z-score: 101.6 bits: 24.9 EQQ: 1.1
Smith-Waterman score: 62; 29.4% identity (66.7% similar) in 51 aa overlap (1-46:140-190)

10 20
2MEPSP MAGAEE I-VLQP IKE 1 SGTVKLP-GSKSLS
gi 1330 YSVAYKAAVGATPEAKFDSFVASLTEALRV I AGALEVHAVKPVTEEPGMAK I PAGELQI I
110 120 130 140 150 160
30 40 50 60 70 80

OMEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi ]330 DKIDAAFKVAATAAATAPADDKFTVFEAAFNKA IKESTGGAYDTYKC IPSLEAAVKQAYA
170 180 190 200 210 220

>>0gi1]11991227|gb|AAG42254 .1 |AF306707_1 pollen allergen P (303 aa)

initn: 48 initl: 48 opt: 58 Z-score: 94.5 bits: 23.6 EQQ: 2.8
Smith-Waterman score: 58; 30.3% identity (78.8% similar) in 33 aa overlap (1-31:141-173)
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10 20
2MEPSP MAGAEE 1 -VLQP IKE 1 SGTVKLP-GSKSLS
gi|119 SDATYKAAVGATPEAKFDSFVAAFTEALRI IAGVLKVHAVKP I TEETGAAK IPAGEQQI I
120 130 140 150 160 170

30 40 50 60 70 80

2MEPSP NRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]119 bkiDAAFKVAATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYA
180 190 200 210 220 230

>>0gi1]29539111|emb]|CAD87731.1] allergen Len ¢ 1.0102 [Len (415 aa)
initn: 59 initl: 59 opt: 59 Z-score: 93.4 bits: 23.9 EQQ: 3.2
Smith-Waterman score: 59; 31.2% identity (65.6% similar) in 32 aa overlap (1-32:367-398)

10 20 30
2MEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNR
gi 295 PAGHPVAINASSDLNL IGFGINAKNNQRNFLAGEEDNV 1SQ1QRPVKELAFPGSSREVDR
340 350 360 370 380 390
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

i 295 LLTNQKQSHFANAQPLOIE
400 410

>>0gi1]29539109]|emb ] CAD87730.1] allergen Len ¢ 1.0101 [Len (418 aa)
initn: 59 initl: 59 opt: 59 Z-score: 93.4 bits: 23.9 EQQ: 3.2
Smith-Waterman score: 59; 31.2% identity (65.6% similar) in 32 aa overlap (1-32:370-401)

10 20 30
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR
gi 295 PAGHPVAINASSDLNL IGFGINAKNNQRNFLAGEEDNV 1SQ1QRPVKELAFPGSSREVDR

340 350 360 370 380 390
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

i |295 LLTNQKQSHFANAQPLQIE
400 410

>>0g1]2266625|emb|]CAB10765.1] group V allergen [Holcus la (264 aa)
initn: 38 initl: 38 opt: 56 Z-score: 92.3 bits: 23.0 EQQ: 3.7
Smith-Waterman score: 56; 23.7% identity (60.5% similar) in 76 aa overlap (1-71:113-188)

10 20
2MEPSP MAGAEE 1 -VLQP IKE 1 SGTVKLP-GSKSLS
gi 226 TNTAYAAAQGATPEAKYDAFVTTLTEALRV IAGALEVHAVKPATEEVGAAK IPAGELQIV
90 100 110 120 130 140
30 40 50 60 70 80

2MEPSP NRI---LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

i |226 DKIDAAFRIAATAANAAPVNDKFETVFEGAFNKAIKESTGGAYEAYKF IPSLETAVKQAYA

150 160 170 180 190 200
gi]226 ATVATAPEVKYTVFETALKKAITAMSEAQKEAKPVAAATGAATAAAGVAAGAATAAAGGY
210 220 230 240 250 260
>>0gi1 42414627 |emb]|CAF25232.1] Vicilin [Pisum sativum] (415 aa)
initn: 57 initl: 57 opt: 57 Z-score: 90.0 bits: 23.3 EQ): 5
Smith-Waterman score: 57; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:367-398)
10 20 30
2MEPSP MAGAEE IVLQP IKEISGTVKLPGSKSLSNR

gil424 PAGHPVAINASSDLNLIGFGINAENNERNFLAGEébNVISQVERPVKELAFPGSSHEVD
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340 350 360 370 380 390

40 50 60 70 80
2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi 424 LLKNQKQSYFANAQPLQRE

400 410
>>0gi1 42414629 emb ]| CAF25233.1] Vicilin [Pisum sativum] (415 aa)
initn: 57 initl: 57 opt: 57 Z-score: 90.0 bits: 23.3 EQ): 5
Smith-Waterman score: 57; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:367-398)
10 20 30
2MEPSP MAGAEEIVLQP IKEISGTVKLPGSKSLSNR
gi|424 PAGHPVAINASSDLNL IGFGINAENNERNFLAGEEDNV 1 SQVERPVKELAFPGSSHEVDR
340 350 360 370 380 390
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi |424 LLKNQKQSYFANAQPLQRE
400 410

>>0gi1]2498577|sp|P56164.1]MPA51_PHAAQ RecName: Full=Major (320 aa)
initn: 55 initl: 55 opt: 55 Z-score: 88.9 bits: 22.7 EQ: 5.7
Smith-Waterman score: 55; 22.2% identity (55.6% similar) in 72 aa overlap (5-76:148-219)

10 20 30
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNRILLL
i |249 AKYDAFIAALTEALRV I AGAFEVHAVKPATEEVVADPVGELQIVDKIDAAFK IAATAANS

120 130 140 150 160 170
40 50 60 70 80

2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]249 APANDKFTVFEGAFNKAIKESTAGAYETYKFIPSLEAAVKQAYGATVARAPEVKYAVFEA
180 190 200 210 220 230

gi]|249 GLTKAITAMSEAQKVAKPPLSPQPPQVLPLAAGGAATVAAASDVRVCRSHGTLQDACLLR
240 250 260 270 280 290

>>0gi1]1836011|gb]AAB46820.1] Par o lb=basic allergen isof (24 aa)
initn: 41 initl: 41 opt: 41 Z-score: 87.8 bits: 18.7 E(Q: 6.6
Smith-Waterman score: 41; 31.2% identity (68.8% similar) in 16 aa overlap (7-22:9-24)

10 20 30 40 50
OMEPSP  MAGAEEIVLOQP IKE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG
i | 183 GPXGKVVHI IMPPLKFVKGEESEP
10 20

>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 86.9 bits: 22.6 EQQ: 7.3
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (47-75:246-275)

20 30 40 50 60 70

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR
220 230 240 250 260 270

80
2MEPSP AVVVG

gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPT ILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>gi|14423650|sp|QOULG2.1|ALL7_LEPDS RecName: Full=Mite (216 aa)
initn: 48 initl: 48 opt: 50 Z-score: 83.8 bits: 21.2 EQ): 11

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 20

Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (11-45:58-94)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL-LAALSE
gi]144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSAT IKNAVITGLSHISR
30 40 50 60 70 80
40 50 60 70 80

2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|144 RGDAKIDTDGGAFAATLKLGDKNIRIKTDLHLDLGK I IHPNLKFEGH IGD IDMKLKLKLD
90 100 110 120 130 140

>>gi 32363124 |sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 82.4 bits: 18.0 EQ): 13
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (66-78:5-17)

40 50 60 70 80

2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]323 INLKAVIADPVAKTAVVQAGATLGEVYYXI
10 20 30

>>gi]21512]emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 82.0 bits: 21.7 EQ: 14
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (20-42:241-263)

10 20 30 40
2MEPSP MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFAS IKSLNYKQMLLLSLGTGTTSEFDKTY
220 230 240 250 260 270
50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
280 290 300 310 320 330

>>0i1]114841683|dbj | BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 39 initl: 39 opt: 52 Z-score: 81.3 bits: 21.7 EQ): 15
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (38-71:161-198)

10 20 30 40 50 60

2MEPSP VLQPIKE 1SGTVKLPGSKSLSNR I LLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL

gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ
140 150 160 170 180 190

70 80

2MEPSP GLSVEADKAAKRAVVVG
gi]114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI
200 210 220 230 240 250

>>gi 24898906 |dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ: 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70

2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi | 248 VNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290
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>>gi 24898908 |dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ: 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]|114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ: 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841641 |dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ: 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]114841635|dbj |BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ: 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841657 |dbj |BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ: 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
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gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841607 |dbj | BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841617 |dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG--—ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi]24898904|dbj|BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi]248 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]114841671|dbj |BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

80
2MEPSP KRAVVVG
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gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841663|dbj | BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG--~ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKI I1GISITAPRDS

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841653|dbj | BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS
240 250 260 270 280 290

>>0gi1]114841665|dbj | BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]1171004 |sp|P43212_1]PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 81.2 bits: 21.9 EQ): 15
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (47-71:201-228)

20 30 40 50 60 70
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi|117 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS

180 190 200 210 220 230

80
2MEPSP KRAVVVG

gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0g1]14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)

initn: 45 initl: 45 opt: 52 Z-score: 80.9 bits: 21.7 EQ): 16
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (42-73:88-122)
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20 30 40 50 60
2MEPSP 1KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLbGTTNkTNLGANAILGVSMA
60 70 80 90 100 110

70 80
2MEPSP ADKAAKRAVVVG

gi|144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>0gi1]14585753|gb]AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 80.9 bits: 21.7 EQ): 16
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (42-73:88-122)

20 30 40 50 60
2MEPSP 1KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi]145 GGKGVTKAVANVNDI IAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANATLGVSMA
60 70 80 90 100 110

70 80
2MEPSP ADKAAKRAVVVG

gi]145 1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
120 130 140 150 160 170

>>0gi1]169927|gb|AAA33947.1] beta-conglycinin-alpha subuni (218 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.2 bits: 20.5 EQ: 17
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 32 aa overlap (1-32:152-183)

10 20 30
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR
gi 169 PAGYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNV1SQIPSQVQELAFPGSAQAVEK

130 140 150 160 170 180
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]169 LLKNQRESYFVDAQPNEKEEGNKGRKGPLSSILRAFY
190 200 210

>>gi]51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 80.2 bits: 21.4 EQ: 17
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (38-64:72-98)

10 20 30 40 50 60
2MEPSP VLQPIKE 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
i |513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRL I IDFIAESFNLPYLSPYLSSLGSNF
50 60 70 80 90 100

70 80
2MEPSP EADKAAKRAVVVG

gi]513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160

>>gi]47606004|sp|Q7M1E7 . 1| PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 52 Z-score: 79.5 bits: 21.6 EQ): 19
Smith-Waterman score: 52; 28.9% identity (71.1% similar) in 38 aa overlap (38-71:191-228)

10 20 30 40 50 60

gi 476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ
170 180 190 200 210 220

70 80
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OMEPSP GLSVEADKAAKRAVVVG
i |476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI
230 240 250 260 270 280

>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 47 Z-score: 79.2 bits: 20.2 EQ): 20
Smith-Waterman score: 47; 35.0% identity (75.0% similar) in 20 aa overlap (37-56:113-132)

10 20 30 40 50 60

90 100 110 120 130 140

70 80
2MEPSP VEADKAAKRAVVVG

gi]549 GSPKNKLNKVGHYTQMVWAKTKE IGCGSEDY IEDGWHRHYLVCNYGPAGNVGNEP I YERK
150 160 170 180 190 200

>>gi | 256636 | gb|AAB23483.1| Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 79.1 bits: 20.2 EQ: 20
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (45-74:33-62)

20 30 40 50 60 70
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLONGGTYYMLPVMRGKSGGIEGNSTGK

10 20 30 40 50 60

80
2MEPSP RAVVVG

gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWATV
70 80 90 100 110 120

>>gi|46396596|sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
initn: 35 initl: 35 opt: 35 Z-score: 78.6 bits: 16.8 EQ): 21
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:3-16)

40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi 463 DFVDAHNAARAQVGVGPVHWT
10 20

>>0g1i1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 77.9 bits: 20.5 EQ): 23
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (51-75:195-217)

30 40 50 60 70 80

OMEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|219 AARKLAITE IDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--S1QNDQASQREDSYE
170 180 190 200 210 220

gi]219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>gi]136457|sp|P06886.1]TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 47 Z-score: 77.9 bits: 20.2 EQ): 23
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (11-61:26-74)

10 20 30 40
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNR1L-LLAALSEGTTVV
i 136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQI IKTAKASTNDN IKDLLDWYSSGS---

10 20 30 40 50
50 60 70 80
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2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE
60 70 80 90 100 110

>>gi 11991229 gb|AAG42255.1|AF306708_1 pollen allergen H (296 aa)
initn: 43 initl: 43 opt: 48 Z-score: 77.5 bits: 20.5 EQ: 24
Smith-Waterman score: 48; 30.8% identity (80.8% similar) in 26 aa overlap (1-25:141-166)

10 20
2MEPSP MAGAEEI VLQPIKEISGTVKLPGSKSLSN
gi]119 SDATYKAAVGATPEAKFDSFVAAFTEALRVIAGVLKVHAVKPITEEIGAAKIPAGELQII
120 130 140 150 160 170

30 40 50 60 70 80

2MEPSP RILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|119 DKIDAAFKVAATAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYA
180 190 200 210 220 230

>>gi | 74664773 | sp| Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)
initn: 43 initl: 43 opt: 50 Z-score: 77.5 bits: 21.0 EQ: 24
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (44-73:90-122)

20 30 40 50 60 70
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED———VHYMLGALRTLGLSVEAD

gi|746 KGVLKAVKNVNETIGPALIKENIDVKDQAKVDEFLNKLDGTANKGNLGANAILGVSLAIA
60 70 80 90 100 110

80
2MEPSP KAAKRAVVVG

gi | 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
120 130 140 150 160 170

>>gi | 256427 | gb|AAB23463.1] CG4 beta-conglycinin [Glycine (439 aa)
initn: 50 initl: 50 opt: 50 Z-score: 77.5 bits: 21.0 EQ: 24
Smith-Waterman score: 50; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:373-404)

10 20 30
OMEPSP MAGAEE IVLQPIKE I SGTVKLPGSKSLSNR
gi|256 PAAYPFVVNATSNLNFLAFGINAENNQRNFLAéEKDNQVRQiERQVQELAFﬁééAQDVER
350 360 370 380 390 400
40 50 60 70 80

2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]256 LLKKQRESYFVDAQPQQKEEGSKGRKGPFPSILGALY
410 420 430

>>gi|467660]|emb | CAA55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 77.5 bits: 21.0 EQ: 25
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (29-73:70-122)

10 20 30 40 50
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV ————— VDNLLNSED—
gi|467 STGSHEACELRDGDKSKWAGKGVTKAVANVNEIIAPALIKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
60 70 80

2MEPSP ——VHYMLGALRTLGLSVEADKAAKRAVVVG

gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi | 6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 77.5 bits: 21.0 EQ: 25

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 27

Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (29-73:70-122)

10 20 30 40 50
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTV----- VDNLLNSED-
gi]601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVG

gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 76.9 bits: 19.9 EQ: 26
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:172-187)

40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

gi | 256 KESLAKKNHGLSRSE
210

>>0gi1]148361511|gb]ABQ59329.1] vacuolar serine protease [ (388 aa)
initn: 49 initl: 49 opt: 49 Z-score: 76.8 bits: 20.7 EQ: 27
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (9-49:268-308)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILLLAALS
i |148 WIGSKYAVNT I SGTSMASPHVAGLLAYLLSLQPAKDSAFAVAD I SPKKLKANL ISIATVG

240 250 260 270 280 290
40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|148 AL%DQPSNTANILAWNGGGESNYSAIVEKGGYKAAVRPTMLEEIESEAKVASKKVYSEGD
300 310 320 330 340 350

>>gi]18772]emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 76.8 bits: 19.9 EQ: 27
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:173-188)

40 50 60 70 80
OMEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGIS IDHDDGTRRLVVSKNKPLVVQFQKVD
150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>gi|18770|emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 76.8 bits: 19.9 EQ: 27
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:173-188)

40 50 60 70 80

2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGD IGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>gi]|20385544 | gb|AAM21322 .1 |AF373221_1 group 14 allergen (1662 aa)
initn: 44 initl: 44 opt: 56 Z-score: 76.0 bits: 22.7 EQ: 30
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Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (38-78:452-496)

10 20 30 40 50 60
2MEPSP VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMT I'VRALENLNVNTDGVDNMVNAMDEI

430 440 450 460 470 480

70 80

2MEPSP GLSVEADKAAKRAVWVG

gi 203 1KSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEAR I AAFQKMMKNGGMSH IKD
490 500 510 520 530 540

>>gi 195957140 gb|ACG59281.1] major allergen CM16 [Triti (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 75.4 bits: 19.0 EQ: 32
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (26-62:3-39)

10 20 30 40 50 60
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL
gi]195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTL

10 20 30

70 80

2MEPSP RTLGLSVEADKAAKRAVVVG

gi]195 I%PLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQS
40 50 60 70 80 90

>>gi 21916 emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 75.4 bits: 19.0 EQ: 32
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (26-62:3-39)

10 20 30 40 50 60
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL
gi]219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTL

10 20 30

70 80

2MEPSP RTLGLSVEADKAAKRAVVVG

gi]219 I%PLPSCRDYVEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQS
40 50 60 70 80 90

>>gi|422005|pir] |S32101 PHLP5A protein - common timothy (257 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.3 bits: 19.9 EQ: 32
Smith-Waterman score: 46; 21.9% identity (50.7% similar) in 73 aa overlap (4-76:122-194)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILL
gi]422 EAKYDAYVATLSEALRIITAGTLEVHAVKPAAEEVKV IPAAELQV IEKVDAAFKVAATAAN

100 110 120 130 140 150
40 50 60 70 80

OMEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi|422 AAPANDKFTVFEAAFNDE IKASTGGAYESYKF IPALEAAVKQAYAATVATAPEVKYTVFE
160 170 180 190 200 210

gi|422 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKYV
220 230 240 250

>>gi 108935817 |sp|P40108.2|ALDH_CLAHE RecName: Full=Alde (496 aa)
initn: 38 initl: 38 opt: 49 Z-score: 74.7 bits: 20.7 EQ: 35
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (24-73:428-476)

10 20 30 40 50
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV
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gi]108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH
400 410 420 430 440 450

60 70 80
2MEPSP HYMLGALRTLGLSVEADKAAKRAVVG
i 108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>gi|89892729|gb|ABD79098.1] Zea m 13 allergen [Zea mays (411 aa)
initn: 38 initl: 38 opt: 48 Z-score: 74.6 bits: 20.4 EQ: 35
Smith-Waterman score: 48; 37.0% identity (70.4% similar) in 27 aa overlap (3-27:337-363)

10 20 30
2MEPSP MAGAEEIVLQPI--KEISGTVKLPGSKSLSNR
gi]898 IHYENIKMEDSANP IFIDMKYCPNKLCTANGASKVTVKDITFKNITGTSSTPEAISLLCT

310 320 330 340 350 360
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|898 AKVPCTGVTMDDVNVEYSGTNNKTMAICTNAKGSTKGCLKELACF
370 380 390 400 410

>>gi 60116876 | gb|AAX14379.1] vacuolar serine protease [D (518 aa)
initn: 49 initl: 49 opt: 49 Z-score: 74.3 bits: 20.7 EQ: 37
Smith-Waterman score: 49; 29.3% identity (61.0% similar) in 41 aa overlap (9-49:398-438)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILLLAALS
i |601 WIGSKYAVNT ISGTSMASPHVAGLLAYLLSLQPAKDSAFAVAD I SPKKLKANL ISIATVG
370 380 390 400 410 420
40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi 601 ALTDVPSNTANILAWNGGGESNYSAIVEKGGYKATHRPTMLEE IESEAKVASKKVYSEGD
430 440 450 460 470 480

>>gi|57283139|emb|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)
initn: 42 initl: 42 opt: 49 Z-score: 74.3 bits: 20.7 EQ: 37
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (11-51:342-382)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLP-GSKSLSNRILLLAALSE
gi]572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALS-
320 330 340 350 360 370
40 50 60 70 80

2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
i |572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK
380 390 400 410 420 430

>>gi|5712199|gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 74.1 bits: 20.7 EQ: 38
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (49-79:378-406)

20 30 40 50 60 70
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV

gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLL I--LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

80
2MEPSP VG
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gi|571 VPHYNTNAHSI I YALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460

>>gi1]46560474|gb]AAT00595.1] conarachin [Arachis hypogae (299 aa)
initn: 46 initl: 46 opt: 46 Z-score: 74.0 bits: 19.8 EQ): 38
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:223-246)

10 20 30
OMEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNR
i |465 PAAHPVAINASSELHLLGFG INAENNHR1FLAGDKDNV 1DQ1EKQAKDLAFPGSGEQVEK
200 210 220 230 240 250
40 50 60 70 80

2MEPSP ILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|465 LIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN
260 270 280 290

>>gi1]46560472|gb]AAT00594.1] conarachin [Arachis hypogae (303 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.9 bits: 19.8 EQ): 39
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:227-250)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNR
gi |465 PAAHPVAINASSELHLLGFGINAENNHR I FLAGDKDNV 1DQ1EKQAKDLAFPGSGEQVEK
200 210 220 230 240 250
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|465 LIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN
260 270 280 290 300

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 39 initl: 39 opt: 48 Z-score: 73.0 bits: 20.4 EQ: 43
Smith-Waterman score: 48; 41.7% identity (58.3% similar) in 24 aa overlap (3-26:87-109)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRIL
gi |186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQE I'Y 1QQGKGIFGMI-YPGCSSTFEEPQ
60 70 80 90 100 110
40 50 60 70 80

2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|186 QPQQRGQSSRPQDRHQKIYNSREGDL IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQL
120 130 140 150 160 170

>>gi1]1092249|prf]]2023228A major allergen Phl p Va (285 aa)
initn: 45 initl: 45 opt: 45 Z-score: 72.7 bits: 19.5 EQ: 45
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (4-76:150-222)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILL
i |109 EAKYDAYVATLSEALRI IAGTLEVHAVKPAAEEVKV I PAGELQV I EKVDAAFKVAATAAN
120 130 140 150 160 170
40 50 60 70 80

2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi 109 AAPANDKFTVFEAAFNDE IKASTGGAYESYKF IPALEAAVKQAYAATVATAPEVKYTVFE
180 190 200 210 220 230

gi|109 TALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKYV
240 250 260 270 280

>>gi|2398757 |emb | CAA50281.1] Major Pollen Allergen Phl p (286 aa)
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initn: 45 initl: 45 opt: 45 Z-score: 72.7 bits: 19.5 EQ: 45
Smith-Waterman score: 45; 21.9% identity (50.7% similar) in 73 aa overlap (4-76:150-222)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILL
i |239 EAKYDAYVATLSEALRI IAGTLEVHAVKPAAEEVKV I PAGELQV I EKVDAAFKVAATAAN

120 130 140 150 160 170
40 50 60 70 80

2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]|239 AAPANDKFTVFEAAFNDE IKASTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE
180 190 200 210 220 230

gi]239 TALKKAITAMSEAQKAAKPAAAATATATAAVGAATGAATAATGGYKYV
240 250 260 270 280

>>gi|225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 40 Z-score: 72.6 bits: 18.1 EQ): 46
Smith-Waterman score: 40; 33.3% identity (86.7% similar) in 15 aa overlap (46-60:5-19)

20 30 40 50 60 70
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi]225 MAMTDVLSAED I KKAVGAFSAAESFNYKKFFEMV

10 20 30

80

2MEPSP AVVVG

gi]225 GLKKKSPEDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAAGDKDG
40 50 60 70 80 90

>>gi | 1350779 sp|P49148.1|RLAL1_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 72.6 bits: 18.1 EQ): 46
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (33-49:46-62)

10 20 30 40 50 60
2MEPSP GAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT

gi]135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA
20 30 40 50 60 70

70 80
2MEPSP LGLSVEADKAAKRAVVVG

gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>gi 149208401 |gb|ABR21771.1] conglutin beta [Lupinus an (521 aa)
initn: 48 initl: 48 opt: 48 Z-score: 72.5 bits: 20.3 EQ: 46
Smith-Waterman score: 48; 25.0% identity (65.6% similar) in 32 aa overlap (1-32:451-482)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNR
i |149 PAGYPISVNASSNLRLLGFGINANENQRNFLAGSEDNV I SQLDREVKEL TFPGSAQDVER

430 440 450 460 470 480
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi 149 LIKNQQOSYFANAQPQQKQQREKEGRRGRRSLISSILSTLY
490 500 510 520

>>gi | 83288046 | sp| Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 72.3 bits: 20.1 EQ): 47
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (44-72:90-121)

20 30 40 50 60 70
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2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

80
2MEPSP KAAKRAVVVG
gi]832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi1]13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 72.3 bits: 20.1 EQ): 47
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (44-72:90-121)

20 30 40 50 60 70
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

80
2MEPSP KAAKRAVVVG

gi]139 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>0gi1]21314465|gb]AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 72.2 bits: 20.3 EQ: 48
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (46-79:381-414)

20 30 40 50 60 70

OMEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|213 NGIEETICTASFKKNIGRNRSPD I'YNPQAGSLKTANELQLNLL ILRWLGLSAEYGNLYRN
360 370 380 390 400 410

80
2MEPSP AVVVG

gi]213 ALFQPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>gi1]161087230|gb]ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 72.1 bits: 18.1 EQ): 48
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (53-62:55-64)

30 40 50 60 70 80

30 40 50 60 70 80

gi]161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>gi | 85681057 |sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)
initn: 30 initl: 30 opt: 30 Z-score: 71.9 bits: 15.3 EQ: 49
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (63-70:10-17)

40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVG
gi|856 ANPTFGETPLGLSSDAN

10

>>gi | 2506771 |sp|P16968.2]| IAA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 37 initl: 37 opt: 41 Z-score: 71.8 bits: 18.4 EQ): 50
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (56-80:75-100)

30 40 50 60 70 80
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2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVG
gi[250 GQVVESlQKDCCRQ|AA|GDEWClCGALGSMRééMYKELé&ALADbkAfVAEVFPGCRTE
60 80 90 100

gi]250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>0gi1]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.7 bits: 19.8 EQ: 51
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (25-61:246-282)

10 20 30 40 50
2MEPSP MAGAEE 1VLQP I KE 1 SGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi|158 GGVATVGDPALLSLSVATRLAQEDPAFSS|kéLbYKQMLLLéLéTGTNSEFDKTYfAéEA

220 230 240 250 260 270
60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG

gi]158 AKW-GPLRWMLAIQQLTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>0gi]21510]emb|CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.7 bits: 19.8 EQ: 51
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (25-61:246-282)

10 20 30 40 50
2MEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSS|kéLbYKQMLLLéLéTGTNSEFDKTYfAééA

220 230 240 250 260 270
60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG
gi]215 AKW—GPLRWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>gi]21514]emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.7 bits: 19.8 EQ): 51
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (25-61:246-282)

10 20 30 40 50
2MEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNR 1 LLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSS|kéLbYKQMLLLéLéTGTNSEFDKTYfAééA

220 230 240 250 260 270
60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVG

gi]215 AKW-GPLRWMLAIQQMTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi | 3319897 |emb|CAA76841.1] albumin [Canis lupus famili (585 aa)
initn: 43 initl: 43 opt: 48 Z-score: 71.5 bits: 20.3 EQ: 52
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (8-75:463-526)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILLLAAL
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESL VNRRPCESGL

440 450 460 470 480 490
40 50 60 70 80

2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]331 EVDETYVPKEFNAETFTFH ADLCTLP———EAEKQVKKQTALVELLKHKPKATDEQLKTV
500 510 520 530 540
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gi]331 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALV
550 560 570 580

>>0gi1]1885350|emb|CAA72273.1] serpin [Triticum aestivum] (399 aa)
initn: 46 initl: 46 opt: 46 Z-score: 71.5 bits: 19.8 EQ: 53
Smith-Waterman score: 46; 20.6% identity (60.3% similar) in 63 aa overlap (2-64:33-95)

10 20 30
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNRI
i |188 TTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRD

10 20 30 40 50 60
40 50 60 70 80

2MEPSP LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

70 80 90 100 110 120

gi]188 CKYKAETQSVDFQTKAAEVTTQVNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKG
130 140 150 160 170 180

>>0gi1]219815476|gb]ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 41 initl: 41 opt: 41 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 41; 26.7% identity (63.3% similar) in 30 aa overlap (35-64:108-137)

10 20 30 40 50 60

OMEPSP EEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLG

gi|219 LVEEDTEAMQEELREAFRMYDKEGNGY IPTSALRE I LRALDDKLTEDELDEMIAE 1DTDG
80 90 100 110 120 130

70 80
2MEPSP LSVEADKAAKRAVVVG

gi|219 SGTVDFDEFMEMMTGD
140 150

>>gi1]1684720|emb]CAB05372.1] major allergen Phl p 5 [Phl (276 aa)
initn: 44 initl: 44 opt: 44 Z-score: 71.3 bits: 19.2 EQ): 54
Smith-Waterman score: 44; 21.9% identity (49.3% similar) in 73 aa overlap (4-76:140-212)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILL
gi | 168 EAKYDAYVATLSEALRI IAGTLEVHAVKPAAEEVKV I PAGELQF I EKVDSALKVAATAAN

110 120 130 140 150 160
40 50 60 70 80

2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

170 180 190 200 210 220

gi|168 TALKKAITAMSEAQKAAKPATEATATATAAVGAATGAATAATGGYKV
230 240 250 260 270

>>gi|18635]emb | CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 39 initl: 39 opt: 47 Z-score: 71.3 bits: 20.0 EQ): 54
Smith-Waterman score: 47; 41.7% identity (54.2% similar) in 24 aa overlap (3-26:87-109)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRIL
gi]186 PNNKPFQCAGVALSRCTLNRNALRRPSYTNGPQEIY 1QQGKGIFGMI-YPGCPSTFEEPQ

60 70 80 90 100 110
40 50 60 70 80

2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
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gi|186 QPQQRGQSSRPQDRHQKIYNFREGDL IAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQL
120 130 140 150 160 170

>>0gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 71.3 bits: 18.9 EQ: 54
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:71-102)

20 30 40 50 60 70
OMEPSP KE 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi 152 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD

50 60 70 80 90 100

80
2MEPSP AKRAVVVG

gi|152 SkGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>0gi1]38326693|gb]AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 71.3 bits: 18.9 EQ): 54
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:11-27)

40 50 60 70 80

2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|383 MGFTDFVSDAGLSLANNYLATRSY 1VGHAPSQADVVTYKA
10 20 30 40

gi1]383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>0gi1]18536]emb|CAA35691.1] unnamed protein product [Glyc (605 aa)
initn: 48 initl: 48 opt: 48 Z-score: 71.2 bits: 20.3 EQ: 54
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 32 aa overlap (1-32:539-570)

10 20 30
2MEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNR
gi|185 PAGYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNV1SQIPSQVQELAFPGSAQAVEK
510 520 530 540 550 560
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]185 LLKNQRESYFVDAQPKKKEEGNKGRKGPLSSILRAFY
570 580 590 600

>>gi]6687188|emb|CAB64867.1] albumin [Canis familiaris] (608 aa)
initn: 43 initl: 43 opt: 48 Z-score: 71.2 bits: 20.3 EQ: 55
Smith-Waterman score: 48; 30.9% identity (51.5% similar) in 68 aa overlap (8-75:486-549)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNRILLLAAL
i 668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL
460 470 480 490 500 510
40 50 60 70 80

2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]668 EVDETYVPKEFNAETFTFH-ADLCTLP---EAEKQVKKQTALVELLKHKPKATDEQLKTV
520 530 540 550 560 570

gi | 668 MGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALYV
580 590 600

>>gi1 46560476 | gb]AAT00596.1] conarachin [Arachis hypogae (428 aa)

initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 19.8 EQ): 57
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:345-368)
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10 20 30
2MEPSP MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSNR
i |465 PAAHPVAINASSELHLLGFG INAENNHR1FLAGDKDNV 1DQ1EKQAKDLAFPGSGEQVEK

320 330 340 350 360 370
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]465 LIKNQKESHFVSARPQSQSQSPSSPEKESPEKEDQEEENQGGKGPLLSILKAFN
380 390 400 410 420

>>0gi]12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 38 initl: 38 opt: 45 Z-score: 70.7 bits: 19.5 EQ): 58
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Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (568-80:150-174)

30 40 50 60 70 80
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG

120 130 140 150 160 170

gi]120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230

>>gi|417370|sp|P24296.2NLTP1_WHEAT RecName: Full=Non-sp (113 aa)
initn: 39 initl: 39 opt: 39 Z-score: 70.6 bits: 17.8 EQ: 58

Smith-Waterman score: 39; 33.3% identity (93.3% similar) in 15 aa overlap (31-45:11-25)

10 20 30 40 50 60
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL
gi|417 AQVMLMAVALVLMLAAVPRAAVAIDCGHVDSLVRPCLSYV

10 20 30 40

70 80

2MEPSP RTLGLSVEADKAAKRAVVVG

gi]417 QGGPGPSGQCCDGVKNLHNQARSQSDRQSACNCLKGIARG IHNLNEDNARS IPPKCGVNL
50 60 70 80 90 100

>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 70.6 bits: 19.7 EQ: 59

Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (44-76:91-126)

20 30 40 50 60 70
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

70 80 90 100 110 120

80

2MEPSP KAAKRAVVVG

gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi | 5326864 | gb|AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 40 initl: 40 opt: 41 Z-score: 70.6 bits: 18.3 EQ: 59

Smith-Waterman score: 41; 26.2% identity (54.1% similar) in 61 aa overlap (19-79:34-94)

10 20 30 40
2MEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi 532 KAGDSFPEGVTFSY IPWAEDASE ITSCG 1P INYNASKEFANKKVVLFALPGAFTPVCSAN
10 20 30 40 50 60
50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi |532 HVPEY IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDD I LFLSDPEAKFSKSIG

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 37

70 80 90 100 110 120

gi|532 WADEEGRTYRYVLVIDNGK I I'YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi|49523394 |emb | CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.2 bits: 19.5 EQ: 61
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (46-70:155-179)

20 30 40 50 60 70
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi]495 KHAAMNLRFDFLKHAMVRD I TSLNSKMFHINVLECEDITFQHVTVTAPGTSINTDGIHVG

130 140 150 160 170 180

80
2MEPSP AVVVG

gi]495 ISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITV
190 200 210 220 230 240

>>gi|118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 45 Z-score: 70.0 bits: 19.5 EQ: 63
Smith-Waterman score: 45; 34.3% identity (68.6% similar) in 35 aa overlap (34-68:214-246)

10 20 30 40 50 60
OMEPSP AEE IVLQPIKE1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGALRTL
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV-~LLGG IDSSYYTGSLNWY

190 200 210 220 230 240

70 80
2MEPSP GLSVEADKAAKRAVVVG

gi]118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSD IGASENSD
250 260 270 280 290 300

>>gi|126608|sp|PO0698.1|LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.0 bits: 18.1 EQ: 63
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (20-29:86-95)

10 20 30 40
2MEPSP MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCN IPCSALLSSDITASVNCAKK
60 70 80 90 100 110
50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>gi|2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 69.6 bits: 18.9 EQ: 66
Smith-Waterman score: 49; 23.8% identity (57.1% similar) in 63 aa overlap (7-68:11-73)

10 20 30 40 50
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALS-EGTTVVDNLLNSEDVHY
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD

10 20 30 40 50 60
60 70 80

2MEPSP MLGALRTLGLSVEADKAAKRAVVVG

70 80 90 100 110 120

>>gi|1247373|emb | CAA01909.1] Bl protein allergen [Cynodo (71 aa)
initn: 36 initl: 36 opt: 36 Z-score: 69.6 bits: 16.9 EQ: 66
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Smith-Waterman score: 44; 47_.4% identity (73.7% similar) in 19 aa overlap (56-74:18-35)

30 40 50 60 70 80
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]l24 GTRRFDTNGDGK ISLAELTDALRTLG-STSADEVQRMMAE IDTDGDG

10 20 30 40

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>0gi1]2143220|emb|CAA73782.1] cellular serine proteinase (495 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.5 bits: 19.7 EQ: 67
Smith-Waterman score: 46; 32.1% identity (58.5% similar) in 53 aa overlap (1-48:386-438)

10 20
2MEPSP MAG-—-AEE IVLQP IKE1SGTVKLPGSKSLS
gi|214 FAPGLNILSTWIGSKHAVNT ISGTSMASPHIAGLLAYFVSLQPSKDSAFAVDELTPKKLK
360 370 380 390 400 410
30 40 50 60 70 80

2MEPSP NRILLLA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|214 KDIIAIATQGALTDIPSDTPNLLAWNGGGSSNYTDI IASGGYKVNASVKDRFEGLVHKAE
420 430 440 450 460 470

>>0gi1]38258932|sp|P82615]|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 69.5 bits: 18.6 EQ): 67
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (43-74:71-102)

20 30 40 50 60 70

2MEPSP KE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA

i 382 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAE IKLQDARLLQLSLEFSPD
50 60 70 80 90 100

80
2MEPSP AKRAVVVG

gi|382 SkGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>gi1]169950562|gb]ACB05815.1] conglutin beta [Lupinus an (611 aa)
initn: 47 initl: 47 opt: 47 Z-score: 69.4 bits: 20.0 EQ: 68
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 32 aa overlap (1-32:541-572)

10 20 30

2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR

i |169 PAGHPLSINASSNLRLLGFGINANENQRNFLAGSEDNV IKQLDREVKELTFPGS I EDVER
520 530 540 550 560 570
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

i ]169 LIKNQQQSYFANAQPQOQQQREKEGRRGRRGPISSILNALY
580 590 600 610

>>gi1]1247375|emb]CAA01910.1] B4 protein allergen [Cynodo (73 aa)
initn: 36 initl: 36 opt: 36 Z-score: 69.3 bits: 16.9 EQ: 69
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:20-37)

30 40 50 60 70 80

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|124 GTSFKRFDTNGDGK I SLAELTDALRTLG-STSADEVQRMMAE 1DTDGDG
10 20 30 40

gi]124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70
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>>gi | 37078092 | sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas (439 aa)
initn: 44 initl: 44 opt: 45 Z-score: 68.9 bits: 19.4 EQ: 72
Smith-Waterman score: 45; 26.2% identity (50.8% similar) in 65 aa overlap (8-72:62-121)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAAL
gi|370 RSIVPSGASTGVHEALELRDGDKSKWLGKGVLKAVANVNDT IA-PALIEANIDVADQAKI
40 50 60 70 80 90
40 50 60 70 80

2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi |370 DEFLLKLDGTPNKAK~-—--LGANAILGVSLAAAKAGAAQKDVPLYKHIAD1SKAKEGKFV
100 110 120 130 140

gi|370 LPVPFQNVLNGGSHAGGDLAFQEFMIVPSGAPSFSEGLRIGSEVYHHLKSLTKKKYGQSA
150 160 170 180 190 200

>>0g1]24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph (167 aa)
initn: 40 initl: 40 opt: 40 Z-score: 68.9 bits: 18.0 EQ: 73
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (27-51:5-29)

10 20 30 40 50 60
OMEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGAL
gi|244 MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERI 1YPG
10 20 30
70 80

2MEPSP RTLGLSVEADKAAKRAVVVG

gi]244 TLWCGHGNKSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDD
40 50 60 70 80 90

>>0g1]14423846|sp|082040.1|POLC7_PHLPR RecName: Full=Polc (78 aa)
initn: 36 initl: 36 opt: 36 Z-score: 68.7 bits: 16.9 EQ): 74
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:25-42)

30 40 50 60 70 80

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|144 MADDMER I FKRFDTNGDGK I SLSEL TDALRTLG-STSADEVQRMMAE 1DTDGDG
10 20 30 40 50

gi|144 FIDFNEFISFCNANPGLMKDVAKVF
60 70

>>gi|664852|gb|AAB07620.1] Asp FIl [Aspergillus fumigatu (250 aa)
initn: 42 initl: 42 opt: 42 Z-score: 68.7 bits: 18.6 EQ: 74
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:93-118)

10 20 30 40 50
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH
gi]664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS

70 80 90 100 110 120
60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG

gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEAFEYFALEAYAFD IAAP
130 140 150 160 170 180

>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major (305 aa)
initn: 40 initl: 40 opt: 43 Z-score: 68.7 bits: 18.9 EQ: 74
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (49-68:113-132)

20 30 40 50 60 70
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV
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gi]249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGS IQGFSMDDASVGSVSSE
90 100 110 120 130 140

80
2MEPSP VG

gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEV INKVKAAFSTAATAADEAPANDKFTVFVSSFN
150 160 170 180 190 200

>>gi|4588118| gb|AAD25995.1|AF098517_1 alkaline serine pr (457 aa)
initn: 38 initl: 38 opt: 45 Z-score: 68.5 bits: 19.4 EQ): 76
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (58-80:290-314)

30 40 50 60 70 80
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG

260 270 280 290 300 310

gi|458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
320 330 340 350 360 370

>>gi]1871507 |emb|CAA62634.1] calcium-binding pollen alle (82 aa)
initn: 36 initl: 36 opt: 36 Z-score: 68.3 bits: 16.9 EQ: 78
Smith-Waterman score: 44; 47.4% identity (73.7% similar) in 19 aa overlap (56-74:29-46)

30 40 50 60 70 80

gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG—é%SADEVQéMMAEIDTDGDG
10 20 30 40 50

gi]187 FIDFDEFISFCNANPGLMKDVAKVF
60 70 80

>>0gi1]8453086 | gb | AAF75225_.1|AF208981_1 paramyosin isoform (473 aa)
initn: 44 initl: 44 opt: 45 Z-score: 68.2 bits: 19.4 EQ): 79
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (30-77:239-286)

10 20 30 40 50

OMEPSP  MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGA

i |845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL
210 220 230 240 250 260

60 70 80
2MEPSP LRTLGLSVEADKAAKRAVVVG

gi]845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE
270 280 290 300 310 320

>>0gi1]21069093|gb]AAM33821.1] alkaline serine protease [P (398 aa)
initn: 44 initl: 44 opt: 44 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 44; 44.4% identity (72.2% similar) in 18 aa overlap (11-28:323-340)

10 20 30 40
2MEPSP MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSNRILLLAALSEG
gi 210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKD I TAAYPGGGSKTLSGTSMAAPHVAGA

300 310 320 330 340 350
50 60 70 80

2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ
360 370 380 390

>>0gi1]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)

initn: 39 initl: 39 opt: 39 Z-score: 68.0 bits: 17.7 EQ: 81
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (30-74:39-83)
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10 20 30 40 50
OMEPSP  MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGA
gi|144 NDKGRLSKEE IERMLAEAEKYKAEDEAEAAR I SAKNALESYAYSLRNTLSDSKVDEKLDA
10 20 30 40 50 60

60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVG

gi|144 GDKQKLTAE IDKTVQWLDDNQTATKDEYESQQKELEGVANP IMVKFYGAGGEGGMPGGMP
70 80 90 100 110 120

>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p (494 aa)
initn: 38 initl: 38 opt: 45 Z-score: 67.8 bits: 19.4 EQ: 83
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (58-80:286-310)

30 40 50 60 70 80
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG

260 270 280 290 300 310

gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT
320 330 340 350 360 370

>>gi | 7963902 | gb|AAF71379.1|AF264027_1 allergen Pen n 18 (494 aa)
initn: 38 initl: 38 opt: 45 Z-score: 67.8 bits: 19.4 EQ): 83
Smith-Waterman score: 45; 44_.0% identity (72.0% similar) in 25 aa overlap (58-80:286-310)

30 40 50 60 70 80
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVG

260 270 280 290 300 310

gi | 796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT
320 330 340 350 360 370

>>gi1]94706935|sp|POC1B3.1|AMYAL1_ASPOR RecName: Full=Alph (499 aa)
initn: 45 initl: 45 opt: 45 Z-score: 67.8 bits: 19.4 EQ): 83
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:476-493)

10 20 30
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNR
i |947 GAGYTAGQQLTEVIGCTTVTVGSDGNVPVPMAGGLPRVLYPTEKLAGSKICSSS
450 460 470 480 490
40 50 60 70 80

2MEPSP 1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

>>0gi1]12005497|gb|AAG44478.1|AF243425_1 vacuolar serine p (503 aa)
initn: 38 initl: 38 opt: 45 Z-score: 67.7 bits: 19.4 EQ: 84
Smith-Waterman score: 50; 30.2% identity (60.4% similar) in 53 aa overlap (1-48:385-437)

10 20
2MEPSP MAG-—AEE IVLQP IKE 1 SGTVKLPGSKSLS
gi 120 FAPGLNILSTWIGSKYAVNTISGTSMASPHIAGLLAYYVSLQPASDSAYAVEE ITPKKLK
360 370 380 390 400 410
30 40 50 60 70 80

2MEPSP NRILLLA---ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

i |120 DALITIATSGALSD IPSDTPNLLAWNGGGSSNYTE 1VSKGGYKAGASESMKKHLDELVGK
420 430 440 450 460 470

>>0gi1]1168390|sp|P43237.1]ALL11_ARAHY RecName: Full=Aller (614 aa)

initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.7 EQ: 85
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:538-561)
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10 20 30
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR
gi|116 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNV 1DQ1EKQAKDLAFPGSGEQVEK

510 520 530 540 550 560
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]116 LIKNQRESHFVSARPQSQSPSSPEKEDQEEENQGGKGPLLSILKAFN
570 580 590 600 610

>>gi|14423856 | sp|QOLEI8.1|PROF6_HEVBR RecName: Full=Prof (131 aa)
initn: 38 initl: 38 opt: 38 Z-score: 67.6 bits: 17.4 EQ: 85
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Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23)

10 20 30 40 50 60
OMEPSP 1VLQPIKE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS
gi|144 MSWQTYVDDHLMCD 1DGHRLTAAAT 1GHDG
10 20 30
70 80

2MEPSP VEADKAAKRAVVVG

gi]144 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAV IRGKKGSG
40 50 60 70 80 90

>>gi|14423859|sp| QOM7M9 .1 | PROF4_HEVBR RecName: Full=Prof (131 aa)
initn: 38 initl: 38 opt: 38 Z-score: 67.6 bits: 17.4 EQ: 85

Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23)

10 20 30 40 50 60
2MEPSP 1VLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS
gi|144 MSWQTYVDDHLMCD IDGHRLTAAAT 1GHDG

10 20 30

70 80

2MEPSP VEADKAAKRAVVVG

gi]144 SVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQGEPGAV IRGKKGSG
40 50 60 70 80 90

>>gi]|11513601 | pdb|1G5UJA Chain A, Latex Profilin Hevb8 (131 aa)
initn: 38 initl: 38 opt: 38 Z-score: 67.6 bits: 17.4 EQ: 85

Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23)

10 20 30 40 50 60
OMEPSP 1VLQPIKE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS
gi|115 MSWQTYVDDHLMCD 1 DGHRLTAAAT 1GHDG
10 20 30
70 80

2MEPSP VEADKAAKRAVVVG

gi|115 SVWAQSSSFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAV IRGKKGSG
40 50 60 70 80 90

>>gi]|14423858|sp| QOM7M8 . 1| PROF5_HEVBR RecName: Full=Prof (131 aa)
initn: 38 initl: 38 opt: 38 Z-score: 67.6 bits: 17.4 EQ: 85

Smith-Waterman score: 38; 34.8% identity (60.9% similar) in 23 aa overlap (37-59:1-23)

10 20 30 40 50 60
OMEPSP 1VLQPIKE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS
gi|144 MSWQTYVDDHLMCD 1DGHRLTAAAT 1GHDG
10 20 30
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70 80
2MEPSP VEADKAAKRAVVVG

gi|144 SVWAQSSGFPQFKSDEVAAVMKDFDEPGSLAPTGLHLGGTKYMVIQGEPGAV IRGKKGSG
40 50 60 70 80 90

>>gi 1168391 |sp|P43238.1|ALL12_ARAHY RecName: Full=Aller (626 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.5 bits: 19.7 EQ: 87
Smith-Waterman score: 46; 29.2% identity (70.8% similar) in 24 aa overlap (1-24:543-566)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNR
gi]l16 PAAHPVAINASSELHLLGFGINAENNHRIFLAGDKDNVIDQIEKQAKDLAFPGSGEQVEK

520 530 540 550 560 570
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]116 LIKNQKESHFVSARPQSQSQSPSSPEKESPEKEDQEEENQGGKGPLLSILKAFN
580 590 600 610 620

>>gi | 3581965 emb | CAA75506.1] profilin [Helianthus annuus (133 aa)
initn: 38 initl: 38 opt: 38 Z-score: 67.4 bits: 17.4 EQ): 87
Smith-Waterman score: 38; 60.0% identity (90.0% similar) in 10 aa overlap (1-10:69-78)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNR
gi]358 AKFPQFKPEEMKG I IKEFDEAGTLAPTGMFIAGAKYMVLQGEPGAV IRGKKGAGGICIKK

40 50 60 70 80 90
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|358 TGQAMIMGIYDEPVAPGQCNMVVERLGDYLLEQGM
100 110 120 130

>>gi|34851182|gb|AAP15203.1] profilin-like protein [Ambr (133 aa)
initn: 38 initl: 38 opt: 38 Z-score: 67.4 bits: 17.4 EQ: 87
Smith-Waterman score: 38; 60.0% identity (90.0% similar) in 10 aa overlap (1-10:69-78)

10 20 30
2MEPSP MAGAEEIVLQPIKEISGTVKLPGSKSLSNR
gi]348 SNFPQFKPEEMKGIITEFDQAGTLAPTGMFIAGAKYMVLQGEQGAVIRGKKGAGGICIKK

50 60 70 80 90
40 50 60 70 80

2MEPSP I1LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]|348 TGQALVMGIYDEPVAPGQCNMVVERLGDYL IDQGM
100 110 120 130

>>gi|170734|gb|AAA34287 .1 gamma gliadin B-111 [Triticum (244 aa)
initn: 41 initl: 41 opt: 41 Z-score: 67.2 bits: 18.3 EQ): 89
Smith-Waterman score: 41; 28.6% identity (85.7% similar) in 14 aa overlap (7-20:145-158)

10 20 30
OMEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNRILLLAA
gi|170 CHVMQQQCCQQLpolPQQSRYQAlRAl|YsiiLéEQééQéééiQSQQQQPQQLGQCVSQP
120 130 140 150 160 170
40 50 60 70 80

2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]170 QQQSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRILPTMCSVNVPLYRTTTSVP
180 190 200 210 220 230

>>gi|549184|sp|P35781.1|VA51_VESCR RecName: Full=Venom a (202 aa)
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initn: 40 initl: 40 opt: 40 Z-score: 67.2 bits: 18.0 EQ: 90
Smith-Waterman score: 40; 45.5% identity (100.0% similar) in 11 aa overlap (37-47:113-123)

10 20 30 40 50 60

gi]549 LAQIAQVWANQCNYGHDNCRNSAKYSVGQNIAEGSTTADNFGSVSNMVKMWEDEVKDYQY
90 100 110 120 130 140

70 80
2MEPSP VEADKAAKRAVVVG

gi]549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSIKY IENGWHRHYLVCNYGPAGNVGNEP 1 YERK
150 160 170 180 190 200

>>gi1 47605504 |sp]Q8LGRO.1|CHE1_CHEAL RecName: Full=Polle (168 aa)
initn: 39 initl: 39 opt: 39 Z-score: 67.1 bits: 17.7 EQ: 91
Smith-Waterman score: 39; 35.7% identity (64.3% similar) in 28 aa overlap (563-80:7-34)

30 40 50 60 70 80
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]476 MAKCQAVFLLVGALCVLSLAGVANAAENHFKVQGMV

10 20 30

gi]476 YCDTCRIQFMTRISTIMEGATVKLECRNITAGTQTFKAEAVTDKVGQYSIPVNGDFEDDI
40 50 60 70 80 90

>>gi]2769700|gb | AAB95638.1] peroxisomal-like protein [As (168 aa)
initn: 38 initl: 38 opt: 39 Z-score: 67.1 bits: 17.7 EQ: 91
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (19-79:35-95)

10 20 30 40
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNRI LLLAALSEGTTVVDNLL
gi 276 KAGDSFPSDVVFSY IPWSEDKGE I TACGIPINYNASKEWADKKV I LFALPGAFTPVCSAR
10 20 30 40 50 60
50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD ILFLSDPDARFSKSIG
70 80 90 100 110 120

gi|276 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>0gi1]66845476|gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 38 initl: 38 opt: 39 Z-score: 67.1 bits: 17.7 EQ: 91
Smith-Waterman score: 39; 24.6% identity (54.1% similar) in 61 aa overlap (19-79:35-95)

10 20 30 40
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLL
gi |668 KAGDSFPSDVVFSY IPWSEDKGE I TACGIP INYNASKEWADKKV I LFALPGAFTPVCSAR

10 20 30 40 50 60
50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKSIG
70 80 90 100 110 120

gi|668 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi|1168696|sp|P43187.1|ALLB3_BETVE RecName: Full=Calci (205 aa)
initn: 40 initl: 40 opt: 40 Z-score: 67.0 bits: 18.0 EQ: 91
Smith-Waterman score: 41; 29.7% identity (64.9% similar) in 37 aa overlap (45-79:147-180)

20 30 40 50 60 70

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 45

OMEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLS--VEADKA
gi|116 DDNEEDMRKS ILSQEEADSFGGFKVFDEDGDGY I SARELQMVL G-~ -KLGFSEGSEIDRV
120 130 140 150 160 170

80
2MEPSP AKRAVVVG

gi|116 EKMIVSVDSNRDGRVDFFEFKDMMRSVLVRSS
180 190 200

>>gi1]66849502|gb|EAL89830.1] major allergen Asp F2 [Aspe (304 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.0 bits: 18.5 EQ): 92
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:153-178)

10 20 30 40 50
2MEPSP MAGAEE IVLQP I KE 1 SGTVKLPGSKSLSNR 1 LLLAALSEGTTVVDNLLNSEDVH
gi |668 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS

130 140 150 160 170 180
60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG

gi|668 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEALQYFALEAYAFD IAAP
190 200 210 220 230 240

>>gi1]187766749|gb]ACD36975.1] Gly m Bd 28K allergen [Gly (373 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.9 bits: 18.8 EQ): 93
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (32-51:93-112)

10 20 30 40 50 60
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR

70 80 90 100 110 120

70 80
2MEPSP TLGLSVEADKAAKRAVVVG

gi]187 SHAPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK
130 140 150 160 170 180

>>gi1]187766747|gb]ACD36974.1] Gly m Bd 28K allergen [Gly (373 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.9 bits: 18.8 EQ): 93
Smith-Waterman score: 43; 35.0% identity (90.0% similar) in 20 aa overlap (32-51:93-112)

10 20 30 40 50 60
2MEPSP AGAEEIVLQPIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALR

70 80 90 100 110 120

70 80
2MEPSP TLGLSVEADKAAKRAVVVG

gi]187 SHVPSLWTKFLQLKKDDKEQQLKKMMQDQEEDEEEKQTSRSWRKLLETVFGKVNEKIENK
130 140 150 160 170 180

>>gi1]83300352|sp|P79017.2|ALL2_ASPFU RecName: Full=Major (310 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.8 bits: 18.5 EQ): 94
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (25-50:153-178)

10 20 30 40 50
2MEPSP MAGAEE IVLQP I KE I SGTVKLPGSKSLSNR 1 LLLAALSEGTTVVDNLLNSEDVH
gi |833 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS

130 140 150 160 170 180
60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG
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gi1]833 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEALQYFALEAYAFDIAAP
190 200 210 220 230 240

>>0gi]21711]emb|CAA42453.1] CM 17 protein precursor [Trit (143 aa)
initn: 37 initl: 37 opt: 38 Z-score: 66.8 bits: 17.4 EQ: 94
Smith-Waterman score: 38; 25.6% identity (51.2% similar) in 43 aa overlap (16-58:97-136)

10 20 30 40
2MEPSP MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSNR I LLLAALSEGTTVVD
gi 217 ECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFEVP ILVTPGYC———

70 80 90 100 110 120
50 60 70 80

2MEPSP NLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi]217 NLTTVHNTPYCLGMEESQWS
130 140

>>gi1]169500|gb|AAA33819.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.6 bits: 18.8 EQ): 96
Smith-Waterman score: 43; 47.1% identity (76.5% similar) in 17 aa overlap (25-41:246-262)

10 20 30 40 50
2MEPSP MAGAEE IVLQP IKE I SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVH
i 169 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEA

220 230 240 250 260 270
60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVG

gi]169 AKWGPLRWMLAIQQMTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALTGTTTEMDDAS
280 290 300 310 320 330

>>gi1]585290]|sp|P32936.2] IAAB_HORVU RecName: Full=Alpha-a (149 aa)
initn: 37 initl: 37 opt: 38 Z-score: 66.4 bits: 17.4 EQ): 98
Smith-Waterman score: 38; 34.4% identity (56.2% similar) in 32 aa overlap (16-43:97-128)

10 20 30 40
2MEPSP MAGAEE IVLQP IKE 1 SGTVKLPGSKSLSN---—RI1LLLAALSEGT
i 585 QCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFCNLT
70 80 90 100 110 120
50 60 70 80

2MEPSP TVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]585 TVHNTPYCLAMDEWQWNRQFCSS
130 140

>>0gi1]2580504 | gb|AAB82404.1] Cr-PIIl [Periplaneta american (395 aa)
initn: 38 initl: 38 opt: 43 Z-score: 66.4 bits: 18.8 EQ): 99
Smith-Waterman score: 49; 26.6% identity (59.4% similar) in 64 aa overlap (5-65:334-394)

10 20 30
2MEPSP MAGAEE IVLQP- IKE 1 SGTVKLPGSKSLSNRILL
gi 258 RHARRGVGINGL IDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSI-—~1ST

310 320 330 340 350 360
40 50 60 70 80

2MEPSP LAALSEGTTVVDNLLNSE-DVHYMLGALRTL-GLSVEADKAAKRAVVVG

gi]258 LNAMPEYQELLQNLRDKAVDVDHFIELIRSLFGLP
370 380 390

80 residues in 1 query sequences
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339008 residues in 1491 library sequences

Scomplib [35.04]

start: Tue Apr 19 10:57:22 2011 done: Tue Apr 19 10:57:22 2011
Total Scan time: 0.040 Total Display time: 0.020

Function used was FASTA [version 35.04 Feb. 20, 2010]

# /apps/fasta/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt

1>>>2MEPSPS: 11 - 90 - 80 aa
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491 sequences
opt EQ

one = represents 3 library sequences

[e4}
N
[EN

@
(e}
[EY

L¥*=== inset = represents 1 library sequences

*ox X
*

(o]

o
OQO0OO0OO0OO0OOONORFROOORFPONNOUIOWSNNO
OQO0OO0OO0OO0OO0OO0OO0OO0CO0OO0OORRFRPFPENNWWUI O ®

*

*

>120 :
339008 residues in 1491 sequences
Statistics: Expectation_n fit: rho(In(x))= 5.10390.00274; mu= 4.0990 0.144
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mean_var=32.119510.165, 0"s: 2 Z-trim: 4 B-trim: 117 in 1/43

Lambda= 0.226303

Kolmogorov-Smirnov statistic: 0.0675 (N=29) at 46

Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1

join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.040

The best scores are:

gi|66847146|gb|EAL87477.1] allergen Asp F4 [Asperg
gi|83300369|sp|060024.2|ALL4_ASPFU RecName: Full=A
gi]256635]gb|AAB23482.1] Kunitz trypsin inhibitor

gi]5019414emb|CAB44442_1| PPlase [Aspergillus fum
gi | 2506771 |sp|P16968.2]| 1AA1_HORVU RecName: Full=Al
gi1]21465915|pdb|1KTI|A Chain A, X-Ray Structure Of
gi]21725592]emb | CAD38377.1] unnamed protein produc
gi ]| 76097509 gb|ABA39437.1] Der p 2 allergen precur
gi|157829757 | pdb|1A9V|A Chain A, Tertiary Structur
gi ] 256095984 | emb | CAQ68249.1] Der p 2 allergen prec
gi]21725604 | emb | CAD38383.1] unnamed protein produc
gi]110560872|gb|ABG76196.1] group 2 allergen Der p
gi]3941386|gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1352237|sp|P49278.1]|ALL2_DERPT RecName: Full=Mi
gi]99644635]emb | CAK22338.1] Der p 2 allergen precu
gi 5326864 | gb|AAD42074.1|AF144753_1 peroxisomal me
gi]113476]sp|P27760.1|MPA12_AMBAR RecName: Full=Po
gi]114841683|dbj |BAF32143.1] pollen allergen [Cham
gi]549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven
gi 21725590 emb | CAD38376.1] unnamed protein produc
gi]21725602]emb | CAD38382.1] unnamed protein produc
gi|17978844|gb|AAL47677.1] major Der f 2 isoform [
gi]21725582|emb]CAD38372.1] unnamed protein produc
gi 21725594 |emb | CAD38378.1] unnamed protein produc
gi]21725586 | emb | CAD38374.1] unnamed protein produc
gi]21725600]emb | CAD38381.1] unnamed protein produc
gi|21725584|emb | CAD38373.1] unnamed protein produc
gi 21725588 emb | CAD38375.1] unnamed protein produc
gi]21725596 |emb | CAD38379.1] unnamed protein produc
gi]47606004|sp|Q7M1E7.1]PGLR2_CHAOB RecName: Full=
gi|217308|dbj |BAA01241.1] mite allergen Der f Il p
gi]66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
gi]|2769700]gb|AAB95638.1] peroxisomal-like protein
gi]|546852]gb|AAB30829.1] Der f 11 [Dermatophagoide
gi]14423650|sp|QOULG2.1|ALL7_LEPDS RecName: Full=M
gi]86450747|gb|ABC96702.1] Der s 2 a allergen [Der
gi]55859466]emb|CA105848.1] mite allergen Der f 2

gi]55859468|emb|CA105849.1] Der f 2 [Dermatophagoi
gi]218203834|gb|ACK76300.1] Der ¥ 2 allergen [Derm
gi]256631558|dbj |BAD74060.2] group 2 allergen [Der
gi]55859470]emb|CA105850.1] mite allergen Der f 2

gi]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen
gi]156480837|gb|ABU68318.1] Der ¥ 2 allergen [Derm
gi]21512|emb|CAA27571.1] patatin [Solanum tuberosu
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]14423684|sp|QOHDT3.2|ENO_ALTAL RecName: Full=En
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1
gi]11991227|gb|AAG42254 . 1]|AF306707_1 pollen allerg
gi]51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es
gi]256636]gb|AAB23483.1] Kunitz trypsin inhibitor

gi|46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea
gi]136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox
gi ]| 74664773 sp|Q96X46.3|ENO_PENCI RecName: Full=En
gi|6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Eno
gi |467660]|emb | CAA55070.1] enolase, allergen Cla h

gi]544618]gb|AAB29344.1] 36 kda allergen {peptide

gi]256429]gb|AAB23464.1] Kunitz trypsin inhibitor

gi|18770|emb|CAA45777.1] trypsin inhibitor subtype
gi|18772|emb|CAA45778.1] trypsin inhibitor subtype
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gi]20385544|gb|AAM21322 _1|AF373221_1 group 14 alle (1662) 56 22.
gi 195957140 gb|ACG59281.1] major allergen CM16 [T ( 143) 43 18.
gi]21916]|emb|CAA34709.1] precursor (AA -24 to 119) ( 143) 43 18.
gi]118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385) 48 20.
gi]108935817|sp|P40108.2]|ALDH_CLAHE RecName: Full= ( 496) 49 20.
gi|57283139|emb|CAE17317.1] villin 2 [Nicotiana ta ( 520) 49 20.
gi 225877920 emb | CAX32963.1] parvalbumin [Gallus g ( 110) 41 18.
gi]5712199]gb|AAD47382.1] glycinin [Arachis hypoga ( 530) 49 20.
gi]75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin ( 145) 42 18.

gi1]219815476|gb|ACL36923.1] troponin C [Tyrophagus ( 153) 42 18.
gi]2827316|gb|AAB99797.1] allergenic protein [Oryz ( 157) 42 18.
gi]3309047]gb|AAC25998.1] group V allergen Phl p 5 ( 287) 45 19.
gi]1350779]|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110) 40 17.
gi|13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspe ( 438) 47 19.
gi]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438) 47 19.
gi]21314465]|gb|AAM46958.1|AF510854_1 allergen Arah ( 538) 48 20.
gi]161087230|gb]ABX56711.1] LTP isoallergen 1 prec ( 116) 40 17.
gi]|398830|emb|CAA52753.1] Phlp5 [Phleum pratense] ( 312) 45 19.
gi]|21514|emb|CAA27588.1] patatin [Solanum tuberosu ( 386) 46 19.
gi]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386) 46 19.
gi]21510]emb|CAA31575.1] unnamed protein product [ ( 386) 46 19.
gi | 85681057 |sp|P82947.1|ALL50_SOYBN RecName: Full= ( 17) 30 15.
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci ( 228) 43 18.
gi]152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228) 43 18.
gi]481397|pir]|S38584 allergen Phl p Vb - common t ( 280) 44 18.
gi]|1684718|emb|CABO5371.1] major allergen Phl p 5 ( 281) 44 18.
gi]2851457|sp|Q40963.2|MPASB_PHLPR RecName: Full=P ( 284) 44 18.
gi]12005501|gb|AAG44480.1|AF245168 1 vacuolar seri ( 358) 45 19.

gi|3309041]gb]AAC25995.1] group V allergen Phl p 5 ( 295) 44 18.
gi]232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440) 46 19.
gi 253683676 |gb|ACT33296.1] putative tabinhibitin ( 252) 43 18.
gi]19570315]dbj |BAB86286.1] Cry j 1 precursor [Cry ( 374) 45 19.
gi]49523394|emb | CAE52833.1] polygalacturonase [Pla ( 377) 45 19.
gi]21886603|emb|CAC84116.1] peptidylprolyl isomera ( 173) 41 18.
gi]118216|sp|P18153.1|D7_AEDAE D7 protein precurso ( 321) 44 18.
gi]126608]sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147) 40 17.
gi]2253610]gb|AAC34737.1] Cr-P11 allergen [Peripla ( 274) 43 18.
gi]38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228) 42 18.
gi]1247373|emb|CAA01909.1] Bl protein allergen [Cy ( 71) 36 16.
gi]1247375]emb|CAA01910.1] B4 protein allergen [Cy ( 73) 36 16.
gi1]24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167) 40 17.
gi|664852|gb|AAB07620.1] Asp FIl [Aspergillus fumi ( 250) 42 18.
gi]2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305) 43 18.
gi]1836011]gh|AAB46820.1] Par o 1lb=basic allergen ( 24) 30 14.
gi1]14423846|sp|082040.1|POLC7_PHLPR RecName: Full= ( 78) 36 16.
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374) 44 18.
gi]4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457) 45 19.
gi1]198250343|gb]ACH85188.1] main allergen 15 kDa o ( 145) 39 17.
gi]8453086 | gb|AAF75225_1]AF208981_1 paramyosin iso ( 473) 45 19.
gi]|1871507 |emb|CAA62634.1] calcium-binding pollen ( 82) 36 16.
gi]21069093|gb|AAM33821.1] alkaline serine proteas ( 398) 44 18.
gi]89892727|gb|ABD79097.1] Zea m 13 allergen [Zea ( 404) 44 18.
gi]14423730]|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152) 39 17.
gi]14215732|gb|AAG44693.2|AF263454 1 vacuolar seri ( 494) 45 19.
gi | 7963902 | gb|AAF71379.1|AF264027_1 allergen Pen n ( 494) 45 19.

PRPRAROOORRARPRODOOODWNOODODWOOOONNOOUONOOOOOTOOUIUITUNWOMRWOMONDMALMBIMNDAIANNND

>>gi|66847146|gb|EAL87477.1] allergen Asp F4 [Aspergillu (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 107.2 bits: 26.1 EQQ: 0.54

le
le
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Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (17-59:3-45)

10 20 30 40 50
2MEPSP PIKE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEA
gi 668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYA
10 20 30 40
60 70 80

2MEPSP DKAAKRAVVVGCGGKFPVEDA

gi]668 TINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSA
50 60 70 80 90 100
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>>gi | 83300369 |sp| 060024 .2|ALLA_ASPFU RecName: Full=Aller (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 107.2 bits: 26.1 EQQ: 0.54
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (17-59:3-45)

10 20 30 40 50
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEA
gi]833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYA
10 20 30 40
60 70 80

2MEPSP DKAAKRAVVVGCGGKFPVEDA

gi]833 TINGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSA
50 60 70 80 90 100

>>gi | 256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 102.6 bits: 24.5 EQQ: 0.99
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (35-64:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDA

gi]256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV
70 80 90 100 110 120

>>gi]|5019414|emb|CAB44442 1| PPlase [Aspergillus fumigat (178 aa)
initn: 55 initl: 55 opt: 56 Z-score: 94.9 bits: 22.9 EQQ: 2.6
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (13-72:114-176)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALS-—~EGTTVVDNLLN
gi 501 GGRSIYGDKFADENFSRKHDKKG ILSMANAGPNTNGSQFF I TTAVTSWLDGKHVVFGEVA
90 100 110 120 130 140
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

150 160 170

>>gi | 2506771 |sp|P16968.2]| IAA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 50 initl: 50 opt: 54 Z-score: 93.2 bits: 22.3 E(QQ: 3.3
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (46-71:75-101)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK

50 60 70 80 90 100

80
2MEPSP FPVEDA

gi]250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>gi|21465915|pdb|1KTIJA Chain A, X-Ray Structure Of Der (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 89.0 bits: 21.4 EQQ: 5.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
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gil214 SEVDVKDCANHEIKKVLVPééHééEﬁCIIHRGKPFQLE
10 20 30

gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725592|emb] CAD38377.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 89.0 bits: 21.4 E(Q: 5.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPC I IGRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]76097509|gb|ABA39437.1] Der p 2 allergen precursor (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 89.0 bits: 21.4 E(QQ: 5.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

SMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi 760 DQVDVKDCANHE I KKVLVPGCHGSEPC I 1HRGKPFQLE

10 20 30

gi | 760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|157829757 | pdb|1A9V]A Chain A, Tertiary Structure Of (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 89.0 bits: 21.4 EQQ: 5.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|157 SQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi 256095984 |emb | CAQ68249.1] Der p 2 allergen precurso (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 89.0 bits: 21.4 E(QQ: 5.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]256 DQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30

gi]256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725604 |emb] CAD38383.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 89.0 bits: 21.4 E(QQ: 5.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
4 50 60 70 80 90
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>>gi]110560872|gb|ABG76196.1] group 2 allergen Der p 2 [ (130 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.9 bits: 21.4 EQQ: 5.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:10-27)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]110 RDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE
10 20 30

gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 3941386 gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.4 EQQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:15-32)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40

gi | 394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
50 60 70 80 90 100

>>0gi1]164415595|gb]ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.9 bits: 21.4 E(QQ: 6.5
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:25-42)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|164 MYK I LCLSLLVAAVARDQVDVKDCANHE 1KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi]164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]14423649|sp|Q9TZ2Z2_2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.9 bits: 21.4 EQQ: 6.5
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:25-42)

30 40 50 60 70 80

SMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|144 MYK 1 LCLSLLVAAVAADQVD I KDCANHE I KKVMVPGCKGSEPCV I HRGTAFQLE
10 20 30 40 50

gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
60 70 80 90 100 110

>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.9 bits: 21.4 EQQ: 6.5
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]135 MMYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE
10 20 30 40 50

gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi1 99644635 emb | CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.9 bits: 21.4 EQQ: 6.5
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80
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2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi 996 MMYKILCLSLLVAAVAADQVDVKDCANHEIkaLQPGCHGSEPCIIHRGKPFQLE
10 20 30 40 50

gi]996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0gi1]5326864 | gb | AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.7 bits: 21.3 EQQ: 7.6
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (9-74:34-99)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLL
gi]532 KAGDSEPEGVTESY | PWAEDASE 1TSCG 1P I NYNASKEFANKKWLEAL PGAETPVCSAN
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKFSKSIG
70 80 90 100 110 120

gi|532 WADEEGRTYRYVLVIDNGKI I'YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi]113476]sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 85.9 bits: 22.4 E(): 8.4
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (37-65:246-275)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM LGALRTLGLSVEADKAAKR

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR
220 230 240 250 260 270

70 80
2MEPSP AVVVGCGGKFPVEDA

gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>0gi1]114841683|dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 39 initl: 39 opt: 55 Z-score: 85.4 bits: 22.4 E(Q: 8.9
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (28-78:161-217)

10 20 30 40 50

OMEPSP  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG-~-ALRTL

gi|l14 QQWWAGQCKVVNGRTVCNDRNRPTA|KlDYéké&%&KELfLMNéPEFHLQ#éECEé@k|Q
14 150 160 170 180 190

60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDA

gi]li4 éLkikAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI
200 210 220 230 240 250

>>gi1]549185]sp|P35782.1]VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 51 Z-score: 85.0 bits: 21.3 EQQ: 9.5
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (27-79:113-176)

10 20 30 40 50

2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL

gi 549 LAQ|AQVWANQCNYGHDNCRNSAKYSVGQNiAéééfsAbNEQNVSNMQKMWEDEVKDYQY
90 100 110 120 130 140

60 70 80
2MEPSP SVEADKAAK---—-————-- RAVVVGCGGKFPVEDA
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gi]549 GSPKNKLNKVGHYTQMVWAKTKE IGCGSEDY IEDGWHRHYLVCNYGPAGNVGNEP I YERK
150 160 170 180 190 200

>>0gi1]21725590|emb ] CAD38376.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE I KEVLVPGCHGSEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725602|emb | CAD38382.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE I KEVLVPGCHGSEPC I IHSGKPFQLE

10 20 30

gi]|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|17978844|gb|AAL47677 .1 major Der ¥ 2 isoform [Derm (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]179 DQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE

10 20 30

gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725582|emb] CAD38372.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725594 |emb | CAD38378.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ): 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1HSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725586 | emb | CAD38374.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725600]|emb] CAD38381.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
4 50 60 70 80 90

>>0gi]21725584|emb]| CAD38373.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725588 emb | CAD38375.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725596 |emb | CAD38379.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.7 bits: 20.4 EQ: 11
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1 47606004 |sp|Q7M1E7 .1|PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 55 Z-score: 83.6 bits: 22.4 EQ): 11
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (28-78:191-247)

10 20 30 40 50
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL

gi|476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKé TLMNSPéFALVFGECEGVKIQ
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170 180 190 200 210 220

60 70 80

2MEPSP GLSVEA——DKAAKRAVVVGCGGKFPVEDA

gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI
230 240 250 260 270 280

>>0gi]217308]|dbj |BAA01241.1] mite allergen Der ¥ Il precu (138 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.1 bits: 20.4 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:18-35)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|217 SLLVAAVVADQVDVKDCANNElkk&MQDGCHGSDPCl|HRGKPFTLE
10 20 30 40

gi]217 ALFDANQNTKTAKIEIKASLDGLE IDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
50 60 70 80 90 100

>>gi | 66845476 |gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 83.1 bits: 20.7 EQ: 12
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (9-74:35-100)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi|668 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNAékEWADKKVILFALPGAFTPVCSAR
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|668 HVPEYlEKLPEiéAKéQbQVAVLAYNDAYQMéAWGKANQVTGDD|LFLSDPDARFSKSlG
70 80 90 100 110 120

gi]668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi1]2769700|gb]|AAB95638.1] peroxisomal-like protein [As (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 83.1 bits: 20.7 EQ): 12
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (9-74:35-100)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLL
gi|276 KAGDSEPSDVVESY I PWSEDKGE 1 TACG 1P NYNASKEWADKKY 1 LFALPGAETPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]276 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDARFSKSIG
70 80 90 100 110 120

gi]276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi1]546852|gb|AAB30829.1] Der f Il [Dermatophagoides fa (142 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.8 bits: 20.4 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:22-39)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi 546 GTMVSLLVAAVVADQVDVKDCANNE|kk&MQDGCHGSDPCl|HRGKPFTLE
10 20 30 40 50

gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110
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>>gi|14423650|sp|QOULG2.1|ALL7_LEPDS RecName: Full=Mite (216 aa)
initn: 48 initl: 48 opt: 50 Z-score: 82.6 bits: 20.9 EQ: 13
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (1-35:58-94)

10 20
2MEPSP PIKEISGTVKLPGSKSLSNRILL-LAALSE
gi | 144 NMANQMVDQIVKSLTTKKELDPFKIEQTKVP IDKKIGLIHIKGSATIKNAVITGLSHISR
30 40 50 60 70 80
30 40 50 60 70 80

2MEPSP -GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|144 RéDAKibTDGGAFAATLKLGDKNIRIKTDLHLDLGKIIHPNLKFEGHIGDIDMKLKLKLD
90 100 110 120 130 140

>>gi | 86450747 |gb|ABC96702.1] Der s 2 a allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.6 bits: 20.4 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|864 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859466 |emb | CAI05848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.6 bits: 20.4 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHE IKKVMVDGCHGSDPCI IHRGKPFNLE
10 20 30 40 50

gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1 55859468 | emb]CAI05849.1] Der ¥ 2 [Dermatophagoides (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.6 bits: 20.4 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]558 M1SK I LCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi 218203834 | gb|ACK76300.1] Der ¥ 2 allergen [Dermatop (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.6 bits: 20.4 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|218 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi]218 ALFDANQNTKTAKIEIKASLDGLE IDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 256631558 dbj | BAD74060.2] group 2 allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.6 bits: 20.4 EQ: 13
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Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]256 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE
10 20 30 40 50

gi | 256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1]55859470|emb ] CAI05850.1] mite allergen Der T 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.6 bits: 20.4 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:26-43)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|558 MISK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0gi1]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 81.0 bits: 17.8 EQ: 16
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (56-68:5-17)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVWGCGGKFPVEDA
gi|323 INLKAV 1 ADPVAKTAVVQAGATLGEVYYXI

10 20 30

>>gi 156480837 |gb|ABU68318.1] Der f 2 allergen [Dermatop (175 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.0 bits: 20.3 EQ): 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (59-76:55-72)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]156 CGKFVCVIHFFSFHLFNTKHNFLFLVY IHIANNE IKKVMVDGCHGSDPCI IHRGKPFTLE
30 40 50 60 70 80

gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
90 100 110 120 130 140

>>gi]21512]emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 80.9 bits: 21.5 EQ): 16
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (10-32:241-263)

10 20 30
OMEPSP PIKE 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFAS IKSLNYKQMLLLSLGTGTTSEFDKTY
220 230 240 250 260 270

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|215 TAEETAKWGTARWMLV IQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
280 290 300 310 320 330

>>0g1i1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 80.1 bits: 21.7 EQ): 18
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (37-61:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi|248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPéFALVFGNCEGVKIIGISITAPéDS
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180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDA

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0g1]14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)
initn: 45 initl: 45 opt: 52 Z-score: 79.7 bits: 21.4 EQ): 18
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (32-63:88-122)

10 20 30 40 50
2MEPSP 1KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANATLGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDA

gi]144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>0gi]14585753|gb|AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 79.7 bits: 21.4 EQ: 18
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (32-63:88-122)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLbGTENkTKLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDA

gi]145 1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
120 130 140 150 160 170

>>0gi1]11991227|gb|AAG42254 .1 |AF306707_1 pollen allergen P (303 aa)
initn: 45 initl: 45 opt: 50 Z-score: 79.5 bits: 20.9 EQ): 19
Smith-Waterman score: 50; 36.4% identity (77.3% similar) in 22 aa overlap (1-21:152-173)

10 20
2MEPSP PIKE ISGTVKLP-GSKSLSNRILLLAALSE
gi|119 TPEAKFDSFVAAFTEALRI IAGVLKVHAVKP I TEETGAAK IPAGEQQT DK IDAAFKVAA

130 140 150 160 170 180
30 40 50 60 70 80

2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]119 TAANAAPANDKFTVFEAAFNNAIKESTGGAYDTYKSIPSLEAAVKQAYAAT IAAAPEVKF
190 200 210 220 230 240

>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 79.0 bits: 21.1 EQ: 20
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (28-54:72-98)

10 20 30 40 50

OMEPSP  PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
i |513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRL I 1DFIAESFNLPYLSPYLSSLGSNF
50 60 70 80 90 100

60 70 80
2MEPSP EADKAAKRAVVVGCGGKFPVEDA

gi]513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160
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>>gi | 256636 | gb|AAB23483.1| Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 77.8 bits: 20.0 EQ: 23
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (35-64:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDA

gi]256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWATV
70 80 90 100 110 120

>>gi|46396596|sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
initn: 35 initl: 35 opt: 35 Z-score: 77.1 bits: 16.6 EQ: 26
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (57-70:3-16)

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi 463 DFVDAHNAARAQVGVGPVHWT

10 20

>>0gi1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 76.6 bits: 20.2 EQ): 27
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (41-65:195-217)

20 30 40 50 60 70

OMEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|219 AARKLAITE IDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--S1QNDQASQREDSYE
170 180 190 200 210 220

80
2MEPSP CGGKFPVEDA

gi|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>gi1 136457 sp|P06886.1]TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 47 Z-score: 76.6 bits: 19.9 EQ: 27
Smith-Waterman score: 47; 28.8% identity (53.8% similar) in 52 aa overlap (1-51:26-74)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNRIL-LLAALSEGTTW
i |136 MNKKLLMNFFIVSPLLLATTATDFTPVPLSSNQ I IKTAKASTNDN IKDLLDWYSSGS—--
10 20 30 40 50
40 50 60 70 80

2MEPSP DNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]136 DTFTNSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSE
60 70 80 90 100 110

>>gi ]| 74664773 |sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)
initn: 43 initl: 43 opt: 50 Z-score: 76.2 bits: 20.8 EQ): 29
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (34-63:90-122)

10 20 30 40 50 60
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

70 80
2MEPSP KAAKRAVVVGCGGKFPVEDA
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gi]| 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
120 130 140 150 160 170

>>0gi1]6015094 | sp|P42040.2]ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 76.2 bits: 20.8 EQ: 29
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (19-63:70-122)

10 20 30 40
2MEPSP PIKE I SGTVKLPGSKSLSNRILLLAALSEGTTV-———— VDNLLNSED-
i 601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG
40 50 60 70 80 90
50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAH I SDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi1]467660]emb ]| CAA55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 76.2 bits: 20.8 EQ): 29
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (19-63:70-122)

10 20 30 40
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTV-——-~— VDNLLNSED-
i |467 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG
40 50 60 70 80 90
50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|467 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>0gi]544618|gb|AAB29344 1] 36 kda allergen {peptide 143- (20 aa)
initn: 34 initl: 34 opt: 34 Z-score: 75.8 bits: 16.2 EQ): 30
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:4-12)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|544 APPGCSNHENLETVFGNFVK
10 20

>>gi|256429|gb|AAB23464.1] Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.5 bits: 19.6 EQ): 31
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:172-187)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

gi | 256 KESLAKKNHGLSRSE
210

>>gi]18770]emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.5 bits: 19.6 EQ: 32
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:173-188)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD

150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210
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>>gi|18772|emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.5 bits: 19.6 EQ: 32
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:173-188)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD
150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>gi]|20385544 | gb|AAM21322 .1 |AF373221_1 group 14 allergen (1662 aa)
initn: 44 initl: 44 opt: 56 Z-score: 74.8 bits: 22.4 EQ): 34
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (28-68:452-496)

10 20 30 40 50
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVV———DNL—LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMTIVRALENLNVNTDGVDNMVNAMDEI

430 440 450 460 470 480

60 70 80

2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDA

gi]203 IKéfbAéPAMRAAAQNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD
490 500 510 520 530 540

>>gi 195957140 gb|ACG59281.1] major allergen CM16 [Triti (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.9 bits: 18.7 EQ: 38
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (16-52:3-39)

10 20 30 40 50 60
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD
gi]195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDY

10 20 30 40

70 80

2MEPSP KAAKRAVVVGCGGKFPVEDA

gi]195 VEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPR
50 60 70 80 90 100

>>gi 21916 emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.9 bits: 18.7 EQ): 38
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (16-52:3-39)

10 20 30 40 50 60
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD
gi]219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDY

10 20 30 40

70 80

2MEPSP KAAKRAVVVGCGGKFPVEDA

gi]219 VEQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPR
60 70 80 90 100

>>gi 118572685 sp|PO0791.3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 48 Z-score: 73.8 bits: 20.2 EQ): 39
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (24-73:214-267)

10 20 30 40 50
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL
gi]118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV——LLGGIDSSYYTGSLNWV

190 200 210 220 230 240
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60 70 80
250 260 270 280 290 300
>>0gi1]108935817|sp|P40108.2 | ALDH_CLAHE RecName: Full=Alde (496 aa)

initn: 38 initl: 38 opt: 49 Z-score: 73.3 bits: 20.4 EQ: 41
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (14-63:428-476)

10 20 30 40
2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDV
gi | 108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTATIEVSNALKAGTVWV-NTYNTLHH

400 410 420 430 440 450
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKEPVEDA
i 108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>gi]57283139|emb]|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)
initn: 42 initl: 42 opt: 49 Z-score: 72.9 bits: 20.4 EQ: 44
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (1-41:342-382)

10 20
2MEPSP PIKEISGTVKLP-GSKSLSNRILLLAALSE
i |572 ASENQQRSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAATAALS-

320 330 340 350 360 370
30 40 50 60 70 80

2MEPSP GTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|572 GVLTAEKKQSSEGGSPVRSNRSSPVRSSRSSPVRSADSGPTENDLSTAEVQDSEKASEPK
380 390 400 410 420 430

>>gi1]225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 41 Z-score: 72.8 bits: 18.2 EQ): 44
Smith-Waterman score: 41; 29.5% identity (59.1% similar) in 44 aa overlap (36-79:5-43)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi]225 MAMTDVLSAED IKKAVGAFS----AAESFNYKKF

10 20 30

70 80

2MEPSP AVVVGCGGKFPVEDA
gi 225 FEMVGLKKKSP-EDVKKVFHILDKDRSGF I EEEELKFVLKGFTPDGRDLSDKETKALLAA
40 50 60 70 80

>>gi]5712199|gb]AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 72.7 bits: 20.4 EQ): 45
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (39-69:378-406)

10 20 30 40 50 60
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV
gi]|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLL I--LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

70 80
2MEPSP VGCGGKFPVEDA

gi|571 QPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460
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>>gi ] 75315271 | sp| Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin (145 aa)
initn: 42 initl: 42 opt: 42 Z-score: 72.1 bits: 18.4 EQ: 49
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (53-77:16-40)

30 40 50 60 70 80
OMEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT
10 20 30 40

gi ]| 753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK
50 60 70 80 90 100

>>gi 219815476 | gb|ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 42 initl: 42 opt: 42 Z-score: 71.6 bits: 18.4 EQ: 52
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (50-78:38-66)

20 30 40 50 60 70

10 20 30 40 50 60

80
2MEPSP A

gi]219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY IPTSALREILRALDDKLTEDELD
70 80 90 100 110 120

>>gi|2827316|gb|AAB99797.1] allergenic protein [Oryza sa (157 aa)
initn: 41 initl: 41 opt: 42 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (45-79:48-86)

20 30 40 50 60
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD----- KAAKRAVVV
gi|282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG
20 30 40 50 60 70
70 80

2MEPSP GCGGKFPVEDA
gi|282 DCCRQFPPVDYSWCRCEAISHMLGG I YRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGY
80 90 100 110 120 130

>>gi | 3309047 | gb|AAC25998.1] group V allergen Phl p 5.020 (287 aa)
initn: 40 initl: 40 opt: 45 Z-score: 71.2 bits: 19.2 EQ): 54
Smith-Waterman score: 45; 25.0% identity (65.9% similar) in 44 aa overlap (1-40:146-189)

10 20
2MEPSP PIKE ISGTVKLP-GSKSLSNRI-—-LLLAA
gi ]330 TPEAKFDSFVASLTEALRV IAGALEVHAVKPVTEEPGMAK IPAGELQI DK IDAAFKVAA
120 130 140 150 160 170
30 40 50 60 70 80

OMEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
i ]330 TAAATAPADTVFEAAFNKAIKESTGGAYDTYKC IPSLEAAVKQAYAATVAAAPQVKYAVF
180 190 200 210 220 230

>>gi | 1350779 |sp|P49148.1|RLAL_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 71.0 bits: 17.8 EQ: 55
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (23-39:46-62)

10 20 30 40 50
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT

gi]135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALééKDQKbLLLNVGSGGGAAPLPEA
20 30 40 50 60 70
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60 70 80
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>gi|13925873| gb | AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 70.9 bits: 19.8 EQ): 56
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Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (34-62:90-121)

10 20 30 40 50 60
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

70 80
2MEPSP KAAKRAVVVGCGGKFPVEDA

gi]139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi | 83288046 | sp| Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 70.9 bits: 19.8 EQ): 56

Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (34-62:90-121)

10 20 30 40 50 60
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

70 80
2MEPSP KAAKRAVVVGCGGKFPVEDA

gi]832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi 21314465 gb|AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 70.8 bits: 20.1 EQ: 57

Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (36-69:381-414)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR

gi]213 NGIEETICTASFKKNIGRNRSPDI'YNPQAGSLKTANELQLNLL ILRWLGLSAEYGNLYRN
360 370 380 390 400 410

70 80
2MEPSP AVVVGCGGKFPVEDA

gi]213 ALFQPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>gi 161087230 gb|ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.5 bits: 17.8 EQ): 59

Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (43-52:55-64)

20 30 40 50 60 70

30 40 50 60 70 80

80
2MEPSP GKFPVEDA

gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>gi]398830]emb | CAA52753.1] Phlp5 [Phleum pratense] (312 aa)
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initn: 40 initl: 40 opt: 45 Z-score: 70.4 bits: 19.2 EQ): 60
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (43-80:3-39)

20 30 40 50 60 70
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG
gi|398 MAVHQYTVAL -FLAVALVAGPAASYAADLGYG
10 20 30
80

2MEPSP GKFPVEDA

gi | 398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKL IEKINAGFKAALAAAAGVQPADKYR
40 50 60 70 80 90

>>gi]21514]emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.3 bits: 19.5 EQ): 61
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (15-51:246-282)

10 20 30 40
2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi |215 GAVATVGDPALLSLSVATRLAQDDPAFSS IKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi 215 AKW-GPLRWMLAIQQMTNAASSYMTDYY I STVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi]|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.3 bits: 19.5 EQ: 61
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (15-51:246-282)

10 20 30 40
2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi | 158 GGVATVGDPALLSLSVATRLAQEDPAFSS IKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]158 AKW—éPLéWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi]21510]emb|CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.3 bits: 19.5 EQ: 61
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (15-51:246-282)

10 20 30 40
OMEPSP PIKE 1 SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|215 AKW-GPLRWMLAIQQMTNAASSYMTDYY I STVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>g1 85681057 |sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)
initn: 30 initl: 30 opt: 30 Z-score: 70.2 bits: 15.0 EQ): 62
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (563-60:10-17)

30 40 50 60 70 80

gi]856 ANPTFGFTPLGLSSDAN
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10

>>gi | 38326693 | gb|AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.7 bits: 18.6 EQ): 65
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (54-70:11-27)

30 40 50 60 70 80

OMEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]383 MGFTDFVSDAGLSLANNYLATRSY 1VGHAPSQADVVTYKA
10 20 30 40

gi]383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>0gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.7 bits: 18.6 EQ): 65
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:71-102)

10 20 30 40 50 60
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi]152 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD

50 60 70 80 90 100

70 80
2MEPSP AKRAVVVGCGGKFPVEDA

gi]152 SkGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>gi1]481397|pir]|S38584 allergen Phl p Vb - common timot (280 aa)
initn: 40 initl: 40 opt: 44 Z-score: 69.7 bits: 18.9 EQ: 66
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:136-175)

10 20
2MEPSP PIKEISGTVKLP-GSKSLSNRI---LLLAA
gi |481 TPEAKFDSFVASLTEALRV IAGALEVHAVKPVTEEPGMAK 1PAGELQI IDK1DAAFKVAA
110 120 130 140 150 160
30 40 50 60 70 80

2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]481 TAAA%APAbDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAAEVKY
170 180 190 200 210 220

>>0gi]1684718|emb]CAB0O5371.1] major allergen Phl p 5 [Phl (281 aa)
initn: 40 initl: 40 opt: 44 Z-score: 69.6 bits: 18.9 EQ: 66
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:137-176)

10 20
2MEPSP PIKEISGTVKLP-GSKSLSNRI---LLLAA
gi | 168 TPEAKFDSFVASLTEALRV IAGALEVHAVKPVTEEPGMAK 1PAGELQT IDK1DAAFKVAA
110 120 130 140 150 160
30 40 50 60 70 80

2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|168 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY
170 180 190 200 210 220

>>0g1]2851457 | sp]|Q40963.2|MPA5B_PHLPR RecName: Full=Polle (284 aa)
initn: 40 initl: 40 opt: 44 Z-score: 69.5 bits: 18.9 EQ): 67
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:140-179)

10 20
2MEPSP PIKEISGTVKLP-GSKSLSNRI---LLLAA

gi |285 TPEAKFDSFVASLTEALRV IAGALEVHAVKPVTEEPGMAK 1PAGELQT IDK1DAAFKVAA
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110 120 130 140 150 160

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]285 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY

170 180 190 200 210 220

>>0gi]12005501 | gb|AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 39 initl: 39 opt: 45 Z-score: 69.2 bits: 19.2 EQ: 70
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:150-174)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

120 130 140 150 160 170

80
2MEPSP PVEDA

gi]120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230

>>gi]3309041|gb]AAC25995.1] group V allergen Phl p 5.020 (295 aa)
initn: 40 initl: 40 opt: 44 Z-score: 69.2 bits: 18.9 EQ: 70
Smith-Waterman score: 44; 27.5% identity (62.5% similar) in 40 aa overlap (1-36:151-190)

10 20
2MEPSP PIKEISGTVKLP-GSKSLSNRI---LLLAA
gi ]330 TPEAKFDSFVASLTEALRV IAGALEVHAVKPVTEEPGMAK IPAGELQT DK IDAAFKVAA
130 140 150 160 170 180
30 40 50 60 70 80

2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi ]330 TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKY
190 200 210 220 230 240

>>0gi1]232054|sp|P30575.1]ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 69.1 bits: 19.5 EQ): 70
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (34-66:91-126)

10 20 30 40 50 60
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

70 80 90 100 110 120

70 80

2MEPSP KAAKRAVVVGCGGKFPVEDA

gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi | 253683676 |gb|ACT33296.1] putative tabinhibitin 9 [T (252 aa)
initn: 41 initl: 41 opt: 43 Z-score: 68.8 bits: 18.6 EQ): 73
Smith-Waterman score: 43; 22.2% identity (565.6% similar) in 63 aa overlap (10-72:133-189)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi]253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEK
110 120 130 140 150 160

40 50 60 70 80

gi]253 YQPVGPK-GNVKELALAIF----- DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP
170 180 190 200 210
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gi]253 VYKTGNSPGEKCIKKDETFKNLCFAQEP INPNEHNL
220 230 240 250

>>0gi1]19570315]|dbj | BAB86286.1] Cry j 1 precursor [Cryptom (374 aa)
initn: 39 initl: 39 opt: 45 Z-score: 68.8 bits: 19.2 EQ: 73
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (18-76:193-252)

10 20 30 40
2MEPSP P IKE 1 SGTVKLPGSKSLSNR 1 LLLAALSEGTTVVDNLLNSEDVHYML
gi|195 VEPVHPQDGDALTLRTATN IWIDHNSFSNSSDGLVDVTLTSTGVT I SNNLFFNHHKVMLL
170 180 190 200 210 220

50 60 70 80
2MEPSP GALRTLGLSVEADKAAKRAVVVG----- CGGKFPVEDA
gi]195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT I'YAIGGSS
230 240 250 260 270

gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG
280 290 300 310 320 330

>>0gi1 49523394 |emb ]| CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 45 initl: 45 opt: 45 Z-score: 68.7 bits: 19.2 EQ): 74
Smith-Waterman score: 46; 18.3% identity (56.3% similar) in 71 aa overlap (8-78:168-236)

10 20 30
2MEPSP PIKE 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNL
i ]495 HAMVRDITSLNSKMFHINVLECEDITFQHVTVTAPGTS INTDGIHV--GISKGVTITNTK

140 150 160 170 180 190
40 50 60 70 80

2MEPSP LNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|495 IATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNG
200 210 220 230 240 250

gi]495 VRVKTWPNSPPGAATDLTFQDLTMNNVQNPV ILDQEYCPYGQCSRQAPSRIKLSNINFNN
260 270 280 290 300 310

>>0gi]21886603|emb]CAC84116.1] peptidylprolyl isomerase ( (173 aa)
initn: 37 initl: 37 opt: 41 Z-score: 68.7 bits: 18.0 EQ): 74
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (46-72:146-170)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF

gi1]218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLD IVKAIEKVGSS--SGRTSKPVVVADCGQLS
120 130 140 150 160 170

80
2MEPSP PVEDA

>>gi1]118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A (321 aa)
initn: 37 initl: 37 opt: 44 Z-score: 68.4 bits: 18.9 EQ): 77
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (35-76:221-255)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi]|118 CQIRQYTVLDDALFKEHTDCVMKGIRY ITKDNQLDVEEVK------ RDFKL-VNKDTKAL

200 210 220 230 240

70 80

2MEPSP RAVVVGCGGKFPVEDA

gi]118 EKQLNDéKSkEﬁSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS
250 260 270 280 290 300
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>>0gi]126608|sp|P00698.1]LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 68.4 bits: 17.8 EQ: 77
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (10-19:86-95)

10 20 30
2MEPSP PIKE 1 SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCN IPCSALLSSDITASVNCAKK
60 70 80 90 100 110
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>0gi1]2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 68.1 bits: 18.6 EQ): 80
Smith-Waterman score: 44; 23.7% identity (55.9% similar) in 59 aa overlap (1-58:15-73)

10 20 30 40
2MEPSP PIKE 1 SGTVKLPGSKSLSNR I LLLAALS~EGTTVVDNLLNSEDVHY
gi|225 VGVDGLIDDI IAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQS IVQTLNAMPEYQD
10 20 30 40 50 60
50 60 70 80

2MEPSP MLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

70 80 90 100 110 120

>>0gi1]38258932|sp|P82615]|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 68.0 bits: 18.3 EQ): 81
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (33-64:71-102)

10 20 30 40 50 60
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA

g1 ]382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD
50 60 70 80 90 100

70 80
2MEPSP AKRAVVVGCGGKFPVEDA

gi]382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>gi]1247373|emb]CAA01909.1] B1 protein allergen [Cynodo (71 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.9 bits: 16.6 EQ: 82
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:18-44)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|124 GTRRFDTNGDGK I SLAELTDALRTL G-STSADEVQRMMAE I DTDGDG

10 20 30 40

80

2MEPSP PVEDA

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>gi1]1247375|emb]CAA01910.1] B4 protein allergen [Cynodo (73 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.7 bits: 16.6 EQ): 85
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:20-46)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
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gi|124 GTSFKRFDTNGDGK I SLAELTDALRTLG-STSADEVQRMMAE IDTDGDG
10 20 30 40

80
2MEPSP PVEDA

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>0gi]24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph (167 aa)
initn: 40 initl: 40 opt: 40 Z-score: 67.3 bits: 17.7 EQ: 89
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (17-41:5-29)

10 20 30 40 50 60
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD
gi|244 MQVVLGSLFLLLLSTSHGWQIRDR IGDNELEER 1YPGTLWCGHGNKS

10 20 30 40

70 80

2MEPSP KAAKRAVVVGCGGKFPVEDA

gi]244 SGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSA
50 60 70 80 90 100

>>gi|664852|gb|AAB07620.1] Asp FIl [Aspergillus fumigatu (250 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.2 bits: 18.3 EQ: 90
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (15-40:93-118)

10 20 30 40
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH
gi |664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS

70 80 90 100 110 120
50 60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEAFEYFALEAYAFD IAAP
130 140 150 160 170 180

>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major (305 aa)
initn: 40 initl: 40 opt: 43 Z-score: 67.1 bits: 18.6 EQ: 90
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (39-58:113-132)

10 20 30 40 50 60
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV

90 100 110 120 130 140

70 80
2MEPSP VGCGGKFPVEDA

gi]249 FHVIESAIEVITYIGEEVKVIPAGEVEV INKVKAAFSTAATAADEAPANDKFTVFVSSFN
150 160 170 180 190 200

>>gi]|1836011|gb|AAB46820.1] Par o lb=basic allergen isof (24 aa)
initn: 30 initl: 30 opt: 30 Z-score: 67.1 bits: 14.9 EQ: 91
Smith-Waterman score: 30; 33.3% identity (66.7% similar) in 12 aa overlap (1-12:13-24)

10 20 30 40
2MEPSP PIKE 1 SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLG
i 183 GPXGKVVHI IMPPLKFVKGEESEP
10 20

>>0g1]14423846|sp|082040.1|POLC7_PHLPR RecName: Full=Polc (78 aa)

initn: 36 initl: 36 opt: 36 Z-score: 67.1 bits: 16.6 EQ): 91
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:25-51)
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20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|144 MADDMER I FKRFDTNGDGK I SLSEL TDALRTLG-STSADEVORMMAE I1DTDGDG

10 20 30 40 50

80

2MEPSP PVEDA

gi|144 FIDFNEFISFCNANPGLMKDVAKVF
60 70

>>0gi]1173367|sp|P18632.2]SBP_CRYJA RecName: Full=Sugi ba (374 aa)
initn: 39 initl: 39 opt: 44 Z-score: 67.1 bits: 18.9 EQ): 91
Smith-Waterman score: 44; 25.9% identity (563.7% similar) in 54 aa overlap (28-76:203-252)

10 20 30 40 50
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV

gi|117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSéTGVTISNNLFFNQHKVMLLGH————DDAY

180 190 200 210 220
60 70 80

2MEPSP EADKAAKRAVVVG----- CGGKFPVEDA

gi]117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNS
230 240 250 260 270 280

>>0gi1]4588118|gb | AAD25995.1|AF098517_1 alkaline serine pr (457 aa)
initn: 41 initl: 41 opt: 45 Z-score: 67.0 bits: 19.1 EQ: 92
Smith-Waterman score: 45; 44_.0% identity (72.0% similar) in 25 aa overlap (48-70:290-314)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

260 270 280 290 300 310

80
2MEPSP PVEDA

gi]458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
320 330 340 350 360 370

>>0gi1]198250343|gb]ACH85188.1] main allergen 15 kDa oleos (145 aa)
initn: 39 initl: 39 opt: 39 Z-score: 66.8 bits: 17.4 EQ: 94
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (55-77:18-40)

30 40 50 60 70 80
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi]198 MAEHYGQQOQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA

10 20 30 40

gi]198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP
50 60 70 80 90 100

>>gi | 8453086 | gb|AAF75225.1|AF208981_1 paramyosin isoform (473 aa)
initn: 44 initl: 44 opt: 45 Z-score: 66.7 bits: 19.1 EQ: 95
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (20-67:239-286)

10 20 30 40
2MEPSP PIKE 1 SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA
gi |845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL

210 220 230 240 250 260
50 60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi |845 DETTKELHAADERANRALADAARA IEQLHEEQEHSMK I DALRRSLEEQVKQLQVQIQEAE
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270 280 290 300 310 320

>>gi|1871507 |emb | CAA62634.1] calcium-binding pollen alle (82 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.6 bits: 16.6 EQ): 96
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (46-73:29-55)

20 30 40 50 60 70

gi]187  KTMADTGDMEHIFKRFDTNGDGK I SLAELTDALRTLG-STSADEVQRMMAE IDTDGDG
10 20 30 40 50

80
2MEPSP PVEDA

gi]187 FIDFDEFISFCNANPGLMKDVAKVF
60 70 80

>>gi 21069093 | gb|AAM33821.1] alkaline serine protease [P (398 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.5 bits: 18.8 EQ): 98
Smith-Waterman score: 44; 44_.4% identity (72.2% similar) in 18 aa overlap (1-18:323-340)

10 20 30
2MEPSP PIKEISGTVKLPGSKSLSNRILLLAALSEG
gi]210 APNVCTIAASTNSDGSASFTNFGSVVDLYAPGKD I TAAYPGGGSKTLSGTSMAAPHVAGA

300 310 320 330 340 350
40 50 60 70 80

2MEPSP TTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi|210 AAYLMALEGVTSDKACARIVELAISSISSAPSGTTSKLLYNGINAQ
360 370 380 390

>>gi|89892727|gb|ABD79097.1] Zea m 13 allergen [Zea mays (404 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.4 bits: 18.8 EQ): 99
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (58-73:49-64)

30 40 50 60 70 80
2MEPSP SEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDA

gi]898 AKSKDNDAKASGPGGSFDITKLGASGNGKTbéTKAVQEAWASACGGTGKQTILIPKGDFL
20 30 40 50 60 70

gi]898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA
80 90 100 110 120 130

>>0gi1]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 39 initl: 39 opt: 39 Z-score: 66.3 bits: 17.4 EQ: 99
Smith-Waterman score: 39; 28.9% identity (48.9% similar) in 45 aa overlap (20-64:39-83)

10 20 30 40
2MEPSP PIKEISGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGA
gi | 144 NDKGRLSKEE I ERMLAEAEKYKAEDEAEAAR I SAKNALESYAYSLRNTLSDSKVDEKLDA
10 20 30 40 50 60
50 60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDA
gi|144 GDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANP IMMKFYGAGGEGGMPGGMP
70 80 90 100 110 120

>>0gi1]14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p (494 aa)
initn: 39 initl: 39 opt: 45 Z-score: 66.3 bits: 19.1 EQ): 1le
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:286-310)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF
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260 270 280 290 300 310

80
2MEPSP PVEDA

gi]142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT
320 330 340 350 360 370

>>gi]7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18 (494 aa)
initn: 39 initl: 39 opt: 45 Z-score: 66.3 bits: 19.1 EQ: 1le
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (48-70:286-310)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

260 270 280 290 300 310

80
2MEPSP PVEDA

gi]| 796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT
320 330 340 350 360 370

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011
Total Scan time: 0.040 Total Display time: 0.020

Function used was FASTA [version 35.04 Feb. 20, 2010]

# /apps/fastasbin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11._fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt
1>>>2MEPSPS: 12 - 91 - 80 aa
Library: /Zapps/Allergenicity/FARRPV11/FARRPV11._fasta 339008 residues in 1491 sequences

opt EO
< 20 2 0:=
22 0 0: one = represents 3 library sequences
24 1 0:=
26 0 0:
28 3 0:=
30 6 2:*=
32 8 8:
34 15 22:
36 15 44:
38 69 73: *
40 90 z *
42 88 *
44 129 *
46 129 *
48 168 *
50 152 *
52 130 *
54 108 *
56 76 *
58 49 *
60 48 *
62 40
64 29
66 27
68 23
70 16
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sF*=== inset = represents 1 library sequences

Statistics: Expectation_n fit: rho(In(x))= 4.96120.00283; mu= 4.8403 0.149
mean_var=32.627910.259, 0"s: 2 Z-trim: 4 B-trim: 117 in 1/43

Lambda= 0.224533

Kolmogorov-Smirnov statistic: 0.0675 (N=29) at 46

Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1

join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.030

The best scores are:

gi]66847146|gb|EAL87477.1] allergen Asp F4 [Asperg
gi | 83300369 |sp|060024.2|ALL4_ASPFU RecName: Full=A
gi|256635|gb|AAB23482._.1| Kunitz trypsin inhibitor

gi]5019414emb|CAB44442_1| PPlase [Aspergillus fum
gi]2506771]sp|P16968.2] 1AA1_HORVU RecName: Full=Al
gi 21465915 pdb|1KTI|A Chain A, X-Ray Structure Of
gi 21725592 |emb | CAD38377.1] unnamed protein produc
gi ]| 76097509 gb|ABA39437.1] Der p 2 allergen precur
gi|157829757 | pdb]1A9V]|A Chain A, Tertiary Structur
gi 256095984 |emb | CAQ68249.1] Der p 2 allergen prec
gi 21725604 |emb | CAD38383.1] unnamed protein produc
gi]110560872|gb|ABG76196.1] group 2 allergen Der p
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
9114423649 |sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1352237|sp|P49278.1]ALL2_DERPT RecName: Full=Mi
gi]99644635]emb | CAK22338.1] Der p 2 allergen precu
gi]|5326864|gb|AAD42074.1|AF144753_1 peroxisomal me
gi]113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po
gi1]114841683|dbj |BAF32143.1] pollen allergen [Cham
gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven
gi |47606004 | sp|Q7M1E7 .1 | PGLR2_CHAOB RecName: Full=
gi 21725602 emb | CAD38382.1] unnamed protein produc
gi]21725590]emb | CAD38376.1] unnamed protein produc
gi]21725582]emb | CAD38372.1] unnamed protein produc
gi|21725594 | emb | CAD38378.1] unnamed protein produc
gi|17978844|gb|AAL47677 .1 major Der f 2 isoform [
gi]21725600]emb | CAD38381.1] unnamed protein produc
gi]21725596 |emb | CAD38379.1] unnamed protein produc
gi|21725588|emb | CAD38375.1] unnamed protein produc
gi 21725586 emb | CAD38374.1] unnamed protein produc
gi]21725584 | emb | CAD38373.1] unnamed protein produc
gi]225877920|emb | CAX32963.1] parvalbumin [Gallus g
gi|66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
gi]|2769700]gb|AAB95638.1] peroxisomal-like protein
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gi]217308]dbj |BAA01241.1] mite allergen Der f Il p
gi|546852|gb|AAB30829.1]| Der ¥ Il [Dermatophagoide
gi]256631558|dbj |BAD74060.2] group 2 allergen [Der
gi]55859466]emb|CA105848.1] mite allergen Der f 2

gi 55859468 emb|CA105849.1] Der f 2 [Dermatophagoi
gi]218203834|gb|ACK76300.1] Der ¥ 2 allergen [Derm
gi]55859470]emb]|CA105850.1] mite allergen Der f 2

gi]86450747|gb|ABC96702.1] Der s 2 a allergen [Der
gi]21512|emb|CAA27571.1] patatin [Solanum tuberosu
gi]156480837|gb|ABU68318.1] Der ¥ 2 allergen [Derm
gi]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]14423684|sp|Q9HDT3.2]ENO_ALTAL RecName: Full=En
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1
gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es
gi]256636]gb|AAB23483.1] Kunitz trypsin inhibitor

gi1]49523394|emb | CAE52833.1] polygalacturonase [Pla
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea
gi]|46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen
gi ]| 74664773 sp|Q96X46 .3 ENO_PENCI RecName: Full=En
gi]467660]emb | CAA55070.1] enolase, allergen Cla h

gi|6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Eno
gi]|256429|gb|AAB23464.1| Kunitz trypsin inhibitor

gi]|18770]emb|CAA45777.1] trypsin inhibitor subtype
gi|18772]emb|CAA45778.1] trypsin inhibitor subtype
gi 20385544 | gb|AAM21322.1|AF373221_1 group 14 alle
gi]|544618]gb|AAB29344.1] 36 kda allergen {peptide

gi]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pe
gi]195957140|gb]ACG59281.1] major allergen CM16 [T
gi|21916]|emb|CAA34709.1] precursor (AA -24 to 119)
gi]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=
gi]136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox
gi]|5712199]gb|AAD47382.1] glycinin [Arachis hypoga
gi | 75315271 | sp| Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin

gi]219815476|gb|ACL36923.1] troponin C [Tyrophagus
gi]2827316]gb|AAB99797.1] allergenic protein [Oryz
gi]31339067|dbj |BAC77154.1] 21k allergen [Anisakis
gi |47605452|sp|Q7Z1K3.1|JANIS1_ANISI RecName: Full=
gi]13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspe
gi]83288046|sp|Q96X30.3 ]| ENO_ASPFU RecName: Full=En
gi1]21314465]|gb|AAM46958.1]|AF510854_1 allergen Arah
gi|1350779|sp|P49148.1|RLAL1_ALTAL RecName: Full=60
gi]398830]emb|CAA52753.1] Phlp5 [Phleum pratense]

gi]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full
gi]21510]emb|CAA31575.1] unnamed protein product [
gi|21514|emb|CAA27588.1] patatin [Solanum tuberosu
gi 161087230 gb|ABX56711.1] LTP isoallergen 1 prec
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci
gi]152031631|sp|P82615.3|LATH_HORSE RecName: Full=
gi]4138175]|emb|CAA09885.1| allergen [Malassezia sy
gi]57283139|emb|CAE17317.1] villin 2 [Nicotiana ta
gi]85681057|sp|P82947.1]ALL50_SOYBN RecName: Full=
gi]12005501|gb|AAG44480.1|AF245168_1 vacuolar seri
gi]232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno
gi]19570315]dbj |BAB86286.1] Cry j 1 precursor [Cry
gi]253683676|gb]ACT33296.1] putative tabinhibitin

gi]21886603|emb|CAC84116.1| peptidylprolyl isomera
gi]118216|sp|P18153.1|D7_AEDAE D7 protein precurso
gi]126608]sp|P00698.1|LYSC_CHICK RecName: Full=Lys
gi]2253610]gb|AAC34737.1] Cr-PI11 allergen [Peripla
gi]38258932|sp|P82615|LATH_HORSE Latherin precurso
gi 114841607 |dbj |BAF32105.1] pollen allergen [Cryp
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp
gi]1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp
gi 114841653 |dbj |BAF32128.1] pollen allergen [Cryp
gi]114841671|dbj |BAF32137.1] pollen allergen [Cryp
gi1]114841657|dbj |BAF32130.1] pollen allergen [Cryp
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp
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gi1]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514) 46 19.5 83
gi]114841641|dbj |BAF32122.1] pollen allergen [Cryp ( 514) 46 19.5 83
gi]1247373]emb|CAA01909.1] Bl protein allergen [Cy ( 71) 36 16.5 86
gi]1247375]emb|CAA01910.1] B4 protein allergen [Cy ( 73) 36 16.5 88
gi]2498578]sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305) 43 18.6 90
gi]4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457) 45 19.2 90
gi]1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374) 44 18.9 91
gi1]24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167) 40 17.7 91
gi]664852]gb|AAB07620.1] Asp FI11 [Aspergillus fumi ( 250) 42 18.3 91
gi 8453086 gb|AAF75225.1|AF208981_1 paramyosin iso ( 473) 45 19.2 94
gi]14423846|sp|082040.1|POLC7_PHLPR RecName: Full= ( 78) 36 16.5 95
gi]198250343|gb]ACH85188.1] main allergen 15 kDa o ( 145) 39 17.4 97
gi]8118439|gb|AAF72991.1]AF261278_1 beta-expansin ( 267) 42 18.3 97
gi]|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494) 45 19.1 98
gi | 7963902 | gb|AAF71379.1|AF264027_1 allergen Pen n ( 494) 45 19.1 98
gi]89892727|gb|ABD79097.1] Zea m 13 allergen [Zea ( 404) 44 18.9 98
gi]89892725]|gb|ABD79096.1] Zea m 13 allergen [Zea ( 410) 44 18.9 le

>>gi|66847146|gb|EAL87477.1] allergen Asp F4 [Aspergillu (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 106.9 bits: 26.0 E(QQ: 0.57
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (16-58:3-45)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEAD
gi]668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT
10 20 30 40
60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAK

gi|668 INGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSAD
50 60 70 80 90 100

>>gi | 83300369 |sp| 060024 .2|ALL4_ASPFU RecName: Full=Aller (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 106.9 bits: 26.0 EQQ: 0.57
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (16-58:3-45)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEAD
gi]833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT
10 20 30 40
60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAK

gi 833 INGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSAD
50 60 70 80 90 100

>>gi | 256635|gb|AAB23482.1] Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 102.2 bits: 24.5 EQ): 1
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (34-63:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAK

gi]|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWALV
70 80 90 100 110 120

>>gi|5019414|emb|CAB44442 1| PPlase [Aspergillus fumigat (178 aa)
initn: 55 initl: 55 opt: 56 Z-score: 94.6 bits: 22.9 EQQ: 2.8
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (12-71:114-176)

10 20 30
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2MEPSP IKE I SGTVKLPGSKSLSNR I LLLAALS-~~EGTTVVDNLLN
gi]501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNéééﬁﬁiT%AQ%SWLDGKHVVFGEVA
90 100 110 120 130 140
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL
150 160 170

>>gi]2506771|sp|P16968.2] 1AA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 50 initl: 50 opt: 54 Z-score: 92.8 bits: 22.3 E(Q: 3.5
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (45-70:75-101)

20 30 40 50 60 70

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL —RTLGLSVEADKAAKRAVVVGCGGK

gi 250 GQVVESlQKDCCRQ|AA|GDEWClCGALGSMRééMYKELé@ALADbkAfVAEVFPGCRTE
50 60 70 80 90 100

80
2MEPSP FPVEDAK

gi|250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>0gi1]21465915|pdb ] 1KTIJA Chain A, X-Ray Structure Of Der (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.3 E(QQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|214 SEVDVKDCANHElkk&LQPGCHGSEPCl|HRGKPFQLE
10 20 30

gi]214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725592|emb] CAD38377.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.3 EQQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|217 DQVDVKDCANHEIkaLQPGCHGNEPCIIGRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi | 76097509 gb|ABA39437.1| Der p 2 allergen precursor (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.3 EQQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|760 DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE
10 20 30

gi | 760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|157829757 | pdb|1A9V|A Chain A, Tertiary Structure Of (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.3 EQQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
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OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi 157 SQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30

gi]157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0g1i1 256095984 |emb | CAQ68249.1] Der p 2 allergen precurso (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.3 E(QQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|256 DQVDVKDCANHE I KKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30

gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725604 |emb | CAD38383.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.6 bits: 21.3 EQQ: 5.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]110560872|gb|ABG76196.1] group 2 allergen Der p 2 [ (130 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ): 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:10-27)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi]110 RDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE
10 20 30

gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]3941386|gb]AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.2 bits: 21.3 EQQ: 6.2
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:15-32)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi ]394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40

gi]394 AVFDANQNSNAAKIEIKAT IDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
50 60 70 80 90 100

>>0gi1]164415595|gb]ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.3 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (568-75:25-42)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|164 MYK 1 LCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30 40 50

gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
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60 70 80 90 100 110

>>gi1|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.3 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:25-42)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|144 MYK I LCLSLLVAAVAADQVD I KDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40 50

gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
60 70 80 90 100 110

>>gi1 1352237 |sp|P49278_1]ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.5 bits: 21.3 E(): 6.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (568-75:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]135 MMYK I LCLSLLVAAVARDQVDVKDCANHE 1KKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30 40 50

gi]135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]99644635]|emb | CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.5 bits: 21.3 E(Q: 6.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (568-75:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi 996 MMYK I LCLSLLVAAVAADQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 5326864 | gb|AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.4 bits: 21.3 EQ: 7.9
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (8-73:34-99)

10 20 30
2MEPSP IKE I SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi 532 KAGDSFPEGVTFSY IPWAEDASE I TSCG 1P INYNASKEFANKKVVLFALPGAFTPVCSAN
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi 532 HVPEY 1QKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDD I LFLSDPEAKFSKS1G
70 80 90 100 110 120

gi|532 WADEEGRTYRYVLVIDNGK I I'YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi]113476]|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 85.8 bits: 22.4 E(QQ: 8.5
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (36-64:246-275)

10 20 30 40 50 60

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQ
220 230 240 250 260 270

70 80
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2MEPSP AVVVGCGGKFPVEDAK

gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPT ILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>gi 114841683 |dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 39 initl: 39 opt: 55 Z-score: 85.4 bits: 22.4 EQ): 9
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (27-77:161-217)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVD NLLNSEDVHYMLG———ALRTL
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ

140 150 160 170 180 190
60 70 80

OMEPSP GLSVEA--DKAAKRAVVVGCGGKEPVEDAK
gi|114 SLKIKAPRDSPNTDS1 DI FASKREHIEKCVIGTGDDCIAIGTGSSNITIKDL I CGPGHGI
200 210 220 230 240 250

>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 51 Z-score: 84.7 bits: 21.2 E(QQ: 9.8
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (26-78:113-176)

10 20 30 40 50
2MEPSP IKE 1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL
gi 549 LAQ|AQVWANQCNYGHDNCRNSAKYSVGQN|AééSfSAbNFVNVSNMQKMWEDEVKDYQY

100 110 120 130 140

60 70 80
2MEPSP SVEADKAAK —————————— RAVVVGCGGKFPVEDAK

gi|549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK
150 160 170 180 190 200

>>gi |47606004 | sp| Q7M1E7 . 1| PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 55 Z-score: 83.6 bits: 22.4 EQ): 11
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (27-77:191-247)

10 20 30 40 50
OMEPSP IKE 1SGTVKLPGSKSLSNR I LLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL
gi 476 QQWWAGQCKVVNGRTVCNDRNRPTA|KlDYéKSVfOKELTLMNéPEFHLVFéECEGVK|Q
170 180 190 200 210 220
60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKEPVEDAK
gi 476 SLKIKAPRDSPNTDS1 DI FASKREHIEKCVIGTGDDCIAIGTGSSNITIKDL I CGPGHG I
230 240 250 260 270 280

>>gi|21725602|emb | CAD38382.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]|21725590|emb | CAD38376.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
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OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHE IKEVLVPGCHGSEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725582|emb]CAD38372.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (568-75:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725594 |emb | CAD38378.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|17978844|gb|AAL47677 .1 major Der f 2 isoform [Derm (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi]179 DQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE
10 20 30

gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
40 50 60 70 80 90

>>gi]21725600]emb] CAD38381.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
4 50 60 70 80 90

>>gi1 21725596 |emb] CAD38379.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
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40 50 60 70 80 90

>>gi]|21725588|emb | CAD38375.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IGRGKPFQLE
10 20 30

gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1 21725586 | emb] CAD38374.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (568-75:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725584|emb] CAD38373.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 47 Z-score: 83.0 bits: 20.0 EQ: 12
Smith-Waterman score: 47; 30.4% identity (60.9% similar) in 46 aa overlap (35-80:5-45)

10 20 30 40 50 60
OMEPSP SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|225 MAMTDVLSAED I KKAVGAFS— - -~ AAESFNYKKF
10 20 30
70 80

2MEPSP AVVVGCGGKFPVEDAK
gi |225 FEMVGLKKKSP-EDVKKVFHILDKDRSGF I EEEELKFVLKGFTPDGRDLSDKETKALLAA
40 50 60 70 80

>>gi | 66845476 |gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 82.8 bits: 20.6 EQ: 12
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (8-73:35-100)

10 20 30
2MEPSP IKE I SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi |668 KAGDSFPSDVVFSY IPWSEDKGE I TACGIPINYNASKEWADKKV I LFALPGAFTPVCSAR
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi 1668 HVPEY IEKLPE IRAKGVDVVAVLAYNDAYVMSAWGKANQUTGDD I LFLSDPDARFSKSIG
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70 80 90 100 110 120

gi|668 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi | 2769700 gb|AAB95638.1| peroxisomal-like protein [As (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 82.8 bits: 20.6 EQ: 12
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (8-73:35-100)

10 20 30
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi|276 KAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi 276 HVPEYlEKLPEiéAKéQBQVAVLAYNDAYQMéAWGKANQVTGDD|LFLSDPDARFSKSlG
70 80 90 100 110 120

gi]276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>0gi]217308]dbj |BAA01241.1] mite allergen Der f Il precu (138 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.8 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:18-35)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|217 SLLVAAVVADQVDVKDCANNElkk&MQDGCHGSDPCl|HRGKPFTLE
10 20 30 40

gi]217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
50 60 70 80 90 100

>>gi | 546852 |gb|AAB30829.1| Der ¥ Il [Dermatophagoides fa (142 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:22-39)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIkKVMQDGCHGSDPCIIHRGKPFTLE
10 20 30 40 50

gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 256631558 dbj | BAD74060.2] group 2 allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.3 bits: 20.3 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKEPVEDAK
gi]256 MISKILCLSLLVAAVVADQVDVKDCANNEIkaMQDGCHGSDPCIIHRGKPFTLE
10 20 30 40 50

gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0gi1 55859466 |emb]CAI05848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.3 bits: 20.3 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (568-75:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLE
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10 20 30 40 50

gi]558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859468 | emb | CAI05849.1] Der ¥ 2 [Dermatophagoides (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.3 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|558 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40 50

gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1 218203834 | gb|ACK76300.1] Der ¥ 2 allergen [Dermatop (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.3 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]218 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE
10 20 30 40 50

gi]|218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi1]55859470|emb] CAI05850.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.3 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFEPVEDAK
gi|558 MISK 1 LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1]86450747|gb]ABC96702.1] Der s 2 a allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.3 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|864 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi]21512]emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 80.8 bits: 21.5 EQ): 16
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (9-31:241-263)

10 20 30
2MEPSP IKE 1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY
220 230 240 250 260 270
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]215 TAEETAKWGTARWMLV IQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
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280 290 300 310 320 330

>>gi 156480837 |gb|ABU68318.1] Der f 2 allergen [Dermatop (175 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.7 bits: 20.3 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (58-75:55-72)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

i |156 CGKFVCVIHFFSFHLENTKHNFLFLVY IHIANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
30 40 50 60 70 80

gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
90 100 110 120 130 140

>>0gi1]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 80.3 bits: 17.7 EQ: 17
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (565-67:5-17)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi]323 INLKAVIADPVAKTAVVQAGATLGEVYYXI

10 20 30

>>gi 24898904 |dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 80.1 bits: 21.7 EQ: 18
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]248 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi|14423684 | sp|QOHDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)
initn: 45 initl: 45 opt: 52 Z-score: 79.7 bits: 21.4 EQ): 18
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (31-62:88-122)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLbGTTNKTNLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAK

gi|144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>gi]14585753|gb|AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 79.7 bits: 21.4 EQ): 18
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (31-62:88-122)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLbGTENKTKLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAK

gi]145 I1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
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120 130 140 150 160 170

>>gi|51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 79.0 bits: 21.1 EQ): 20
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (27-53:72-98)

10 20 30 40 50
2MEPSP IKE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRL T I DF 1AESFNLPYLSPYLSSLGSNF
50 60 70 80 90 100
60 70 80

2MEPSP EADKAAKRAVVVGCGGKFPVEDAK

gi]513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160

>>gi | 256636 | gb|AAB23483.1] Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 77.6 bits: 19.9 EQ: 24
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (34-63:33-62)

10 20 30 40 50 60
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

gi]256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK
10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAK

gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWATV
70 80 90 100 110 120

>>gi1 49523394 |emb | CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 50 initl: 50 opt: 50 Z-score: 77.5 bits: 20.8 EQ): 24
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (55-80:315-340)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi]495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI

290 300 310 320 330 340

gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA
350 360 370

>>0g1i1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 76.5 bits: 20.2 EQ): 28
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (40-64:195-217)

10 20 30 40 50 60

OMEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG

gi|219 AARKLAlTElDLERAETRLEAAEAKCYELDE@LHVVGNNika--éiéNbéAédéEDSYE
170 180 190 200 210 220

70 80
2MEPSP CGGKFPVEDAK

gi]|219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>0gi1]46396596|sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
initn: 35 initl: 35 opt: 35 Z-score: 76.4 bits: 16.4 EQ: 28
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (56-69:3-16)

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]463 DFVDAHNAARAQVGVGPVHWT
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10 20

>>gi | 74664773 | sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)
initn: 43 initl: 43 opt: 50 Z-score: 76.2 bits: 20.8 EQ): 29
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (33-62:90-122)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAK

gi | 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
120 130 140 150 160 170

>>gi]467660]emb ]| CAAS55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 76.2 bits: 20.8 EQ): 29
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (18-62:70-122)

10 20 30 40
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTV----- VDNLLNSED-
gi]467 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|467 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi | 6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 76.2 bits: 20.8 EQ): 29
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (18-62:70-122)

10 20 30 40
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTV----- VDNLLNSED-
gi]601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|601 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi|256429|gb|AAB23464.1] Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.4 bits: 19.6 EQ: 32
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (52-67:172-187)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHbDGTRRLQQSKNKPLVVQFQKLD
150 160 170 180 190 200

gi|256 KESLAKKNHGLSRSE
210

>>gi]18770]emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.3 bits: 19.6 EQ: 32
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (562-67:173-188)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHbDGTRRLQQSKNKPLVVQFQKLD
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150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>gi|18772|emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.3 bits: 19.6 EQ: 32
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (52-67:173-188)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGD IGISIDHDDGTRRLVVSKNKPLVVQFQKVD
150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>gi 20385544 | gb|AAM21322 .1 |AF373221_1 group 14 allergen (1662 aa)
initn: 44 initl: 44 opt: 56 Z-score: 75.2 bits: 22.5 EQ): 33
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (27-67:452-496)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMT I'VRALENLNVNTDGVDNMVNAMDEI

430 440 450 460 470 480
60 70 80

2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAK
gi 203 1KSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEAR I AAFQKMMKNGGMSH IKD
490 500 510 520 530 540

>>gi|544618|gb|AAB29344 1] 36 kda allergen {peptide 143- (20 aa)
initn: 34 initl: 34 opt: 34 Z-score: 75.0 bits: 16.1 EQ): 33
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:4-12)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|544 APPGCSNHFNLETVFGNFVK

10 20

>>0gi1]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 48 Z-score: 73.9 bits: 20.2 EQ: 39
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (23-72:214-267)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL

gi]118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV——LLGGIbSSQQTGSLNWQ
190 200 210 220 230 240

60 70 80
250 260 270 280 290 300
>>gi1]195957140|gb]ACG59281.1] major allergen CM16 [Triti (143 aa)

initn: 43 initl: 43 opt: 43 Z-score: 73.7 bits: 18.7 EQ): 40
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (15-51:3-39)

10 20 30 40 50 60
OMEPSP IKE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK
gi|195 MASESNCVLLLAAVLVS I FAAVAA I GNEDCTPWMSTL I TPLPSCRDYV
10 20 30 40
70 80
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2MEPSP AAKRAVVVGCGGKFPVEDAK

gi]195 EQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPRE
80 90 100

>>gi|21916|emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.7 bits: 18.7 EQ: 40
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (15-51:3-39)

10 20 30 40 50 60
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK
gi]219 MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYV

10 20 30 40

70 80

2MEPSP AAKRAVVVGCGGKFPVEDAK

gi]219 EQQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPRE
80 90 100

>>gi 108935817 | sp|P40108.2|ALDH_CLAHE RecName: Full=Alde (496 aa)
initn: 38 initl: 38 opt: 49 Z-score: 73.4 bits: 20.4 EQ: 41
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (13-62:428-476)

10 20 30 40
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV
gi]108 PVCS IAKFKTKEDAT KLGNASTYGLAAAVHTKNLNTAI EVSNALKAGTVMW-NTYNTLHH

400 410 420 430 440 450
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|108 QMP#ééYKESéiéRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>gi | 136457 | sp|PO6886.1| TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 45 Z-score: 72.9 bits: 19.3 EQ: 44
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (8-50:35-74)

10 20 30
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi]136 LLMNFFIVSPLLLATTATDFTPVPLSSNQIIKTAKASTNDNIKDLLDWYSSGS———bTFT
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI
70 80 90 100 110 120

>>gi|5712199|gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 72.8 bits: 20.4 EQ: 44
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (38-68:378-406)

10 20 30 40 50 60
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV
gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLLI——LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

70 80
2MEPSP VGCGGKFPVEDAK

gi|571 QPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460

>>gi | 75315271 | sp| Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin (145 aa)
initn: 42 initl: 42 opt: 42 Z-score: 71.8 bits: 18.4 EQ): 50
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Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (52-76:16-40)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLYLSGLT

10 20 30 40

gi | 753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK
50 60 70 80 90 100

>>0gi1]219815476|gb]ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 42 initl: 42 opt: 42 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (49-77:38-66)

20 30 40 50 60 70

gi 219 KEQVQMLRKAFDMFDRDKKGY IHTNMVST ILRTLGQTFEENDLQQL I IE IDADGSGELEF
10 20 30 40 50 60

80
2MEPSP AK

gi|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY IPTSALREILRALDDKLTEDELD
70 80 90 100 110 120

>>0gi1]2827316|gb]AAB99797.1] allergenic protein [Oryza sa (157 aa)
initn: 41 initl: 41 opt: 42 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (44-78:48-86)

20 30 40 50 60
OMEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-~—-~— KAAKRAVWY
gi 282 VLAATATMAEYHHQDQUVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG
20 30 40 50 60 70
70 80

2MEPSP GCGGKFPVEDAK
gi|282 DéCRQ#ﬁPVbYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV
8 90 100 110 120 130

>>gi1]31339067|dbj |BAC77154.1] 21k allergen [Anisakis sim (194 aa)
initn: 39 initl: 39 opt: 43 Z-score: 71.1 bits: 18.6 EQ): 55
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (53-80:152-182)

30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi 1313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT 1LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP K

gi|313 KCERGKLFANCCK
190

>>gi]47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo (194 aa)
initn: 39 initl: 39 opt: 43 Z-score: 71.1 bits: 18.6 EQ): 55
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (563-80:152-182)

30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi |476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT 1LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP K
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gi |476 KCERGKLFANCCK
190

>>0gi1]13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 71.0 bits: 19.8 EQ: 56
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (33-61:90-121)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAK

gi]139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>0g1]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 71.0 bits: 19.8 EQ: 56
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (33-61:90-121)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAK

gi]832 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>0gi1]21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 70.9 bits: 20.1 EQ): 56
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (35-68:381-414)

10 20 30 40 50 60
OMEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi 213 NGIEETICTASFKKNIGRNRSPD I'YNPQAGSLKTANELQLNLL ILRWLGLSAEYGNLYRN

360 370 380 390 400 410

70 80
2MEPSP AVVVGCGGKFPVEDAK

gi]213 ALFVPHYNTNAHSI I YALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>gi]1350779|sp|P49148_1|RLAL1_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.7 bits: 17.8 EQ: 58
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (22-38:46-62)

10 20 30 40 50
2MEPSP IKE 1 SGTVKLPGSKSLSNR1LLLAALSEGTTVVDNLLNSEDVHYMLGALRT
gi|135 ADDGVDITADKLQSLIKAAKIEEVEP IWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA

20 30 40 50 60 70
60 70 80

2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>0gi1]398830]emb | CAA52753.1] Phlp5 [Phleum pratense] (312 aa)

initn: 40 initl: 40 opt: 45 Z-score: 70.4 bits: 19.2 EQ: 60
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (42-79:3-39)
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20 30 40 50 60 70
OMEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG
gi ]398 MAVHQYTVAL-FLAVALVAGPAASYAADLGYG
10 20 30

80

2MEPSP GKFPVEDAK

gi|398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKL IEK INAGFKAALAAAAGVQPADKYR
40 50 60 70 80 90

>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.3 bits: 19.5 EQ: 60
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (14-50:246-282)

10 20 30 40
2MEPSP IKE 1SGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi | 158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA

220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

i |158 AKW-GPLRWMLAIQQLTNAASSYMTDYY I STVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi]|21510]emb|CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.3 bits: 19.5 EQ: 60
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (14-50:246-282)

10 20 30 40
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA

220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

i |215 AKW-GPLRWMLAIQQMTNAASSYMTDYY I STVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>gi|21514|emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.3 bits: 19.5 EQ: 60
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (14-50:246-282)

10 20 30 40
OMEPSP IKE 1SGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]215 AKW—éPLéWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi|161087230|gb|ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.3 bits: 17.8 EQ: 61
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (42-51:55-64)

20 30 40 50 60 70

30 40 50 60 70 80
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80
2MEPSP GKFPVEDAK

gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>gi | 38326693 | gb|AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.6 bits: 18.6 EQ): 66
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (53-69:11-27)

30 40 50 60 70 80
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi]383 MGFTDFVSDAGLSLANNYLATRSY IVGHAPSQADVVTYKA

10 20 30 40

gi]|383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>0gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.6 bits: 18.6 EQ): 66
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:71-102)

10 20 30 40 50 60
OMEPSP KE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
i 152 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAE IKLQDTRLLQLSLEFSPD
50 60 70 80 90 100

70 80
2MEPSP AKRAVVVGCGGKFPVEDAK

gi|152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>gi]4138175|emb]CAA09885.1] allergen [Malassezia sympod (187 aa)
initn: 42 initl: 42 opt: 42 Z-score: 69.6 bits: 18.3 EQ): 66
Smith-Waterman score: 42; 28.6% identity (51.4% similar) in 35 aa overlap (46-80:106-140)

20 30 40 50 60 70
OMEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKEP
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ
80 90 100 110 120 130

80
2MEPSP VEDAK

gi|413 SDPKkKSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA
140 150 160 170 180

>>gi1]57283139|emb]|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)
initn: 42 initl: 42 opt: 47 Z-score: 69.5 bits: 19.8 EQ): 67
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (20-63:59-105)

10 20 30 40
2MEPSP IKE 1SGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG
i |572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNY IADKGLNDETYAADSV

30 40 50 60 70 80
50 60 70 80

2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi 572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSS I FSWHGNQSTYEQQQLAAKVAE
90 100 110 120 130 140

>>0g1i1 85681057 |sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)

initn: 30 initl: 30 opt: 30 Z-score: 69.4 bits: 14.8 EQ): 68
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (562-59:10-17)

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 95

30 40 50 60 70 80
OMEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVWGCGGKFPVEDAK
gi|856 ANPTFGETPLGLSSDAN
10

>>gi 12005501 | gb | AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 39 initl: 39 opt: 45 Z-score: 69.2 bits: 19.2 EQ): 69
Smith-Waterman score: 45; 44_.0% identity (72.0% similar) in 25 aa overlap (47-69:150-174)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

120 130 140 150 160 170

80
2MEPSP PVEDAK

gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230

>>gi]|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 69.2 bits: 19.5 EQ): 70
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (33-65:91-126)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

70 80 90 100 110 120

60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAK
gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi]19570315]|dbj |BAB86286.1] Cry j 1 precursor [Cryptom (374 aa)
initn: 39 initl: 39 opt: 45 Z-score: 68.9 bits: 19.2 EQ: 73
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (17-75:193-252)

10 20 30 40
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML
gi]195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVT ISNNLFFNHHKVMLL

170 180 190 200 210 220

50 60 70 80
OMEPSP GALRTLGLSVEADKAAKRAVVG————— CGGKFPVEDAK
i |195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT 1YAIGGSS
230 240 250 260 270

gi]195 NPTILSEGNSFTAPNESYKKQVT IRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG
280 290 300 310 320 330

>>gi | 253683676 | gb|ACT33296.1] putative tabinhibitin 9 [T (252 aa)
initn: 41 initl: 41 opt: 43 Z-score: 68.8 bits: 18.6 EQ): 73
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (9-71:133-189)

10 20 30
2MEPSP IKE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi |253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPETMSL I STAIKRGHVMQKHNITRDIVEK
110 120 130 140 150 160
40 50 60 70 80
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170 180 190 200 210

gi]253 VYKTGNSPGEKCIKKDETFKNLCFAQEP INPNEHNL
220 230 240 250

>>gi 21886603 |emb|CAC84116.1| peptidylprolyl isomerase ( (173 aa)
initn: 37 initl: 37 opt: 41 Z-score: 68.5 bits: 18.0 EQ): 76
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (45-71:146-170)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi]218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLD IVKAIEKVGSS--SGRTSKPVVVADCGQLS

120 130 140 150 160 170

80
2MEPSP PVEDAK

>>gi]|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A (321 aa)
initn: 37 initl: 37 opt: 44 Z-score: 68.4 bits: 18.9 EQ): 77
Smith-Waterman score: 44; 33.3% identity (52.4% similar) in 42 aa overlap (34-75:221-255)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi]118 CQIRQYTVLDDALFKEHTDCVMKGIRY ITKDNQLDVEEVK------ RDFKL-VNKDTKAL

200 210 220 230 240

70 80

2MEPSP RAVVVGCGGKFPVEDAK

gi|118 EKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAYS
250 260 270 280 290 300

>>gi 126608 |sp|PO0698.1|LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 68.2 bits: 17.7 EQ: 79
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (9-18:86-95)

10 20 30
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi]126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK
60 70 80 90 100 110
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>gi|2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 68.1 bits: 18.6 EQ): 80
Smith-Waterman score: 44; 27.1% identity (59.3% similar) in 59 aa overlap (2-58:34-89)

10 20 30
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTT
gi |225 DGLIDDI IAILP1DDLKALFQEKLETSLDFKAFYDAVRSPEFQS I ---VQTLNAMPEYQD

10 20 30 40 50 60
40 50 60 70 80

2MEPSP VVDNLLNSE-DVHYMLGALRTL-GLSVEADKAAKRAVVVGCGGKFPVEDAK

gi]225 LLQKLRDKGVDVDHY IELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA
70 80 90 100 110 120

>>gi | 38258932 | sp|P82615|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.9 bits: 18.3 EQ): 82
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (32-63:71-102)

10 20 30 40 50 60
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OMEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi 1382 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAE IKLQDARLLQLSLEFSPD
50 60 70 80 90 100

70 80
2MEPSP AKRAVVVGCGGKFPVEDAK

gi|382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>0gi1]114841607|dbj | BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ): 83
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG--—ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGLI1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841663|dbj | BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ): 83
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]1171004 |sp|P43212_1]PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi|117 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841617|dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ): 83
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK
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gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841653|dbj | BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS
240 250 260 270 280 290

>>0gi1]114841671|dbj | BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841657|dbj | BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ): 83

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0i1]114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841665|dbj | BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)
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10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]|24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 24898908 |dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841641 |dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.8 bits: 19.5 EQ: 83

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (36-60:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAK

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi|1247373|emb | CAA01909.1] Bl protein allergen [Cynodo (71 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.5 bits: 16.5 EQ: 86

Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:18-44)

20 30 40 50 60 70
OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|124 GTRRFDTNGDGK I SLAELTDALRTL G-STSADEVQRMMAE I DTDGDG
10 20 30 40
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80
2MEPSP PVEDAK

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>gi]|1247375]|emb | CAA01910.1] B4 protein allergen [Cynodo (73 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.3 bits: 16.5 EQ): 88
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:20-46)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gill24 GTSFKRFDTNGDGK I SLAELTDALRTLG-STSADEVQRMMAE IDTDGDG

10 20 30 40

80

2MEPSP PVEDAK

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major (305 aa)
initn: 40 initl: 40 opt: 43 Z-score: 67.1 bits: 18.6 EQ): 90
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (38-57:113-132)

10 20 30 40 50 60

gi]249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGS IQGFSMDDASVGSVSSE
90 100 110 120 130 140

70 80
2MEPSP VGCGGKFPVEDAK

gi|249 FHVIESAIEVITYIGEEVKVIPAGEVEV INKVKAAFSTAATAADEAPANDKFTVFVSSEN
150 160 170 180 190 200

>>gi|4588118| gb|AAD25995.1|AF098517_1 alkaline serine pr (457 aa)
initn: 41 initl: 41 opt: 45 Z-score: 67.1 bits: 19.2 EQ: 90
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:290-314)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

260 270 280 290 300 310

80
2MEPSP PVEDAK

gi]458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
320 330 340 350 360 370

>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba (374 aa)
initn: 39 initl: 39 opt: 44 Z-score: 67.1 bits: 18.9 EQ): 91
Smith-Waterman score: 44; 25.9% identity (563.7% similar) in 54 aa overlap (27-75:203-252)

10 20 30 40 50
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV

gi]117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY
180 190 200 210 220

60 70 80
2MEPSP EADKAAKRAVVVG----- CGGKFPVEDAK

gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT IYAIGGSSNPTILSEGNS
230 240 250 260 270 280

>>gi1 24418862 |sp|PO0630.3|PA2_APIME RecName: Full=Phosph (167 aa)
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initn: 40 initl: 40 opt: 40 Z-score: 67.1 bits: 17.7 EQ: 91
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (16-40:5-29)

10 20 30 40 50 60
OMEPSP IKE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK
gi|244 MQVVLGSLFLLLLSTSHGWQIRDR IGDNELEER 1YPGTLWCGHGNKSS
10 20 30 40
70 80

2MEPSP AAKRAVVVGCGGKFPVEDAK

gi|244 GPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSAD
50 60 70 80 90 100

>>0gi1]664852]|gb|AAB07620.1] Asp FII [Aspergillus fumigatu (250 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.1 bits: 18.3 EQ): 91
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (14-39:93-118)

10 20 30 40

2MEPSP IKE I SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVH

gi |664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS
70 80 90 100 110 120
50 60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEAFEYFALEAYAFD IAAP
130 140 150 160 170 180

>>0g1i1]8453086 | gb|AAF75225_.1|AF208981_1 paramyosin isoform (473 aa)
initn: 44 initl: 44 opt: 45 Z-score: 66.8 bits: 19.2 EQ): 94
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (19-66:239-286)

10 20 30 40
2MEPSP IKEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA
gi]845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL
210 220 230 240 250 260
50 60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|845 DE%TKELHAADERANRALADAARAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAE
270 280 290 300 310 320

>>0g1i1]14423846|sp|082040.1|POLC7_PHLPR RecName: Full=Polc (78 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.7 bits: 16.5 EQ): 95
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (45-72:25-51)

20 30 40 50 60 70
OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|144 MADDMER I FKREDTNGDGK I SLSEL TDALRTLG-STSADEVQRMMAE 1 DTDGDG
10 20 30 40 50
80

2MEPSP PVEDAK

gi|144 FIDFNEFISFCNANPGLMKDVAKVF
60 70

>>0gi1]198250343|gb]ACH85188.1] main allergen 15 kDa oleos (145 aa)
initn: 39 initl: 39 opt: 39 Z-score: 66.6 bits: 17.4 EQ): 97
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (54-76:18-40)

30 40 50 60 70 80
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK

gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA
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10 20 30 40

gi]198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP
50 60 70 80 90 100

>>gi| 8118439 gb|AAF72991.1|AF261278_1 beta-expansin [Ory (267 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.5 bits: 18.3 EQ): 97
Smith-Waterman score: 42; 50.0% identity (75.0% similar) in 12 aa overlap (69-80:91-102)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAK
gi|811 GGACGYKDIDKAPFLGMNSCGNDP I FKDGKGCGSCFEVKCSKPEACSDKPV I IHITDMNT
70 80 90 100 110 120

gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAG I IDMQFRRVRCKYPGETKVTFHVEKGSNP
130 140 150 160 170 180

>>gi1|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p (494 aa)
initn: 39 initl: 39 opt: 45 Z-score: 66.4 bits: 19.1 EQ: 98
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:286-310)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

260 270 280 290 300 310

80
2MEPSP PVEDAK

gi|142 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT
320 330 340 350 360 370

>>gi | 7963902 | gb|AAF71379.1|AF264027_1 allergen Pen n 18 (494 aa)
initn: 39 initl: 39 opt: 45 Z-score: 66.4 bits: 19.1 EQ): 98
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (47-69:286-310)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

260 270 280 290 300 310

80
2MEPSP PVEDAK

gi | 796 ACNYSPAAAEKAITVGASTLADERAYFSNYGKCTDIFAPGLNILSTWVGSDHATNTISGT
320 330 340 350 360 370

>>gi | 89892727 |gb|ABD79097.1] Zea m 13 allergen [Zea mays (404 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.4 bits: 18.9 EQ): 98
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:49-64)

30 40 50 60 70 80

gi]898 AKSKDNDAKASGPGGSFDITKLGASGNGKTbéTKAVQEAWASACGGTGKQTILIPKGDFL
20 30 40 50 60 70

gi]898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLVITGKGKLDGQGPA
80 90 100 110 120 130

>>0gi1]89892725|gb]ABD79096.1] Zea m 13 allergen [Zea mays (410 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.3 bits: 18.9 EQ): 1le
Smith-Waterman score: 44; 37.5% identity (81.2% similar) in 16 aa overlap (567-72:55-70)

30 40 50 60 70 80

gi]898 AKSKDNDAKASGPGGSFDITKLGASGNGKTbéTKAVQEAWASACGGTGKQTILIPKGDFL
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30 40 50 60 70 80

gi]898 VGPLNFTGPCKGDVTIQVNGNLLATTDLSQYKDHGNWIEILRVDNLV ITGKGKLDGQGPA
90 100 110 120 130 140

80 residues in 1 query  sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011
Total Scan time: 0.030 Total Display time: 0.030

Function used was FASTA [version 35.04 Feb. 20, 2010]

# /apps/fastasbin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt
1>>>2MEPSPS: 13 - 92 - 80 aa
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491 sequences

opt EQ
< 20 2 0:=
22 0 0: one = represents 3 library sequences
24 0 0:
26 1 0:=
28 3 0:=
30 5 2:*=
32 8 8:
34 15 :
36 18
38 56 *
40 94 *
42 94 *
44 129 *
46 134 *
48 155 *
50 151 *
52 132 *
54 103 *
56 83 *o==
58 51 *
60 52 *=
62 38
64 30
66 31 :
68 19 :
70 15 :
72 6 :
74 8 :
76 7 8:==%*
78 4 6:=*
80 4 5:=*
82 19 3o*======
84 6 3:*=
86 3 2:*
88 10 2:*=== inset = represents 1 library sequences
90 0 1:*
92 1 1:* o*
94 1 1:* o
96 0 1:* o
98 0 0: *
100 0 0: *
102 1 0:= *=
104 0 0: *
106 2 0:= *==
108 0 0: *
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110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
118 0 0: *
>120 0 0: *

339008 residues in 1491 sequences

Statistics: Expectation_n fit: rho(In(x))= 5.06330.00286; mu= 4.2705 0.151
mean_var=33.067110.280, 0"s: 2 Z-trim: 4 B-trim: 117 in 1/43

Lambda= 0.223037

Kolmogorov-Smirnov statistic: 0.0648 (N=29) at 46

Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1

join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.040

The best scores are:

gi|66847146|gb|EAL87477.1] allergen Asp F4 [Asperg
gi|83300369|sp|060024.2|ALL4_ASPFU RecName: Full=A
gi]256635]gb|AAB23482.1] Kunitz trypsin inhibitor

gi]|5019414emb|CAB44442_1| PPlase [Aspergillus fum
gi | 2506771 |sp|P16968.2] 1AA1_HORVU RecName: Full=Al
gi]21465915|pdb|1KTI|A Chain A, X-Ray Structure Of
gi]21725592]emb | CAD38377.1] unnamed protein produc
gi ]| 76097509 gb|ABA39437.1] Der p 2 allergen precur
gi|157829757 | pdb|1A9V|A Chain A, Tertiary Structur
gi]256095984 |emb | CAQ68249.1] Der p 2 allergen prec
gi]21725604 | emb | CAD38383.1] unnamed protein produc
gi]110560872|gb|ABG76196.1] group 2 allergen Der p
gi]3941386|gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi1]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1352237|sp|P49278.1]|ALL2_DERPT RecName: Full=Mi
gi]99644635]emb | CAK22338.1] Der p 2 allergen precu
gi]5326864|ghb|AAD42074.1|AF144753_1 peroxisomal me
gi]113476]sp|P27760.1|MPA12_AMBAR RecName: Full=Po
gi]114841683|dbj |BAF32143.1] pollen allergen [Cham
gi|225877920|emb | CAX32963.1] parvalbumin [Gallus g
gi]549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven
gi]47606004|sp|Q7M1E7.1]PGLR2_CHAOB RecName: Full=
gi]21725590]emb | CAD38376.1] unnamed protein produc
gi|21725582|emb | CAD38372.1] unnamed protein produc
gi 21725594 |emb | CAD38378.1] unnamed protein produc
gi]|17978844|gb|AAL47677.1] major Der f 2 isoform [
gi]21725600]emb | CAD38381.1] unnamed protein produc
gi]|21725602|emb | CAD38382.1] unnamed protein produc
gi 21725588 emb | CAD38375.1] unnamed protein produc
gi]21725586 ] emb | CAD38374.1] unnamed protein produc
gi]21725584 | emb | CAD38373.1] unnamed protein produc
gi]21725596 | emb | CAD38379.1] unnamed protein produc
gi]66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
gi]2769700]gb|AAB95638.1] peroxisomal-like protein
gi]217308]dbj |BAA01241.1] mite allergen Der f Il p
gi|546852|gb|AAB30829.1| Der ¥ Il [Dermatophagoide
gi]256631558|dbj |BAD74060.2] group 2 allergen [Der
gi]55859466]emb|CA105848.1] mite allergen Der f 2

gi|55859468|emb|CA105849.1] Der ¥ 2 [Dermatophagoi
gi1]218203834|gb]ACK76300.1] Der ¥ 2 allergen [Derm
gi 55859470 |emb|CAI05850.1] mite allergen Der f 2

gi]86450747|gb|ABC96702.1] Der s 2 a allergen [Der
gi]156480837|gb]ABU68318.1] Der f 2 allergen [Derm
gi|21512|emb|CAA27571.1] patatin [Solanum tuberosu
gi]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen
gi1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]14423684|sp|Q9HDT3.2]ENO_ALTAL RecName: Full=En
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1
gi]51315784|sp|Q7Y1X1.1]|EST_HEVBR RecName: Full=Es
gi]118216]sp|P18153.1|D7_AEDAE D7 protein precurso
gi]256636]gb|AAB23483.1] Kunitz trypsin inhibitor

gi]49523394|emb|CAE52833.1] polygalacturonase [Pla
gi]|46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen

( 322)
( 322)
( 203)
( 178)
( 146)
( 129)
( 129)
( 129)
( 129)
( 129)
( 129)
( 130)
( 135)
( 145)
( 145)
( 146)
( 146)
( 167)
( 398)
( 419)
( 110)
( 202)
( 514)
( 129)
( 129)
( 129)
( 129)
( 129)
( 129)
( 129)
( 129)
( 129)
( 129)
( 168)
( 168)
( 138)
( 142)
( 146)
( 146)
( 146)
( 146)
( 146)
( 146)
( 175)
( 386)
( 30)
( 514)
( 438)
( 440)
( 391)
( 321)
( 204)
( 377)
C 21)

opt bits
25.
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gi]219806590|dbj |BAH10150.1] tropomyosin [Neptunea ( 284)
gi | 74664773 | sp|Q96X46.3|ENO_PENCI RecName: Full=En ( 438)
gi]|467660]emb | CAA55070.1] enolase, allergen Cla h ( 440)
gi]6015094 | sp|P42040.2]ENO_CLAHE RecName: Full=Eno ( 440)
gi|544618]gb|AAB29344.1] 36 kda allergen {peptide ( 20)
gi]|256429|gb|AAB23464.1| Kunitz trypsin inhibitor ( 216)
gi|18770]emb|CAA45777.1] trypsin inhibitor subtype ( 217)
gi|18772]emb|CAA45778.1] trypsin inhibitor subtype ( 217)
gi1]20385544|gb|AAM21322 _1]|AF373221_1 group 14 alle (1662)

gi]195957140|gb|ACG59281.1] major allergen CM16 [T ( 143)
gi]21916]|emb|CAA34709.1] precursor (AA -24 to 119) ( 143)
gi]118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)
gi1]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)
gi|136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox ( 234)
gi]59894749]|gb|AAX11194.1] 60S acidic ribosomal P1 ( 107)
gi]5712199]gb|AAD47382.1] glycinin [Arachis hypoga ( 530)
gi]75315271|sp|Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin ( 145)
gi]219815476|gb|ACL36923.1] troponin C [Tyrophagus ( 153)
gi]4138175]emb|CAA09885.1] allergen [Malassezia sy ( 187)
gi]2827316]gb|AAB99797.1] allergenic protein [Oryz ( 157)
gi]47605452|sp|Q7Z1K3.1]ANIS1_ANISI RecName: Full= ( 194)
gi|31339067|dbj |BAC77154.1] 21k allergen [Anisakis ( 194)
gi]13925873|gb | AAK49451 . 1|AF284645_1 enolase [Aspe ( 438)
gi1]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En ( 438)
gi|1350779]sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)
gi]21314465|gb|AAM46958.1|AF510854 1 allergen Arah ( 538)
gi]161087230|gb|ABX56711.1] LTP isoallergen 1 prec ( 116)
gi]398830]emb|CAA52753.1] Phlp5 [Phleum pratense] ( 312)

gi]158517845|sp|P15476 .2 PATB1_SOLTU RecName: Full ( 386)
gi|21514|emb|CAA27588.1] patatin [Solanum tuberosu ( 386)
gi]21510]emb|CAA31575.1] unnamed protein product [ ( 386)
gi]85681057|sp|P82947.1]ALL50_SOYBN RecName: Full= ( 17)
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci ( 228)
gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228)
gi]57283139|emb|CAE17317.1] villin 2 [Nicotiana ta ( 520)
gi]12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)
gi]232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)
gi|19570315|dbj |BAB86286.1] Cry j 1 precursor [Cry ( 374)
gi]253683676|gb|ACT33296.1] putative tabinhibitin ( 252)
gi1]21886603]|emb|CAC84116.1] peptidylprolyl isomera ( 173)
gi]126608]sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)
gi 2253610 gb|AAC34737.1] Cr-PII allergen [Peripla ( 274)
gi]38258932|sp|P82615|LATH_HORSE Latherin precurso ( 228)
gi]1247373]emb|CAA01909.1] Bl protein allergen [Cy ( 71)
gi]114841607|dbj |BAF32105.1] pollen allergen [Cryp ( 514)
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp ( 514)

gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp ( 514)
gi]1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514)
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp ( 514)
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp ( 514)
gi1]114841671|dbj |BAF32137.1] pollen allergen [Cryp ( 514)
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp ( 514)
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514)
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp ( 514)
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp ( 514)
gi]114841641|dbj |BAF32122_.1] pollen allergen [Cryp ( 514)
gi|1247375]|emb|CAA01910.1] B4 protein allergen [Cy ( 73)
gi1]24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167)
gi]664852|gb|AAB07620.1] Asp FIl [Aspergillus fumi ( 250)
gi1]2498578]sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)
gi]1173367|sp|P18632.2]SBP_CRYJA RecName: Full=Sug ( 374)

gi]4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457)
gi]14423846|sp|082040.1|POLC7_PHLPR RecName: Full= ( 78)
gi]8453086 | gh|AAF75225_1]AF208981_1 paramyosin iso ( 473)
gi]198250343|gb]ACH85188.1] main allergen 15 kDa o ( 145)
gi|8118439|gb|AAF72991.1|AF261278 1 beta-expansin ( 267)
gi 1871507 |emb | CAA62634.1] calcium-binding pollen ( 82)

>>gi1]66847146|gb|EAL87477.1] allergen Asp F4 [Aspergillu

(322

aa)

initn: 57 initl: 57 opt: 66 Z-score: 106.5 bits: 25.9 EQ:
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (15-57:3-45)
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10 20 30 40 50
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADK
gi 668 MQLKNSMLLLTALAAéssQA RLHGHERRHLHHAGEKREVGDTVYATI
10 20 30 40
60 70 80

2MEPSP AAKRAVVVGCGGKFPVEDAKE

gi]668 NGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADW
50 60 70 80 90 100

>>gi | 83300369 |sp| 060024 .2|ALLA_ASPFU RecName: Full=Aller (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 106.5 bits: 25.9 EQQ: 0.6
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (15-57:3-45)

10 20 30 40 50
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADK
gi 833 MQLKNSMLLLTALAAéssQA RLHGHERRHLHHAGEKREVGDTVYATI
10 20 30 40
60 70 80

2MEPSP AAKRAVVVGCGGKFPVEDAKE

gi]833 NGVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADW
50 70 80 90 100

>>gi | 256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 101.9 bits: 24.4 EQQ: 1.1
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (33-62:33-62)

10 20 30 40 50 60
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAKE

gi]256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV
70 80 90 100 110 120

>>gi|5019414|emb|CAB44442 1| PPlase [Aspergillus fumigat (178 aa)
initn: 55 initl: 55 opt: 56 Z-score: 94.3 bits: 22.8 EQQ: 2.8
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (11-70:114-176)

10 20 30
2MEPSP KEISGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN
gi|501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA
90 100 110 120 130 140
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]501 DEKSYSVVKE | EAL GSSSGEVRENTRPK IVNGGEL
150 160 170

>>gi | 2506771 |sp|P16968.2]| IAA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 50 initl: 50 opt: 54 Z-score: 92.6 bits: 22.2 E(QQ: 3.5
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (44-69:75-101)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL RTLGLSVEADKAAKRAVVVGCGGK

gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE
50 60 70 80 90 100
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80
2MEPSP FPVEDAKE

gi|250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>gi 21465915 pdb | 1KTIJA Chain A, X-Ray Structure Of Der (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ): 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gil214 SEVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725592|emb] CAD38377.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ): 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPC I I GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi] 76097509 |gb|ABA39437.1| Der p 2 allergen precursor (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ): 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (567-74:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi 760 DQVDVKDCANHE I KKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30

gi | 760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|157829757 | pdb|1A9V|A Chain A, Tertiary Structure Of (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ): 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|157 SQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi | 256095984 |emb | CAQ68249.1] Der p 2 allergen precurso (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ): 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]256 DQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30

gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90
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>>0gi]21725604 |emb] CAD38383.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.5 bits: 21.3 EQ: 6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (567-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHE I KKVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]|110560872|gb|ABG76196.1] group 2 allergen Der p 2 [ (130 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.4 bits: 21.3 EQQ: 6.1
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:10-27)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]110 RDQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 3941386 | gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 88.1 bits: 21.3 EQQ: 6.3
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:15-32)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi 394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40

gi | 394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
50 60 70 80 90 100

>>0gi1]164415595|gb]ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.4 bits: 21.3 EQQ: 6.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (567-74:25-42)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|164 MYK I LCLSLLVAAVARDQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi]164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]14423649|sp|Q9TZ2Z2_2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.4 bits: 21.3 EQQ: 6.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:25-42)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|144 MYK 1 LCLSLLVAAVAADQVD I KDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE

10 20 30 40 50

gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
60 70 80 90 100 110

>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.4 bits: 21.3 EQQ: 6.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
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gi]135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLE
10 20 30 40 50

gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]99644635]|emb ]| CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.4 bits: 21.3 EQQ: 6.9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi 996 MMYKILCLSLLVAAVAADQVDVKDCANAEIkaLQPGCHGSEPCIIHRGKPFQLE
10 20 30 40 50

gi]996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]5326864 | gb| AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.2 bits: 21.2 E(Q: 8.1
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (7-72:34-99)

10 20 30
2MEPSP KE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi]532 KAGDSEPEGVTESY | PWAEDASE 1 TSCG 1P I NYNASKEFANKKYVLFAL PGAFTPVCSAN

10 20 30 40 50 60
40 50 60 70 80

OMEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]532 HVPEYIQKLPELéAKéObQVAVLAYNDAYQMéAWGKANGVTGDDILFLSDPEAKFSKSIG
70 80 90 100 110 120

gi|532 WADEEGRTYRYVLVIDNGKI I'YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi]113476]|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 85.5 bits: 22.4 E(): 8.8
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (35-63:246-275)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYM LGALRTLGLSVEADKAAKR

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQR
220 230 240 250 260 270

70 80
2MEPSP AVVVGCGGKFPVEDAKE

gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>0gi1]114841683|dbj | BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 39 initl: 39 opt: 55 Z-score: 85.1 bits: 22.4 EQQ: 9.3
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (26-76:161-217)

10 20 30 40 50
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVD NLLNSEDVHYMLG———ALRTL
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ

14 150 160 170 180 190

60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKE
gi|114 éLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI
200 210 220 230 240 250
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>>gi1]225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 48 Z-score: 84.7 bits: 20.3 EQQ: 9.8
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (34-80:5-46)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|225 MAMTDVL SAED ] KKAVGAFS———AAESENYKKE

10 20 30

70 80

2MEPSP AVVVGCGGKFPVEDAKE

gi]225 FEMVGLKKKSP EDVKKVFHILDKDRSGF IEEEELKFVLKGFTPDGRDLSDKETKALLAA
40 50 60 70 80

>>0gi1]549185]sp|P35782.1]VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 51 Z-score: 84.5 bits: 21.2 EQ): 10
Smith-Waterman score: 51; 23.4% identity (563.1% similar) in 64 aa overlap (25-77:113-176)

10 20 30 40 50
2MEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL
gi 549 LAQ|AQVWANQCNYGHDNCRNSAKYSVGQNiAéééfsAbNﬁQNVSNMQkMWEDEVKDYQY
90 100 110 120 130 140
60 70 80
2MEPSP  SVEADKAAK----~----- RAVVVGCGGKFPVEDAKE

gi]549 GSPKNKLNKVGHYTQMVWAKTKEIGCGSEDYIEDGWHRHYLVCNYGPAGNVGNEPIYERK
150 160 170 180 190 200

>>gi]47606004 |sp|Q7M1E7 . 1| PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 55 Z-score: 83.3 bits: 22.3 EQ): 12
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (26-76:191-247)

10 20 30 40 50
2MEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGTTVVD-NLLNSEDVHYMLG-~~ALRTL
gi 476 QQWWAGQCKVVNGRTVCNDRNRPTA|KlDYékéQfOKELfLMNéPEFHLQ#éECEéQk|Q
170 180 190 200 210 220

60 70 80

2MEPSP GLSVEA——DKAAKRAVVVGCGGKFPVEDAKE
gi|476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIKDLICGPGHGI
230 240 250 260 270 280

>>0gi]21725590|emb ] CAD38376.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (567-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHElREQLQPGCHGSEPC||GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725582|emb | CAD38372.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHEIkEVLQPGCHGNEPCIIGRGKPFQLE

10 20 30
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gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1 21725594 |emb] CAD38378.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]17978844|gb|AAL47677.1] major Der f 2 isoform [Derm (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi 179 DQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPETLE
10 20 30

gi]179 ALFDANQNTKTAKIEIKASLDGLE IDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
40 50 60 70 80 90

>>gi]|21725600]|emb|CAD38381.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC1 IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]|21725602|emb | CAD38382.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]217 DQVDVKDCANHE IKEVLVPGCHGSEPCI IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725588|emb] CAD38375.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ): 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725586 | emb] CAD38374.1] unnamed protein product [D (129 aa)

initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (567-74:9-26)
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30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725584|emb | CAD38373.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725596 |emb] CAD38379.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 83.3 bits: 20.3 EQ: 12
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1HSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
4 50 60 70 80 90

>>0gi1]66845476|gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 82.7 bits: 20.6 EQ): 13
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (7-72:35-100)

10 20 30
2MEPSP KE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
i |668 KAGDSFPSDVVFSY IPWSEDKGE I TACGIPINYNASKEWADKKY I LFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD ILFLSDPDARFSKSIG
70 80 90 100 110 120

gi|668 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi]2769700|gb|AAB95638.1] peroxisomal-like protein [As (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 82.7 bits: 20.6 EQ): 13
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (7-72:35-100)

10 20 30
2MEPSP KE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi |276 KAGDSFPSDVVFSY IPWSEDKGE I TACGIP INYNASKEWADKKV I LFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi 276 HVPEY IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKS1G
70 80 90 100 110 120
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gi|276 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi1]217308]dbj |BAA01241.1] mite allergen Der f Il precu (138 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.7 bits: 20.3 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:18-35)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]217 SLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40

gi]217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
50 60 70 80 90 100

>>gi1]546852|gb|AAB30829.1| Der f Il [Dermatophagoides fa (142 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.4 bits: 20.3 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (567-74:22-39)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi |546 GTMVSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 256631558 dbj | BAD74060.2] group 2 allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.2 bits: 20.3 EQ: 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|256 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE

10 20 30 40 50

gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859466 |emb | CAI05848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.2 bits: 20.3 EQ: 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHE IKKVMVDGCHGSDPCI IHRGKPFNLE

10 20 30 40 50

gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1]55859468|emb] CAI05849.1] Der ¥ 2 [Dermatophagoides (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.2 bits: 20.3 EQ): 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|558 MISK 1 LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0g1]218203834|gb]ACK76300.1] Der ¥ 2 allergen [Dermatop (146 aa)

initn: 48 initl: 48 opt: 48 Z-score: 82.2 bits: 20.3 EQ: 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)
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30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|218 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE

10 20 30 40 50

gi]218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859470 emb|CAI05850.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.2 bits: 20.3 EQ: 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE

10 20 30 40 50

gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1]86450747|gb]ABC96702.1] Der s 2 a allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.2 bits: 20.3 EQ: 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|864 MISKILCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi | 864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0gi1]156480837|gb]ABU68318.1] Der ¥ 2 allergen [Dermatop (175 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.6 bits: 20.3 EQ): 17
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (57-74:55-72)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

i |156 CGKFVCVIHFFSFHLENTKHNFLFLVY IHIANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
30 40 50 60 70 80

gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
90 100 110 120 130 140

>>gi|21512|emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 80.6 bits: 21.4 EQ): 17
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (8-30:241-263)

10 20 30
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi]215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY
220 230 240 250 260 270
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]215 TAEETAKWGTARWMLV IQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
280 290 300 310 320 330

>>gi | 32363124 |sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 80.4 bits: 17.7 EQ: 17
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (54-66:5-17)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
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gi]323 INLKAVIADPVAKTAVVQAGATLGEVYYXI
10 20 30

>>0g1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 79.8 bits: 21.7 EQ: 18
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi | 248 VNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>01]14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)
initn: 45 initl: 45 opt: 52 Z-score: 79.4 bits: 21.4 EQ: 19
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (30-61:88-122)

10 20 30 40 50
2MEPSP  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|144 GGKGVTKAVANVNDTIAPALIKEKLDVKDQSAVDAFLNKLbGTTNkTNLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKE

gi|144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>0gi1]14585753|gb]AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 79.4 bits: 21.4 EQ): 19
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (30-61:88-122)

10 20 30 40 50
2MEPSP  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi]145 GGKGVTKAVANVNDI IAPAL IKEKLDVKDQSAVDAFLNKLDGTENKTKLGANATLGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKE

gi]145 1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
120 130 140 150 160 170

>>gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.7 bits: 21.1 EQ: 21
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (26-52:72-98)

10 20 30 40 50
2MEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
gi |513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRL I IDFIAESFNLPYLSPYLSSLGSNF

50 60 70 80 90 100
60 70 80

2MEPSP EADKAAKRAVVVGCGGKFPVEDAKE

gi]513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160

>>0gi1]118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A (321 aa)

initn: 37 initl: 37 opt: 50 Z-score: 78.7 bits: 20.8 EQ): 21
Smith-Waterman score: 50; 35.4% identity (54.2% similar) in 48 aa overlap (33-80:221-260)
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10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|118 CQIRQYTVLDDALFKEHTDCVMKGIRY I TKDNQLDVEEVK-————~— RDFKL-VNKDTKAL

200 210 220 230 240

70 80

2MEPSP RAVVVGCGGKFPVEDAKE
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY
250 260 270 280 290 300

>>gi | 256636 | gb|AAB23483.1| Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 77.5 bits: 19.9 EQ: 24
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (33-62:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLONGGTYYMLPVMRGKSGGIEGNSTGK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAKE

gi]256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWAIV
70 80 90 100 110 120

>>gi1 49523394 |emb | CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 50 initl: 50 opt: 50 Z-score: 77.3 bits: 20.8 EQ): 25
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (54-79:315-340)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI

290 300 310 320 330 340

gi]495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA
350 360 370

>>gi 46396596 |sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
initn: 35 initl: 35 opt: 35 Z-score: 76.6 bits: 16.5 EQ): 27
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (55-68:3-16)

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]463 DFVDAHNAARAQVGVGPVHWT

10 20

>>0g1i1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 76.3 bits: 20.2 EQ: 28
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (39-63:195-217)

10 20 30 40 50 60
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi 219 AARKLAITE IDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--S1QNDQASQREDSYE
170 180 190 200 210 220

70 80
2MEPSP CGGKFPVEDAKE

gi]219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>gi ]| 74664773 |sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)

initn: 43 initl: 43 opt: 50 Z-score: 76.0 bits: 20.7 EQ: 30
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (32-61:90-122)
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10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKE

gi | 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
120 130 140 150 160 170

>>gi |467660]|emb | CAA55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 75.9 bits: 20.7 EQ: 30
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (17-61:70-122)

10 20 30 40
2MEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGTTV-—-—— VDNLLNSED-
gi |467 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 )
50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|467 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi | 6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 75.9 bits: 20.7 EQ: 30
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (17-61:70-122)

10 20 30 40
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTV----- VDNLLNSED-
gi|601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I APAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|601 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi|544618|gb|AAB29344.1| 36 kda allergen {peptide 143- (20 aa)
initn: 34 initl: 34 opt: 34 Z-score: 75.3 bits: 16.2 EQ: 32
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:4-12)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|544 APPGCSNHFNLETVFGNFVK

10 20

>>gi1]256429|gb|AAB23464.1] Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.2 bits: 19.6 EQ): 33
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:172-187)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD

150 160 170 180 190 200

gi | 256 KESLAKKNHGLSRSE
210

>>gi]18770]emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)

initn: 46 initl: 46 opt: 46 Z-score: 75.2 bits: 19.6 EQ: 33
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:173-188)
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30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>gi|18772|emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 75.2 bits: 19.6 EQ: 33
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:173-188)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD
150 160 170 180 190 200

gi]187 KESLAKKNHGLSRSE
210

>>0gi]20385544 | gb|AAM21322_1|AF373221_1 group 14 allergen (1662 aa)
initn: 44 initl: 44 opt: 56 Z-score: 74.7 bits: 22.4 EQ): 35
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (26-66:452-496)

10 20 30 40 50
2MEPSP KE1SGTVKLPGSKSLSNRILLLAALSEGTTVV——--DNL-LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERHT I VRALENLNVNTOGYDNMVNAVDET
430 440 450 460 470 480

60 70 80

2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]203 IKSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD
490 500 510 520 530 540

>>gi1]195957140|gb]ACG59281.1] major allergen CM16 [Triti (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.7 bits: 18.7 EQ: 40
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (14-50:3-39)

10 20 30 40 50 60
OMEPSP KE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi|195 MASESNCVLLLAAVLVS | FAAVAAT GNEDCTPWNSTL ITPLPSCROYVE
10 20 30 40
70 80

2MEPSP AKRAVVVGCGGKFPVEDAKE

g||195 QQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREV
60 70 80 90 100

>>0gi1]21916]emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.7 bits: 18.7 EQ): 40
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (14-50:3-39)

10 20 30 40 50 60
OMEPSP KE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi]219 MASKSNCVLLLAAVLVS | FARVAAT GNEDCTPWHSTL ITPLPSCROYVE
10 20 30 40
70 80

2MEPSP AKRAVVVGCGGKFPVEDAKE

gi]219 QQACRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREV
50 60 70 80 90 100
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>>0gi1]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 48 Z-score: 73.6 bits: 20.1 EQ: 40
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (22-71:214-267)

10 20 30 40 50
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL

gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV-~LLGG IDSSYYTGSLNWY
190 200 210 220 230 240

60 70 80
250 260 270 280 290 300
>>0gi1]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde (496 aa)

initn: 38 initl: 38 opt: 49 Z-score: 73.1 bits: 20.4 EQ): 42
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (12-61:428-476)

10 20 30 40
2MEPSP KE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV
i 108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH
400 410 420 430 440 450
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>0gi1]136457|sp|P06886.1]TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 45 Z-score: 72.8 bits: 19.2 EQ): 44
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (7-49:35-74)

10 20 30
2MEPSP KE1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQI IKTAKASTNDNIKDLLDWYSSGS---DTFT

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

70 80 90 100 110 120

>>gi]59894749|gb]AAX11194.1] 60S acidic ribosomal P1 pho (107 aa)
initn: 41 initl: 41 opt: 41 Z-score: 72.7 bits: 18.1 EQ: 45
Smith-Waterman score: 41; 23.5% identity (54.9% similar) in 51 aa overlap (30-80:45-88)

10 20 30 40 50
2MEPSP  KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK

20 30 40 50 60 70
60 70 80
2MEPSP AAKRAVVVGCGGKFPVEDAKE
gi]598 AAA-—————- GAAAPAEEKKEEKEEEKEESDEDMGFGLFD
80 90 100

>>gi]5712199|gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 72.6 bits: 20.4 EQ): 46
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (37-67:378-406)

10 20 30 40 50 60
2MEPSP VKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVV
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gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLL I--LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

70 80
2MEPSP VGCGGKFPVEDAKE

gi]|571 QPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460

>>gi | 75315271 | sp| Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin (145 aa)
initn: 42 initl: 42 opt: 42 Z-score: 71.8 bits: 18.4 EQ): 50
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (51-75:16-40)

30 40 50 60 70 80
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVWGCGGKFPVEDAKE
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT

10 20 30 40

gi ]| 753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK
50 60 70 80 90 100

>>0gi]219815476|gb]ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 42 initl: 42 opt: 42 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (48-76:38-66)

20 30 40 50 60 70

10 20 30 40 50 60

80
2MEPSP AKE

gi]|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY IPTSALREILRALDDKLTEDELD
70 80 90 100 110 120

>>gi]4138175]|emb]CAA09885.1] allergen [Malassezia sympod (187 aa)
initn: 42 initl: 42 opt: 43 Z-score: 71.3 bits: 18.6 EQ: 54
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:106-141)

20 30 40 50 60 70
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP
gi]413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ

80 90 100 110 120 130

80
2MEPSP VEDAKE

gi]413 SbPKkkSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA
140 150 160 170 180

>>gi|2827316|gb|AAB99797.1] allergenic protein [Oryza sa (157 aa)
initn: 41 initl: 41 opt: 42 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (43-77:48-86)

20 30 40 50 60
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD----- KAAKRAVVV
gi]282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG
20 30 40 50 60 70
70 80

2MEPSP GCGGKFPVEDAKE

gi]282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGY
80 90 100 110 120 130

>>gi 47605452 sp|Q7Z1K3.1]ANIS1_ANISI RecName: Full=Majo (194 aa)
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initn: 39 initl: 39 opt: 43 Z-score: 71.0 bits: 18.6 EQ): 56
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (52-79:152-182)

30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

i |476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT 1 LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KE

gi|476 KCERGKLFANCCK
190

>>gi1]31339067|dbj |BAC77154.1] 21k allergen [Anisakis sim (194 aa)
initn: 39 initl: 39 opt: 43 Z-score: 71.0 bits: 18.6 EQ): 56
Smith-Waterman score: 43; 29.0% identity (58.1% similar) in 31 aa overlap (562-79:152-182)

30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi 1313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT 1LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KE

gi |313 KCERGKLFANCCK
190

>>gi1]13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 70.8 bits: 19.8 EQ): 57
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (32-60:90-121)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKE
gi]139 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>0gi1]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 70.8 bits: 19.8 EQ): 57
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (32-60:90-121)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKE

gi]832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi 1350779 |sp|P49148_1|RLAL1_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.7 bits: 17.8 EQ): 57
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (21-37:46-62)

10 20 30 40 50
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT

gi 135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALééKDQKbLLLNVGSGGGAAPLPEA
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20 30 40 50 60 70

60 70 80
2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>0gi1]21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 70.7 bits: 20.1 EQ: 58
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (34-67:381-414)

10 20 30 40 50 60
OMEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi 213 NGIEETICTASFKKNIGRNRSPD I'YNPQAGSLKTANELQLNLL ILRWLGLSAEYGNLYRN

360 370 380 390 400 410

70 80
2MEPSP AVVVGCGGKFPVEDAKE

gi]213 ALFVPHYNTNAHSI I YALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>0gi]161087230|gb]ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.3 bits: 17.8 EQ: 61
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (41-50:55-64)

20 30 40 50 60 70

30 40 50 60 70 80

80
2MEPSP GKFPVEDAKE

gi]161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>0gi1]398830]emb | CAA52753.1] Phlp5 [Phleum pratense] (312 aa)
initn: 40 initl: 40 opt: 45 Z-score: 70.3 bits: 19.2 EQ): 61
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (41-78:3-39)

20 30 40 50 60 70
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG
gi ]398 MAVHQYTVAL -FLAVALVAGPAASYAADLGYG
10 20 30

80

2MEPSP GKFPVEDAKE

gi]398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKL IEKINAGFKAALAAAAGVQPADKYR
40 50 60 70 80 90

>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.1 bits: 19.5 EQ: 62
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (13-49:246-282)

10 20 30 40
OMEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGT~TVVDNLLNSEDV
gi | 158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]158 AKW-GPLRWMLAIQQLTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330
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>>gi|21514|emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.1 bits: 19.5 EQ: 62
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (13-49:246-282)

10 20 30 40
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA

220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi |215 AKW-GPLRWMLAIQQMTNAASSYMTDYY I STVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi]|21510]emb|CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 70.1 bits: 19.5 EQ: 62
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (13-49:246-282)

10 20 30 40
2MEPSP KE 1SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA

220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]215 AKW—éPLéWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>gi | 85681057 | sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)
initn: 30 initl: 30 opt: 30 Z-score: 69.8 bits: 14.9 EQ: 65
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (51-58:10-17)

30 40 50 60 70 80
OMEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|856 ANPTEGFTPLGLSSDAN
10

>>0gi1]38326693|gb]AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.5 bits: 18.6 EQ): 67
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (52-68:11-27)

30 40 50 60 70 80
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]383 MGFTDFVSDAGLSLANNYLATRSY 1VGHAPSQADVVTYKA

10 20 30 40

gi1]383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>gi]|152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.5 bits: 18.6 EQ: 67
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:71-102)

10 20 30 40 50 60
2MEPSP KE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
i 152 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD

50 60 70 80 90 100

70 80
2MEPSP AKRAVVVGCGGKFPVEDAKE

gi]152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 124

>>gi|57283139|emb|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)
initn: 42 initl: 42 opt: 47 Z-score: 69.2 bits: 19.7 EQ: 69
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (19-62:59-105)

10 20 30 40
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEG——TTVVDNLLNSEDVHYMLG
gi|572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNYIADKGLNDETYAADSV

30 40 50 60 70 80
50 60 70 80

2MEPSP AL RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSSIFSWHGNQSTYEQQQLAAKVAE
90 100 110 120 130 140

>>gi]|12005501 | gb | AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 39 initl: 39 opt: 45 Z-score: 69.1 bits: 19.2 EQ: 71
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (46-68:150-174)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA——DKAAKRAVVVGCGGKF

gi]120 VEWAAEAHIKKAKAGKKGFKGSVANMSLGGGSSRTLDLAVNAAVDAGIHFAVAAGNDNAD
120 130 140 150 160 170

80
2MEPSP PVEDAKE

gi]120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230

>>gi]232054|sp|P30575.1]ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 69.0 bits: 19.4 EQ: 72
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (32-64:91-126)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED———VHYMLGALRTLGLSVEAD

gi|232 KGVLKAVANVNDIIAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAAA
70 80 90 100 110 120

60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAKE
gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi|19570315|dbj | BAB86286.1] Cry j 1 precursor [Cryptom (374 aa)
initn: 39 initl: 39 opt: 45 Z-score: 68.7 bits: 19.2 EQ: 74
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (16-74:193-252)

10 20 30 40
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML
gi]195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL

170 180 190 200 210 220

50 60 70 80

OMEPSP GALRTLGLSVEADKAAKRAVVVG-———— CGGKFPVEDAKE

gi]195 GH----DDAYSD6kéMKV%QAFNQFGPNCGQéMﬁRARYGLVHVANNNYDPWT|YA|GGss
230 240 250 260 270

gi]195 NPTILSEGNSFTAPNESYKKQVT IRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG
280 290 300 310 320 330

>>0gi1]253683676|gb]ACT33296.1] putative tabinhibitin 9 [T (252 aa)

initn: 41 initl: 41 opt: 43 Z-score: 68.7 bits: 18.6 EQ: 74
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (8-70:133-189)
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10 20 30
2MEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN
gi |253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPETMSL ISTAIKRGHMQKHNITRDIVEK
110 120 130 140 150 160
40 50 60 70 80
OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
i 1253 YQPVGPK-GNVKELALAIF————— DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP
170 180 190 200 210

gi]253 VYKTGNSPGEKCIKKDETFKNLCFAQEP INPNEHNL
220 230 240 250

>>0g1]21886603|emb]CAC84116.1] peptidylprolyl isomerase ( (173 aa)
initn: 37 initl: 37 opt: 41 Z-score: 68.5 bits: 18.0 EQ): 76
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (44-70:146-170)

20 30 40 50 60 70

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF

i |218 NGSQFF ICTAKTEWLDGKHVVFGQVVEGLD IVKAIEKVGSS--SGRTSKPVVVADCGQLS
120 130 140 150 160 170

80
2MEPSP PVEDAKE

>>gi|126608|sp|PO0698.1|LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 68.2 bits: 17.7 EQ: 79
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (8-17:86-95)

10 20 30
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK
60 70 80 90 100 110
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>gi|2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 67.9 bits: 18.6 EQ: 82
Smith-Waterman score: 44; 27.1% identity (59.3% similar) in 59 aa overlap (1-57:34-89)

10 20 30
OMEPSP KE 1SGTVKLPGSKSLSNRILLLAALSEGTT
gi|225 DGLIDDI 1AILP IDDLKALFQEKLETSLDFKAFYDAVRSPEFQS I ---VQTLNAMPEYQD
10 20 30 40 50 60

40 50 60 70 80

2MEPSP VVDNLLNSE-DVHYMLGALRTL -GLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]225 LLOKLRDKGVDVDHY IEL IRALFGLTREARNLQDDLNDFLAL 1PTDQILAIAMDYLANDA
70 80 90 100 110 120

>>gi | 38258932 | sp|P82615|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.8 bits: 18.3 EQ): 83
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (31-62:71-102)

10 20 30 40 50 60
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA

gi|382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILQGPLLGPSDAEIKLQDAéLLQLSLEFSPD
50 60 70 80 90 100
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70 80
2MEPSP AKRAVVVGCGGKFPVEDAKE

gi|382 ékGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>gi|1247373|emb | CAA01909.1] Bl protein allergen [Cynodo (71 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.6 bits: 16.6 EQ): 85
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:18-44)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gill24 GTRRFDTNGDGK ISLAELTDALRTLG-STSADEVQRMMAE IDTDGDG

10 20 30 40

80

2MEPSP PVEDAKE

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>gi 114841607 |dbj |BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ): 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841617 |dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841663 |dbj | BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ): 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]1171004|sp|P43212.1]PGLR2_CRYJA RecName: Full=Polyg (514 aa)
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initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi|117 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi|117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841657|dbj | BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ): 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLRLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0g1]24898906|dbj | BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi |248 VNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1G1SITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841671|dbj | BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841665|dbj | BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ): 85
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi|114 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPéFALVFGNCEGVKIIGISITAPéDS
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180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0g1i1]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85
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Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841653|dbj | BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS
240 250 260 270 280 290

>>0i1]114841629|dbj | BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ): 85

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841641 |dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.6 bits: 19.4 EQ: 85

Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (35-59:201-228)

10 20 30 40 50 60
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKE

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290
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>>gi]|1247375]|emb | CAA01910.1] B4 protein allergen [Cynodo (73 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.4 bits: 16.6 EQ: 87
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:20-46)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|124 GTSFKRFDTNGDGK ISLAELTDALRTLG-STSADEVQRMMAE IDTDGDG

10 20 30 40

80

2MEPSP PVEDAKE

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>gi|24418862|sp|PO0630.3|PA2_APIME RecName: Full=Phosph (167 aa)
initn: 40 initl: 40 opt: 40 Z-score: 67.1 bits: 17.7 EQ: 91
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (15-39:5-29)

10 20 30 40 50 60
2MEPSP KE ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi|244 MQVVLGSLFLLLLSTSHGWQIRDR IGDNELEERI 1 YPGTLWCGHGNKSSG
10 20 30 40 50

70 80

2MEPSP AKRAVVVGCGGKFPVEDAKE

gi]244 PNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSADT
60 70 80 90 100 110

>>gi|664852|gb|AAB07620.1] Asp FIl [Aspergillus fumigatu (250 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.0 bits: 18.3 EQ: 92
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (13-38:93-118)

10 20 30 40
2MEPSP KE1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVH
gi 664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS

70 80 90 100 110 120
50 60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEAFEYFALEAYAFD IAAP
130 140 150 160 170 180

>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major (305 aa)
initn: 40 initl: 40 opt: 43 Z-score: 67.0 bits: 18.5 EQ: 92
Smith-Waterman score: 43; 35.0% identity (70.0% similar) in 20 aa overlap (37-56:113-132)
10 20 30 40 50 60
gi]249 SDEINCPDFNKSVHCRADRLPVCSSTSAHSSKQDVAWMLGYGS IQGFSMDDASVGSVSSE
90 100 110 120 130 140

70 80
2MEPSP VGCGGKFPVEDAKE

gi]249 FHVIESAIEVITYIGEEVKVIPAGEVEV INKVKAAFSTAATAADEAPANDKFTVFVSSFN
150 160 170 180 190 200

>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba (374 aa)
initn: 39 initl: 39 opt: 44 Z-score: 66.9 bits: 18.8 EQ): 93
Smith-Waterman score: 44; 25.9% identity (53.7% similar) in 54 aa overlap (26-74:203-252)

10 20 30 40 50
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
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gi]117 ALTLRTATNIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGH----DDAY
180 190 200 210 220

60 70 80
OMEPSP EADKAAKRAVVV/G—-———~— CGGKFPVEDAKE
gi|117 SDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT IYAIGGSSNPT ILSEGNS
230 240 250 260 270 280

>>gi|4588118| gb|AAD25995.1|AF098517_1 alkaline serine pr (457 aa)
initn: 41 initl: 41 opt: 45 Z-score: 66.9 bits: 19.1 EQ): 93
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (46-68:290-314)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

260 270 280 290 300 310

80
2MEPSP PVEDAKE

gi]458 ACNYSPAAAEKAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
320 330 340 350 360 370

>>gi]|14423846|sp|082040.1|POLC7_PHLPR RecName: Full=Polc (78 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.8 bits: 16.6 EQ): 94
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:25-51)

20 30 40 50 60 70
OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|144 MADDMER I FKREDTNGDGK I SLSEL TDALRTLG-STSADEVQRMMAE 1 DTDGDG
10 20 30 40 50
80

2MEPSP PVEDAKE

gi|144 FIDFNEFISFCNANPGLMKDVAKVF
60 70

>>gi | 8453086 | gb|AAF75225.1|AF208981_1 paramyosin isoform (473 aa)
initn: 45 initl: 45 opt: 45 Z-score: 66.6 bits: 19.1 EQ: 96
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (18-65:239-286)

10 20 30 40
2MEPSP KEISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGA
gi]845 SAELEECKVALDNAIRARKQAEVDLEEANVRIAELVSLTNNLTTIKNKLETELSTVRADL
210 220 230 240 250 260
50 60 70 80

2MEPSP LRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi |845 DETTKELHAADERANRALADAARAIEQLHEEQEHSMK I DALRRSLEEQVKQLQVQIQEAE
270 280 290 300 310 320

>>gi 198250343 | gb|ACH85188.1] main allergen 15 kDa oleos (145 aa)
initn: 39 initl: 39 opt: 39 Z-score: 66.6 bits: 17.4 EQ): 97
Smith-Waterman score: 39; 34.8% identity (78.3% similar) in 23 aa overlap (53-75:18-40)

30 40 50 60 70 80
2MEPSP AALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|198 MAEHYGQQQQTRAPHPQLQPRAQRVVKAATAVTAGGSLLVLSGLTLA

10 20 30 40

gi|198 GTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGKHP
50 60 70 80 90 100
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>>0gi1]8118439|gb|AAF72991.1]|AF261278_1 beta-expansin [Ory (267 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.4 bits: 18.3 EQ: 99
Smith-Waterman score: 42; 50.0% identity (75.0% similar) in 12 aa overlap (68-79:91-102)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi 811 GGACGYKDIDKAPFLGMNSCGNDP I FKDGKGCGSCFEVKCSKPEACSDKPV I IHITDMNT
70 80 90 100 110 120

gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAG I IDMQFRRVRCKYPGETKVTFHVEKGSNP
130 140 150 160 170 180

>>gi | 1871507 |emb | CAA62634.1] calcium-binding pollen alle (82 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.4 bits: 16.5 EQ: 99
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (44-71:29-55)

20 30 40 50 60 70

gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLG—éTSADEVQRMMAEIDTDéDG
10 20 30 40 50

80
2MEPSP PVEDAKE

gi]187 FIDFDEFISFCNANPGLMKDVAKVF
60 70 80

80 residues in 1 query  sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011
Total Scan time: 0.040 Total Display time: 0.020

Function used was FASTA [version 35.04 Feb. 20, 2010]

# /apps/fastasbin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11.fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt
1>>>2MEPSPS: 14 - 93 - 80 aa
Library: /apps/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491 sequences

opt EQ
< 20 2 0:=
22 0 0: one = represents 3 library sequences
24 0 0:
26 1 0:=
28 0 0:
30 4 2:*=
32 10 8
34 6
36 14
38 48 *
40 86 *
42 90 *
44 144 *==
46 156 *
48 159 *
50 159 *
52 134 *
54 111 *
56 78 *
58 57 *
60 41 *
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inset = represents 1 library

sequences

Statistics: Expectation_n fit: rho(In(x))= 5.13580.00299; mu= 3.9595 0.156
mean_var=38.301011.045, 0"s: 2 Z-trim: 2 B-trim: O in 0/44

Lambda= 0.207238

Kolmogorov-Smirnov statistic: 0.0785 (N=28) at 42
Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1

join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.040

The best scores are:

gi|66847146|gb|EAL87477.1] allergen Asp F4 [Asperg (
gi 83300369 |sp|060024.2|ALL4_ASPFU RecName: Full=A (
gi]256635]gb|AAB23482_1] Kunitz trypsin inhibitor (
gi]5019414|emb|CAB44442_1| PPlase [Aspergillus fum (
gi | 2506771 |sp|P16968.2| 1AA1_HORVU RecName: Full=Al (
gi]21465915|pdb|1KTI|A Chain A, X-Ray Structure Of (
gi]21725592]emb | CAD38377.1] unnamed protein produc (
gi ]| 76097509 gb|ABA39437.1] Der p 2 allergen precur (
gi|157829757 | pdb|1A9V|A Chain A, Tertiary Structur (
gi]256095984 |emb ]| CAQ68249.1] Der p 2 allergen prec (
gi]21725604 | emb | CAD38383.1] unnamed protein produc (
gi]110560872|gb]|ABG76196.1] group 2 allergen Der p (
gi]3941386|gb|AAC82350.1] group 2 allergen Eur m 2 (
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm (
gi]14423649|sp|Q9TZZ2.2]ALL2_EURMA RecName: Full=M (
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi (
gi]99644635]|emb|CAK22338.1| Der p 2 allergen precu (
gi 5326864 | gb|AAD42074.1|AF144753_1 peroxisomal me (
gi]113476]sp|P27760.1|MPA12_AMBAR RecName: Full=Po (
gi]114841683|dbj |BAF32143.1] pollen allergen [Cham (
gi|225877920|emb | CAX32963.1] parvalbumin [Gallus g (
gi]549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven (
gi]21725590]emb | CAD38376.1] unnamed protein produc (
gi]|17978844|gb|AAL47677.1] major Der f 2 isoform [ (
gi|21725582|emb | CAD38372.1] unnamed protein produc (
gi 21725594 |emb | CAD38378.1] unnamed protein produc (
gi]21725586 ] emb|CAD38374.1] unnamed protein produc (
gi]21725600]emb | CAD38381.1] unnamed protein produc (
gi]|21725602|emb|CAD38382.1] unnamed protein produc (
gi 21725588 emb | CAD38375.1] unnamed protein produc (

322)
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203)
178)
146)
129)
129)
129)
129)
129)
129)
130)
135)
145)
145)
146)
146)
167)
398)
419)
110)
202)
129)
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129)
129)
129)
129)
129)
129)

opt bits
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gi]21725596 |emb | CAD38379.1] unnamed protein produc
gi 21725584 |emb | CAD38373.1] unnamed protein produc
gi]59894749|gb|AAX11194.1] 60S acidic ribosomal P1
gi]47606004|sp|Q7M1E7.1]PGLR2_CHAOB RecName: Full=
gi]217308]dbj |BAA01241.1] mite allergen Der f Il p
gi|2769700|gb|AAB95638.1| peroxisomal-like protein
gi]66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
gi]546852]gb|AAB30829.1] Der f 11 [Dermatophagoide
gi]256631558|dbj |BAD74060.2] group 2 allergen [Der
gi|55859466|emb|CA105848.1] mite allergen Der f 2
gi]218203834|gb|ACK76300.1] Der ¥ 2 allergen [Derm
gi]55859470]emb | CA105850.1] mite allergen Der f 2
gi]86450747|gb|ABC96702.1] Der s 2 a allergen [Der
gi|55859468|emb|CA105849.1] Der £ 2 [Dermatophagoi
gi]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen
gi]156480837|gb]ABU68318.1] Der f 2 allergen [Derm
gi]21512|emb|CAA27571.1] patatin [Solanum tuberosu
gi]|118216|sp|P18153.1|D7_AEDAE D7 protein precurso
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]14423684|sp|Q9HDT3.2]ENO_ALTAL RecName: Full=En
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1
gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es
gi]|256636|gb|AAB23483.1| Kunitz trypsin inhibitor
gi]49523394 | emb | CAE52833.1] polygalacturonase [Pla
gi]46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea
gi]|31339067|dbj |BAC77154.1] 21k allergen [Anisakis
gi]47605452|sp|Q7Z1K3.1]ANIS1_ANISI RecName: Full=
gi | 74664773 sp|Q96X46.3]|ENO_PENCI RecName: Full=En
gi|6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Eno
gi |467660]emb | CAA55070.1] enolase, allergen Cla h
gi]544618]gb|AAB29344.1] 36 kda allergen {peptide
gi]256429]gb|AAB23464.1] Kunitz trypsin inhibitor
gi]18770]emb|CAA45777.1] trypsin inhibitor subtype
gi|18772|emb|CAA45778.1] trypsin inhibitor subtype
gi]8118439|gb|AAF72991_1]AF261278_ 1 beta-expansin
gi1]20385544|gb|AAM21322 _1|AF373221_1 group 14 alle
gi|1167836]|emb|CAA93121.1| protein with incomplete
gi]195957140|gb]ACG59281.1] major allergen CM16 [T
gi]21916]emb|CAA34709.1] precursor (AA -24 to 119)
gi]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pe
gi|1173557|gb|AAA86533.1] Ory s 1 [Oryza sativa]
gi1]109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full
gi1]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=
gi]136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox
gi]45823012|emb|CAG24374.1] unnamed protein produc
gi]33149333|gb|AAP96759.1] group 1 allergen Dac g
gi]28373838]pdb] IN10JA Chain A, Crystal Structure
gi|5712199]gb|AAD47382.1] glycinin [Arachis hypoga
gi|168314|gb|AAA63278.1] pollen allergen [Lolium p
gi]75315271|sp|Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin
gi]1582250]prf|]2118271A allergen Phl p 1
gi]1171008]sp|P43213.1|MPAP1_PHLPR RecName: Full=P
gi]126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po
gi]3860384]emb|CAA10140.1] major group I allergen
gi]3901094]emb|CAA81613.1] pollen allergen Phl pl
gi|168316|gb|AAA63279.1] pollen allergen [Lolium p
gi | 75274600 sp|Q9SC98|Q9SC98_LOLPR Pollen allergen
gi]4090265]emb | CAA10520.1] group I pollen allergen
gi]18093991|emb ]| CAD20406.1] unnamed protein produc
gi]1171005]sp|P43216.1|MPAH1_HOLLA RecName: Full=M
gi 219815476 gb|ACL36923.1] troponin C [Tyrophagus
gi]4138175]|emb|CAA09885.1| allergen [Malassezia sy
gi]2827316]gb|AAB99797.1] allergenic protein [Oryz
gi]1350779]sp|P49148_.1|RLA1_ALTAL RecName: Full=60
gi]|13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspe
gi]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En
gi1]21314465]|gb|AAM46958.1]AF510854_1 allergen Arah
gi]161087230|gb]JABX56711.1] LTP isoallergen 1 prec
gi]398830|emb|CAA52753.1] Phlp5 [Phleum pratense]
gi | 85681057 |sp|P82947.1|ALL50_SOYBN RecName: Full=

DOW CONFIDENTIAL - Do not share without permission

129)
129)
107)
514)
138)
168)
168)
142)
146)
146)
146)
146)
146)
146)
30)
175)
386)
321)
514)
438)
440)
391)
204)
377)
21)
284)
194)
194)
438)
( 440)
( 440)
( 20)
( 216)
( 217)
( 217)
( 267)
(1662)
( 248)
( 143)
( 143)
( 385)
( 263)
( 267)
( 496)
( 232)
( 240)
240)
241)
530)
252)
145)
262)
263)
263)
263)
263)
263)
263)
263)
( 264)
265)
153)
187)
157)
110)
438)
438)
538)
116)
( 312)
C 17D

ANAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

ANANAAAAAAAAAAAAAAAAD

ANAAAAAAAAAAAA

NOUNOJNUIRPWROOOOOOOOWOOROOOOOWOONNIORAANOUINNNOADNIBDNNOONAMAIINOONNOOWOOOOOOORREOO®WOO

Dow AgroSciences LLC
Study ID: 110328
Page 133



Dow AgroSciences LLC
Study ID: 110328
Page 134

gi]|21514|emb|CAA27588.1] patatin [Solanum tuberosu ( 386) 46 19.2 76
gi]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386) 46 19.2 76
gi]21510]emb|CAA31575.1] unnamed protein product [ ( 386) 46 19.2 76
gi]152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228) 43 18.3 81
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci ( 228) 43 18.3 81
gi|57283139|emb|CAE17317.1] villin 2 [Nicotiana ta ( 520) 47 19.4 85
gi]12005501 | gb|AAG44480.1|AF245168 1 vacuolar seri ( 358) 45 18.9 86
gi]232054]|sp|P30575.1| ENO1_CANAL RecName: Full=Eno ( 440) 46 19.2 87
gi1]253683676|gb]ACT33296.1] putative tabinhibitin ( 252) 43 18.3 89
gi]19570315|dbj |BAB86286.1] Cry j 1 precursor [Cry ( 374) 45 18.9 90
gi]21886603|emb|CAC84116.1] peptidylprolyl isomera ( 173) 41 17.8 91
gi]126608]sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147) 40 17.5 94
gi]2498576]sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269) 43 18.3 96
gi|2253610|gb|AAC34737.1] Cr-PII allergen [Peripla ( 274) 43 18.3 98
gi]38258932]|sp|P82615|LATH_HORSE Latherin precurso ( 228) 42 18.0 99
gi]1247373]emb|CAA01909.1] Bl protein allergen [Cy ( 71) 36 16.3 99

>>gi|66847146|gb|EAL87477.1] allergen Asp F4 [Aspergillu (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 102.3 bits: 25.2 EQ): 1
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (14-56:3-45)

10 20 30 40 50
OMEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKA
gi 668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT IN
10 20 30 40
60 70 80

2MEPSP AKRAVVVGCGGKFPVEDAKEE

gi]668 GVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWT
50 60 70 80 90 100

>>gi 83300369 |sp|060024 .2|ALL4_ASPFU RecName: Full=Aller (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 102.3 bits: 25.2 EQ): 1
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (14-56:3-45)

10 20 30 40 50
OMEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKA
gi 833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT IN
10 20 30 40
60 70 80

2MEPSP AKRAVVVGCGGKFPVEDAKEE

gi]833 GVLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWT
50 60 70 80 90 100

>>gi | 256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 98.1 bits: 23.7 EQQ: 1.8
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (32-61:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAKEE

gi]256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV
70 80 90 100 110 120

>>gi|5019414|emb|CAB44442_.1| PPlase [Aspergillus fumigat (178 aa)
initn: 55 initl: 55 opt: 56 Z-score: 91.1 bits: 22.2 EQ: 4.3
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (10-69:114-176)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNRILLLAALS---EGTTVVDNLLN
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gi]501 GGRSIYGDKFADENFSRKHDKKG ILSMANAGPNTNGSQFFITTAVTSWLDGKHVVFGEVA
90 100 110 120 130 140

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
i |501 DEKSYSVVKE IEALGSSSGSVRSNTRPK IVNCGEL

150 160 170

>>gi | 2506771 |sp|P16968.2]| IAA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 50 initl: 50 opt: 54 Z-score: 89.5 bits: 21.7 E(QQ: 5.3
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (43-68:75-101)

20 30 40 50 60 70

gi |250 GQVVESIQKDCCRQIAAIGDEWC I CGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE
50 60 70 80 90 100

80
2MEPSP FPVEDAKEE

gi|250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>gi 21465915 pdb | 1KTIJA Chain A, X-Ray Structure Of Der (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(D: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|214 SEVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725592|emb] CAD38377.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(Q: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]76097509|gb|ABA39437.1| Der p 2 allergen precursor (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(Q: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi 760 DQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30

gi | 760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi | 157829757 |pdb|1A9V|A Chain A, Tertiary Structure Of (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(QQ: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
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gi|157 SQVDVKDCANHEIKKVLVPééHééEﬁCIIHRGKPFQLE
10 20 30

gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1 256095984 |emb | CAQ68249.1] Der p 2 allergen precurso (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(Q: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]256 DQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi]256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1 21725604 |emb] CAD38383.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(Q: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE I KKVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 110560872 |gb|ABG76196.1] group 2 allergen Der p 2 [ (130 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.6 bits: 20.8 E(QQ: 8.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:10-27)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|110 RDQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]|3941386 | gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.3 bits: 20.8 EQ): 9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:15-32)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE

10 20 30 40

gi]394 AVFDANQNSNAAKIEIKAT IDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
50 60 70 80 90 100

>>0gi1]164415595|gb]ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.7 bits: 20.8 EQQ: 9.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (566-73:25-42)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|164 MYK I LCLSLLVAAVARDQVDVKDCANHE 1KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi]164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110
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>>gi|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.7 bits: 20.8 E(QQ: 9.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:25-42)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|144 MYKTLCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLE

10 20 30 40 50

gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
60 70 80 90 100 110

>>gi 1352237 |sp|P49278.1|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.7 bits: 20.8 EQQ: 9.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]135 MMYKTLCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30 40 50

gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]99644635]|emb ]| CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.7 bits: 20.8 EQQ: 9.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi 996 MMYK I LCL SLLVAAVAADQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPEQLE
10 20 30 40 50

gi]996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]5326864 | gb|AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 51 initl: 51 opt: 51 Z-score: 83.5 bits: 20.7 EQ): 11
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (6-71:34-99)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi 532 KAGDSFPEGVTFSY IPWAEDASE I TSCG 1P INYNASKEFANKKVVLFALPGAFTPVCSAN
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDD ILFLSDPEAKFSKSIG
70 80 90 100 110 120

gi]532 WADEEGRTYRYVLVIDNGKI I YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi]113476]|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 82.8 bits: 21.9 EQ): 12
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (34-62:246-275)

10 20 30 40 50 60

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKéMLATVAFNMFTDHVDQ
220 230 240 250 260 270

70 80
2MEPSP AVVVGCGGKFPVEDAKEE
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gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPT ILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>0i1]114841683|dbj | BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 39 initl: 39 opt: 55 Z-score: 82.4 bits: 21.9 EQ: 13
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (25-75:161-217)

10 20 30 40 50
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG--~ALRTL
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKEL TLMNSPEFHLVFGECEGVKIQ
140 150 160 170 180 190

60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEE

200 210 220 230 240 250

>>0gi1]225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 48 Z-score: 82.2 bits: 19.9 EQ: 14
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (33-79:5-46)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|225 MAMTDVL SAED I KKAVGAFS—— - ~AAESFNYKKF

10 20 30

70 80

OMEPSP AVVVGCGGKEPVEDAKEE
gi |225 FEMVGLKKKSP-EDVKKVFHILDKDRSGF I EEEELKFVLKGFTPDGRDLSDKETKALLAA
40 50 60 70 80

>>0gi1]549185]sp|P35782.1]VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 51 Z-score: 82.0 bits: 20.7 EQ): 14
Smith-Waterman score: 51; 23.4% identity (563.1% similar) in 64 aa overlap (24-76:113-176)

10 20 30 40 50

2MEPSP E1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL

gi 549 LAQIAQVWANQCNYGHDNCRNSAKYSVGON I AEGSTSADNFVNVSNMVKMWEDEVKDYQY
) 100 110 120 130 140
60 70 80

2MEPSP SVEADKAAK----—=———-- RAVVVGCGGKFPVEDAKEE

gi]549 GSPKNKLNKVGHYTQMVWAKTKE IGCGSEDY IEDGWHRHYLVCNYGPAGNVGNEP I YERK
150 160 170 180 190 200

>>0gi1]21725590]|emb ] CAD38376.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE I KEVLVPGCHGSEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|17978844|gb|AAL4A7677.1] major Der ¥ 2 isoform [Derm (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
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gi]179 DQVDVKDCANNEIKKVMVDééHééDﬁCIIHRGKPFTLE
10 20 30

gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725582|emb] CAD38372.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725594|emb ] CAD38378.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725586 | emb | CAD38374.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]|21725600]|emb | CAD38381.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725602|emb] CAD38382.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE IKEVLVPGCHGSEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
4 50 60 70 80 90
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>>gi|21725588|emb | CAD38375.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725596 |emb | CAD38379.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725584|emb] CAD38373.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.8 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]59894749|gb]AAX11194.1] 60S acidic ribosomal P1 pho (107 aa)
initn: 47 initl: 47 opt: 47 Z-score: 80.8 bits: 19.6 EQ): 16
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (29-80:45-89)

10 20 30 40 50
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK

gi|598 LADDGIEVSADKIQTILGAAKVQEVEP IWAT IFAKALEGKD IKEILTNVGSAGPATAGAP

20 30 40 50 60 70
60 70 80
2MEPSP AAKRAVVVGCGGKFPVEDAKEE
gi]598 AA-—————- AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD
80 90 100

>>gi |47606004 | sp| Q7M1E7 . 1| PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 55 Z-score: 80.7 bits: 21.8 EQ): 16
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (25-75:191-247)

10 20 30 40 50
OMEPSP E1SGTVKLPGSKSLSNR I LLLAALSEGTTVVD-NLLNSEDVHYMLG--~ALRTL
i |476 QQWWAGQCKVVNGRTVCNDRNRPTAIK 1DYSKSVTVKEL TLMNSPEFHLVFGECEGVKIQ
170 180 190 200 210 220

60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEE

230 240 250 260 270 280
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>>gi|217308|dbj |BAA01241.1]| mite allergen Der f Il precu (138 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.3 bits: 19.9 EQ: 17
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:18-35)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|217 SLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPFTLE

10 20 30 40

gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
50 60 70 80 90 100

>>gi | 2769700 gb|AAB95638.1] peroxisomal-like protein [As (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 80.3 bits: 20.1 EQ: 17
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (6-71:35-100)

10 20 30
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi]276 KAGDSFPSDVVFSY IPWSEDKGEITACGIPINYNASKEWADKKV ILFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi 276 HVPEY IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKS1G
70 80 90 100 110 120

gi|276 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi| 66845476 | gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 80.3 bits: 20.1 EQ: 17
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (6-71:35-100)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLL
gi 668 KAGDSFPSDVVFSY IPWSEDKGE I TACGIPINYNASKEWADKKV I LFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi 1668 HVPEY IEKLPE IRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKSIG
70 80 90 100 110 120

gi1]668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>0gi1]546852|gb|AAB30829.1| Der f Il [Dermatophagoides fa (142 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.0 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (566-73:22-39)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi 546 GTMVSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 256631558 dbj | BAD74060.2] group 2 allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
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gi]256 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE
10 20 30 40 50

gi|256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1 55859466 |emb]CAI05848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]558 M1SK I LCLSLLVAAVVADQVDVKDCANHE I KKVMVDGCHGSDPC I IHRGKPENLE
10 20 30 40 50

gi]558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0g1]218203834|gb]ACK76300.1] Der ¥ 2 allergen [Dermatop (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|218 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE

10 20 30 40 50

gi]218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi]55859470|emb|CA105850.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi 558 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE

10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 86450747 |gb|ABC96702.1] Der s 2 a allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE

10 20 30 40 50

gi]864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1]55859468|emb]CAI05849.1] Der ¥ 2 [Dermatophagoides (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (56-73:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|558 MISK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110
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>>gi | 32363124 |sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 78.4 bits: 17.3 EQ: 22
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (53-65:5-17)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]323 INLKAVIADPVAKTAVVQAGATLGEVYYXI

10 20 30

>>0gi1]156480837|gb]ABU68318.1] Der ¥ 2 allergen [Dermatop (175 aa)
initn: 48 initl: 48 opt: 48 Z-score: 78.3 bits: 19.8 EQ): 22
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (566-73:55-72)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

i 156 CGKFVCVIHFFSFHLENTKHNFLFLVY IHIANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
30 40 50 60 70 80

gi]156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
90 100 110 120 130 140

>>gi]21512]emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 78.2 bits: 21.0 EQ: 22
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (7-29:241-263)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFAS IKSLNYKQMLLLSLGTGTTSEFDKTY
220 230 240 250 260 270
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]215 TAEETAKWGTARWMLVIQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
280 290 300 310 320 330

>>0gi1]118216]|sp|P18153.1|D7_AEDAE D7 protein precursor (A (321 aa)
initn: 37 initl: 37 opt: 51 Z-score: 78.1 bits: 20.7 EQ): 23
Smith-Waterman score: 51; 34.7% identity (565.1% similar) in 49 aa overlap (32-80:221-261)

10 20 30 40 50 60
OMEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|118 CQIRQYTVLDDALFKEHTDCVMKG IRY I TKDNQLDVEEVK-----~ RDFKL-VNKDTKAL
200 210 220 230 240
70 80

2MEPSP RAVVVGCGGKFPVEDAKEE

250 260 270 280 290 300

>>gi 24898904 |dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 77.4 bits: 21.2 EQ): 25
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (34-58:201-228)

10 20 30 40 50 60
OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA
gi | 248 VNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI 1GISITAPRDS

180 190 200 210 220 230

70 80
2MEPSP KRAVVVGCGGKFPVEDAKEE

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290
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>>gi|14423684 | sp|QOHDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)
initn: 45 initl: 45 opt: 52 Z-score: 77.2 bits: 21.0 EQ: 26
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (29-60:88-122)

10 20 30 40 50
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|144 GGKGVTKAVANVNDTIAPAL IKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANATLGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEE

gi|144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>gi | 14585753 | gb|AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 77.1 bits: 21.0 EQ: 26
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (29-60:88-122)

10 20 30 40 50
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE

gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLbGTENKTKLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEE

gi]145 I1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
120 130 140 150 160 170

>>gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 76.5 bits: 20.7 EQ: 28
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (25-51:72-98)

10 20 30 40 50
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
gi |513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRL I IDFIAESFNLPYLSPYLSSLGSNF

50 60 70 80 90 100
60 70 80

2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEE

gi]513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160

>>gi | 256636 | gb|AAB23483.1| Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 75.4 bits: 19.5 EQ: 32
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (32-61:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi]256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAKEE

gi]256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWATV
70 80 90 100 110 120

>>gi|49523394|emb | CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 50 initl: 50 opt: 50 Z-score: 75.2 bits: 20.4 EQ: 33
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (53-78:315-340)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
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gi |495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVV IACSHGMPCSNMKIGE
290 300 310 320 330 340

gi|495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA
350 360 370

>>gi1]46396596|sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
initn: 35 initl: 35 opt: 35 Z-score: 74.9 bits: 16.2 EQ): 34
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (54-67:3-16)

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]463 DFVDAHNAARAQVGVGPVHWT

10 20

>>gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 74.3 bits: 19.8 EQ: 37
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (38-62:195-217)

10 20 30 40 50 60
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi 219 AARKLAITE IDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--S1QNDQASQREDSYE
170 180 190 200 210 220

70 80
2MEPSP CGGKFPVEDAKEE

gi]219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>gi]|31339067|dbj |BAC77154.1] 21k allergen [Anisakis sim (194 aa)
initn: 42 initl: 42 opt: 46 Z-score: 74.2 bits: 19.2 EQ: 37
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (51-80:152-184)

30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi]313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSéKPQKMDRGSGWMMTILGKSéDDQ#CPEDA
130 140 150 160 170 180

80
2MEPSP KEE

gi|313 KCERGKLFANCCK
190

>>gi |47605452 | sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo (194 aa)
initn: 42 initl: 42 opt: 46 Z-score: 74.2 bits: 19.2 EQ: 37
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (51-80:152-184)

30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi]476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT I LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KEE

gi |476 KCERGKLFANCCK
190

>>gi | 74664773 | sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)
initn: 43 initl: 43 opt: 50 Z-score: 73.9 bits: 20.4 EQ: 38
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (31-60:90-122)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD
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60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE

gi| 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
120 130 140 150 160 170

>>gi|6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 73.9 bits: 20.4 EQ: 39
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (16-60:70-122)

10 20 30
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTV----- VDNLLNSED-
gi]601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG
40 50 60 70 80 90
40 50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|601 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi]467660]emb ]| CAA55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 73.9 bits: 20.4 EQ: 39
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (16-60:70-122)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTV-———— VDNLLNSED-
gi |467 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I 1APAL IKENLDVKDQAAVDAFLNKLDG
40 50 60 70 80 )
40 50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAH I SDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi|544618|gb|AAB29344 1| 36 kda allergen {peptide 143- (20 aa)
initn: 34 initl: 34 opt: 34 Z-score: 73.7 bits: 15.9 EQ: 40
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:4-12)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|544 APPGCSNHFNLETVFGNFVK

10 20

>>0gi1]256429|gb|AAB23464.1] Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.3 bits: 19.2 EQ: 41
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (50-65:172-187)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

80
2MEPSP E

gi | 256 KESLAKKNHGLSRSE
210

>>gi]18770]emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)

initn: 46 initl: 46 opt: 46 Z-score: 73.3 bits: 19.2 EQ: 42
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (50-65:173-188)
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20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHbDGTRRLQOSKNKPLVVQFQKLD
150 160 170 180 190 200

80
2MEPSP E

gi]187 KESLAKKNHGLSRSE
210

>>gi|18772|emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.3 bits: 19.2 EQ: 42
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (50-65:173-188)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHbDGTRRLQQSKNKPLVVQFQKVD
150 160 170 180 190 200

80
2MEPSP E

gi]187 KESLAKKNHGLSRSE
210

>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory (267 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.2 bits: 19.5 EQ: 42
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|811 GGACGYKDIDKAPFLGMNSCGNDP I FKDGKGCGSCFEVKCSKPEACSDKPV I IHITDMNT
70 80 90 100 110 120

gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAG I IDMQFRRVRCKYPGETKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]|20385544 | gb|AAM21322 .1 |AF373221_1 group 14 allergen (1662 aa)
initn: 44 initl: 44 opt: 56 Z-score: 72.5 bits: 22.0 EQ: 46
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (25-65:452-496)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMT I'VRALENLNVNTDGVDNMVNAMDEI

430 440 450 460 470 480
60 70 80

2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi 203 1KSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEAR I AAFQKMMKNGGMSH IKD
490 500 510 520 530 540

>>gi|1167836]|emb | CAA93121.1] protein with incomplete sig (248 aa)
initn: 46 initl: 46 opt: 46 Z-score: 72.2 bits: 19.2 EQ): 48
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:76-89)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]116 GGACGYKDVDKPPFSGMTGCGNTP IFKDGRGCGSCFE IKCSKPESCSGEPVTVHITDDNE
50 60 70 80 90 100

gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP
110 120 130 140 150 160
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>>0gi]195957140|gb]ACG59281.1] major allergen CM16 [Triti (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 71.9 bits: 18.4 EQ): 50
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (13-49:3-39)

10 20 30 40 50 60
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA
gi|195 MASESNCVLLLAAVLVS I FAAVAAIGNEDCTPWMSTL I TPLPSCRDYVEQ

10 20 30 40 50

70 80

2MEPSP KRAVVVGCGGKFPVEDAKEE

gi |195 QACRIETPGSPYLAKQQCCGELAN IPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQ
60 70 80 90 100 110

>>0gi1]21916]emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 71.9 bits: 18.4 EQ): 50
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (13-49:3-39)

10 20 30 40 50 60
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAA
gi|219 MASKSNCVLLLAAVLVS I FAAVAA I GNEDCTPWMSTL I TPLPSCRDYVEQ
10 20 30 40 50

70 80

2MEPSP KRAVVVGCGGKFPVEDAKEE

gi |219 QACRIETPGSPYLAKQQCCGELAN IPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQ
60 70 80 90 100 110

>>0gi1]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 48 Z-score: 71.8 bits: 19.8 EQ: 51
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (21-70:214-267)

10 20 30 40 50
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV-~LLGG IDSSYYTGSLNWY
190 200 210 220 230 240
60 70 80
OMEPSP GLSVEA-————— DKAAKRAVVVGCGGKFPVEDAKEE
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD
250 260 270 280 290 300
>>gi]1173557|gb]AAA86533.1] Ory s 1 [Oryza sativa] (263 aa)

initn: 46 initl: 46 opt: 46 Z-score: 71.7 bits: 19.2 EQ: 51
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|117 GGACGYKDVDKAPFLGMNSCGNDP IFKDGKGCGSCFE IKCSKPEACSDKPAL IHVTDMND
70 80 90 100 110 120

gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAG I IDTQFRRVKCKYPADTKITFHIEKASNPNYL
130 140 150 160 170 180

>>gi 109913547 | sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp (267 aa)
initn: 46 initl: 46 opt: 46 Z-score: 71.6 bits: 19.2 EQ: 52
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
i 109 GGACGYKDVDKAPFLGMNSCGNDP I FKDGKGCGSCFE IKCSKPEACSDKPAL IHVTDMND
70 80 90 100 110 120
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gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAG I IDTQFRRVKCKYPADTKITFHIEKASNP
130 140 150 160 170 180

>>0gi1]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde (496 aa)
initn: 38 initl: 38 opt: 49 Z-score: 71.3 bits: 20.0 EQ): 54
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (11-60:428-476)

10 20 30 40
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV
i ]108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVWV-NTYNTLHH
400 410 420 430 440 450
50 60 70 80

OMEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKEPVEDAKEE
gi ] 108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>gi1 136457 sp|P06886.1]TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 45 Z-score: 71.0 bits: 18.9 EQ): 55
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (6-48:35-74)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
i |136 LLMNFFIVSPLLLATTATDFTPVPLSSNQI IKTAKASTNDN IKDLLDWYSSGS—-~DTFT
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTY 1
70 80 90 100 110 120

>>gi1]45823012|emb ]| CAG24374.1] unnamed protein product [P (240 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.8 bits: 18.9 EQ): 57
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:68-81)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi | 458 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
40 50 60 70 80 90

gi]458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
100 110 120 130 140 150

>>0gi]33149333|gb]AAP96759.1] group 1 allergen Dac g 1.01 (240 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.8 bits: 18.9 EQ: 57
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:68-81)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi 331 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVH I TDDNE
40 50 60 70 80 90

gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP
100 110 120 130 140 150

>>gi|28373838|pdb|IN1OJA Chain A, Crystal Structure Of P (241 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.8 bits: 18.9 EQ: 57
Smith-Waterman score: 45; 42_.9% identity (71.4% similar) in 14 aa overlap (67-80:69-82)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi 283 GGACGYKDVDKPPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
40 50 60 70 80 90
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gi]283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
100 110 120 130 140 150

>>gi]5712199|gb]AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 70.7 bits: 20.0 EQ: 58
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (36-66:378-406)

10 20 30 40 50 60

gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLL I--LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

70 80
2MEPSP VGCGGKFPVEDAKEE

gi|571 QPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460

>>0gi1]168314|gb|AAA63278.1] pollen allergen [Lolium peren (252 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.4 bits: 18.9 EQ): 60
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:80-93)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi | 168 GGACGYKDVDKAPFNGMTGCGNTP 1FKDGRGCGSCFE IKCTKPESCSGEAVTVT ITDDNE

50 60 70 80 90 100

gi]168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP
110 120 130 140 150 160

>>gi ] 75315271 | sp| Q9XHP2Q9XHP2_SESIN 15 kDa oleosin (145 aa)

initn: 42 initl: 42 opt: 42 Z-score: 70.2 bits: 18.1 EQ: 62
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (50-74:16-40)

20 30 40 50 60 70

OMEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT
10 20 30 40

80
2MEPSP E

gi]753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK
50 60 70 80 90 100

>>gi]1582250|prf]]2118271A allergen Phl p 1 (262 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi | 158 GGACGYKDVDKPPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
70 80 90 100 110 120

gi]158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|117 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
70 80 90 100 110 120
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gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>0gi1]126385]sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

i |126 GGACGYKNVDKAPFNGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEAVTVT I TDDNE
70 80 90 100 110 120

gi]126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
130 140 150 160 170 180

>>0gi1]3860384|emb]CAA10140.1] major group I allergen Hol (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

i |386 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPESCSGEP IVVH I TDDNE
70 80 90 100 110 120

gi]386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]|3901094 |emb|CAA81613.1] pollen allergen Phl pl [Phl (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|390 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE
70 80 90 100 110 120

gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi|168316|gb|AAA63279.1] pollen allergen [Lolium peren (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]168 GGACGYKNVDKAPFNGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEAVTVTITDDNE
70 80 90 100 110 120

gi|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
130 140 150 160 170 180

>>gi] 75274600 sp]Q9SCO8]Q9SC98_LOLPR Pollen allergen (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi | 752 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVT I TDDNE
70 80 90 100 110 120

gi]752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP
130 140 150 160 170 180

>>0g1i1]4090265|emb]CAA10520.1] group 1 pollen allergen [Po (263 aa)

initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:91-104)
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40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
i ]409 GGACGYKDVDKAPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPESCSGEPVLVH I TDDNE
70 80 90 100 110 120

gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi 18093991 |emb | CAD20406.1] unnamed protein product [D (264 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.0 bits: 18.9 EQ): 63
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:92-105)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]180 GGACGYKDVDKAPFNGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEAVTVHITDDNE
70 80 90 100 110 120

gi|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]1171005|sp|P43216 . 1|MPAH1_HOLLA RecName: Full=Major (265 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.0 bits: 18.9 EQ): 63
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:93-106)

40 50 60 70 80
OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|117 GGACGYKDVDKPPFSGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEPVTVHITDDNE
70 80 90 100 110 120

gi]117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP
130 140 150 160 170 180

>>0gi1]219815476|gb]ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 42 initl: 42 opt: 42 Z-score: 69.7 bits: 18.1 EQ): 65
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (47-75:38-66)

20 30 40 50 60 70

gi]219 KEQVQMLRKAFDMFDRDKKGY IHTNMVSTILRTLGQTFEENDLQQL I IEIDADGSGELEF
10 20 30 40 50 60

80
2MEPSP AKEE

gi]219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY IPTSALREILRALDDKLTEDELD
70 80 90 100 110 120

>>0gi]4138175|emb]CAA09885.1] allergen [Malassezia sympod (187 aa)
initn: 42 initl: 42 opt: 43 Z-score: 69.7 bits: 18.3 EQ: 66
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:106-141)

20 30 40 50 60 70
OMEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP
gi |413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ
80 90 100 110 120 130

80
2MEPSP VEDAKEE

gi]413 SDPKKKSCRMDKKD IDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA
140 150 160 170 180

>>0gi1]2827316|gb|AAB99797.1] allergenic protein [Oryza sa (157 aa)

initn: 41 initl: 41 opt: 42 Z-score: 69.5 bits: 18.1 EQ: 67
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (42-76:48-86)
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20 30 40 50 60
OMEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD -~~~ KAAKRAVVV
gi 282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG
2 30 40 50 60 70

70 80

2MEPSP GCGGKFPVEDAKEE

gi 282 DCCRQFPPVDYSWCRCEAISHMLGG I YRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGY
80 90 100 110 120 130

>>gi | 1350779 sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 69.2 bits: 17.5 EQ: 69
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (20-36:46-62)

10 20 30 40
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT
gi|135 ADDGVDITADKLQSLIKAAK I EEVEP IWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA
20 30 40 50 60 70
50 60 70 80

2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>gi|13925873| gb | AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 69.1 bits: 19.5 EQ: 71
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (31-59:90-121)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE

gi]139 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi | 83288046 | sp| Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 69.1 bits: 19.5 EQ: 71
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (31-59:90-121)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEE

gi]832 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi|21314465|gb | AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 69.0 bits: 19.7 EQ: 72
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (33-66:381-414)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR

360 370 380 390 400 410
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70 80
2MEPSP AVVVGCGGKFPVEDAKEE

gi]213 ALFQPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>gi 161087230 gb|ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 68.8 bits: 17.5 EQ): 73
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (40-49:55-64)

10 20 30 40 50 60

30 40 50 60 70 80

70 80
2MEPSP GKFPVEDAKEE

gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>0gi]398830]emb | CAA52753.1] Phlp5 [Phleum pratense] (312 aa)
initn: 40 initl: 40 opt: 45 Z-score: 68.7 bits: 18.9 EQ): 75
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (40-77:3-39)

10 20 30 40 50 60
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG
gi]398 MAVHQYTVAL-FLAVALVAGPAASYAADLGYG
10 20 30
70 80

2MEPSP GKFPVEDAKEE

gi | 398 PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKL IEKINAGFKAALAAAAGVQPADKYR
40 50 60 70 80 90

>>gi | 85681057 | sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)
initn: 30 initl: 30 opt: 30 Z-score: 68.6 bits: 14.7 EQ: 75
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (560-57:10-17)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]856 ANPTFGFTPLGLSSDAN
10
80
2MEPSP E

>>gi]21514]emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 68.5 bits: 19.2 EQ): 76
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (12-48:246-282)

10 20 30 40
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA

220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]215 AKW—éPLéWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi | 158517845 sp|P15476.2] PATB1_SOLTU RecName: Full=Pat (386 aa)

initn: 43 initl: 43 opt: 46 Z-score: 68.5 bits: 19.2 EQ): 76
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (12-48:246-282)
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10 20 30 40
2MEPSP E1SGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi | 158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA

220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]158 AKW—éPLéWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi]21510]emb|CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 68.5 bits: 19.2 EQ): 76
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Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (12-48:246-282)

10 20 30 40
2MEPSP E1SGTVKLPGSKSLSNR I LLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]215 AKW-GPLRWMLAIQQMTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>0gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 68.0 bits: 18.3 EQ: 81

Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:71-102)

10 20 30 40 50
OMEPSP  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi 152 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAE IKLQDTRLLQLSLEFSPD
50 60 70 80 90 100

60 70 80
2MEPSP AKRAVVVGCGGKFPVEDAKEE

gi]152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>0gi1]38326693|gb]AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 68.0 bits: 18.3 EQ): 81

Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (561-67:11-27)

30 40 50 60 70 80
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|383 MGFTDFVSDAGLSLANNYLATRSY 1VGHAPSQADVVTYKA

10 20 30 40

gi]383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>gi]|57283139]|emb|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)
initn: 42 initl: 42 opt: 47 Z-score: 67.6 bits: 19.4 EQ: 85

Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (18-61:59-105)

10 20 30 40
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEG-~TTVVDNLLNSEDVHYMLG
gi |572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNY IADKGLNDETYAADSV

30 40 50 60 70 80
50 60 70 80

2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi 1572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSS I FSWHGNQSTYEQQQLAAKVAE
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90 100 110 120 130 140

>>gi 12005501 | gb | AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 39 initl: 39 opt: 45 Z-score: 67.5 bits: 18.9 EQ): 86
Smith-Waterman score: 45; 44_.0% identity (72.0% similar) in 25 aa overlap (45-67:150-174)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

120 130 140 150 160 170

80
2MEPSP PVEDAKEE

gi|120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230

>>gi 232054 |sp|P30575.1|ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 67.4 bits: 19.2 EQ): 87
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (31-63:91-126)

10 20 30 40 50
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD
gi]232 KGVLKAVANVNDI IAPAL IKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAA
70 80 90 100 110 120

60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAKEE
gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi | 253683676 | gb|ACT33296.1] putative tabinhibitin 9 [T (252 aa)
initn: 41 initl: 41 opt: 43 Z-score: 67.2 bits: 18.3 EQ): 89
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (7-69:133-189)

10 20 30

OMEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN

gi |253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPETMSL ISTAIKRGHVMQKHN I TRDIVEK
110 120 130 140 150 160

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

i 253 YQPVGPK-GNVKELALAIF--——- DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP
170 180 190 200 210

gi]253 VYKTGNSPGEKCIKKDETFKNLCFAQEP INPNEHNL
220 230 240 250

>>gi|19570315|dbj | BAB86286.1] Cry j 1 precursor [Cryptom (374 aa)
initn: 39 initl: 39 opt: 45 Z-score: 67.2 bits: 18.9 EQ: 90
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (15-73:193-252)

10 20 30 40
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML
gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL

170 180 190 200 210 220

50 60 70 80

OMEPSP GALRTLGLSVEADKAAKRAVVVG-———— CGGKFPVEDAKEE

gi | 195 GH-——--DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT I YAIGGSS
230 240 250 260 270

gi]195 NPTILSEGNSFTAPNESYKKQVT IRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG
280 290 300 310 320 330

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 157

>>gi 21886603 |emb|CAC84116.1] peptidylprolyl isomerase ( (173 aa)
initn: 37 initl: 37 opt: 41 Z-score: 67.1 bits: 17.8 EQ): 91
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (43-69:146-170)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF

gi]218 NGSQFFICTAKTEWLDGKHVVFGQVVEGLD IVKAIEKVGSS--SGRTSKPVVVADCGQLS
120 130 140 150 160 170

80
2MEPSP PVEDAKEE

>>gi]|126608|sp|PO0698.1|LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 66.8 bits: 17.5 EQ: 94
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (7-16:86-95)

10 20 30
2MEPSP EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi]126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCN IPCSALLSSDITASVNCAKK

60 70 80 90 100 110
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi|126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>gi1 2498576 |sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major (269 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.7 bits: 18.3 EQ): 96
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:97-110)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]249 GGACGYKDVDKAPFNGMTGCGNTP IFKDGRGCGSCFELKCSKPESCSGEP ITVHITDDNE
70 80 90 100 110 120

gi]249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP
130 140 150 160 170 180

>>gi1]2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 66.5 bits: 18.3 EQ): 98
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (8-50:103-144)

10 20 30
2MEPSP E1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS
gi |225 DHYIEL IRALFGLTREARNLQDDLNDFLAL IPTDQILAIAMDYLANDAEVQELV-AYLQS
80 90 100 110 120 130

40 50 60 70 80

2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi]225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANY INEIHSI IGLPPFVPPSRRHARRGVGI
140 150 160 170 180 190

>>gi1]38258932|sp|P82615]|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.4 bits: 18.0 EQ): 99
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (30-61:71-102)

10 20 30 40 50
2MEPSP  EISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi1]382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD
50 60 70 80 90 100

60 70 80
2MEPSP AKRAVVVGCGGKFPVEDAKEE
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gi]382 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>0gi1]1247373|emb]CAA01909.1] B1 protein allergen [Cynodo (71 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.4 bits: 16.3 EQ: 99
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (43-70:18-44)

20 30 40 50 60 70
OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|124 GTRRFDTNGDGK I SLAELTDALRTL G-STSADEVQRMMAE I DTDGDG
10 20 30 40
80

2MEPSP PVEDAKEE

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Tue Apr 19 10:57:23 2011 done: Tue Apr 19 10:57:23 2011
Total Scan time: 0.040 Total Display time: 0.010

Function used was FASTA [version 35.04 Feb. 20, 2010]

# /apps/fastasbin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11._fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt
1>>>2MEPSPS: 15 - 94 - 80 aa
Library: /Zapps/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491 sequences

opt EO
< 20 2 0:=
22 0 0: one = represents 3 library sequences
24 0 0:
26 1 0:=
28 0 0:
30 4 2:%=
32 10 8:=
34 4 z
36 15
38 51 *
40 84 *
42 92 *
44 136 *
46 161 *
48 163 *
50 172 *
52 127 *
54 106 *
56 72 *
58 59 *
60 41 *
62 20
64 34
66 30
68 12
70 22
72 11
74 10
76 4
78 4
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Statistics: Expectation_n fit: rho(In(x))= 5.14760.00305; mu= 3.9518 0.159
mean_var=38.012211.025, 0"s: 2 Z-trim: 2 B-trim: O in 0/44

Lambda= 0.208024

Kolmogorov-Smirnov statistic: 0.0782 (N=28) at 44
Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1

join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.040

The best scores are:
gi]66847146|gb|EAL87477.1] allergen Asp F4 [Asperg (
gi 83300369 |sp|060024.2|ALL4_ASPFU RecName: Full=A (
gi|256635|gb|AAB23482._.1| Kunitz trypsin inhibitor

gi]5019414emb|CAB44442_1| PPlase [Aspergillus fum
gi]2506771]sp|P16968.2] 1AA1_HORVU RecName: Full=Al
gi 21465915 pdb|1KTI|A Chain A, X-Ray Structure Of
gi]21725592|emb | CAD38377.1] unnamed protein produc
gi ]| 76097509 gb|ABA39437.1] Der p 2 allergen precur
gi]|157829757 | pdb]1A9V]|A Chain A, Tertiary Structur
gi | 256095984 |emb | CAQ68249.1| Der p 2 allergen prec
gi 21725604 |emb | CAD38383.1] unnamed protein produc
gi]110560872|gb|ABG76196.1] group 2 allergen Der p
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1352237|sp|P49278.1]ALL2_DERPT RecName: Full=Mi
gi]99644635]emb | CAK22338.1] Der p 2 allergen precu
gi 5326864 | gb|AAD42074.1|AF144753_1 peroxisomal me
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po
gi]114841683|dbj |BAF32143.1] pollen allergen [Cham
gi]225877920|emb | CAX32963.1] parvalbumin [Gallus g
gi]549185|sp|P35782.1|VA52_VESCR RecName: Full=Ven
gi 21725590 emb | CAD38376.1] unnamed protein produc
gi]|17978844|gb|AAL47677.1] major Der f 2 isoform [
gi|21725582|emb | CAD38372.1] unnamed protein produc
gi]21725594|emb | CAD38378.1] unnamed protein produc
gi 21725586 emb | CAD38374.1] unnamed protein produc
gi]21725600]emb | CAD38381.1] unnamed protein produc
gi]21725602]emb | CAD38382.1] unnamed protein produc
gi|21725588|emb | CAD38375.1] unnamed protein produc
gi]21725596 | emb | CAD38379.1] unnamed protein produc
gi]21725584 | emb | CAD38373.1] unnamed protein produc
gi]59894749]|gb|AAX11194.1] 60S acidic ribosomal P1
gi |47606004 | sp|Q7M1E7 .1 | PGLR2_CHAOB RecName: Full=
gi|217308|dbj |BAA01241.1] mite allergen Der f Il p
gi]|2769700]ghb|AAB95638.1] peroxisomal-like protein
gi]66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
gi|546852|gb|AAB30829.1] Der ¥ Il [Dermatophagoide
gi]256631558|dbj |BAD74060.2] group 2 allergen [Der
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gi]55859466]emb|CA105848.1] mite allergen Der f 2
gi]218203834|gb|ACK76300.1] Der ¥ 2 allergen [Derm
gi]55859470]emb]|CA105850.1] mite allergen Der f 2
gi]86450747|gb|ABC96702.1] Der s 2 a allergen [Der
gi 55859468 emb|CA105849.1] Der f 2 [Dermatophagoi
gi 32363124 |sp| |P81943_2 [Segment 2 of 4] Allergen
gi]156480837|gb]ABU68318.1] Der f 2 allergen [Derm
gi]21512|emb|CAA27571.1] patatin [Solanum tuberosu
gi]118216]sp|P18153.1|D7_AEDAE D7 protein precurso
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi1]14423684|sp|Q9HDT3.2]ENO_ALTAL RecName: Full=En
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1
gi]51315784|sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Es
gi|256636|gb|AAB23483.1| Kunitz trypsin inhibitor
gi]49523394 | emb | CAES52833.1] polygalacturonase [Pla
gi]46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea
gi|31339067|dbj |BAC77154.1] 21k allergen [Anisakis
gi|47605452|sp|Q7Z1K3.1JANIS1_ANISI RecName: Full=
gi ]| 74664773 sp|Q96X46 .3 ENO_PENCI RecName: Full=En
gi]6015094|sp|P42040.2 | ENO_CLAHE RecName: Full=Eno
gi |467660]emb | CAA55070.1] enolase, allergen Cla h
gi|544618]gb|AAB29344.1] 36 kda allergen {peptide
gi]256429]gb|AAB23464.1] Kunitz trypsin inhibitor
gi|18770]emb|CAA45777.1] trypsin inhibitor subtype
gi|18772|emb|CAA45778.1] trypsin inhibitor subtype
gi 8118439 gb|AAF72991.1]|AF261278_1 beta-expansin
gi1]20385544|gb|AAM21322_1|AF373221_1 group 14 alle
gi]1167836]emb|CAA93121.1] protein with incomplete
gi]195957140|gb|ACG59281.1] major allergen CM16 [T
gi]21916]emb|CAA34709.1] precursor (AA -24 to 119)
gi]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pe
gi|1173557]gb|AAA86533.1] Ory s 1 [Oryza sativa]
gi1]109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full
gi]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=
gi]136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox
gi]45823012]emb | CAG24374.1] unnamed protein produc
gi]33149333|gb]AAP96759.1] group 1 allergen Dac g
gi]28373838|pdb|IN1OJA Chain A, Crystal Structure
gi]|5712199]gb|AAD47382.1] glycinin [Arachis hypoga
gi]168314]gb|AAA63278.1] pollen allergen [Lolium p
gi | 75315271 | sp| Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin
gi 1582250 prf|]|2118271A allergen Phl p 1|
gi]1171008]sp|P43213.1|MPAP1_PHLPR RecName: Full=P
gi]126385]sp|P14946.2|MPAL1_LOLPR RecName: Full=Po
gi]|3860384|emb|CAA10140.1] major group I allergen
gi]|3901094 |emb|CAA81613.1] pollen allergen Phl pl
gi]168316]gb|AAA63279.1] pollen allergen [Lolium p
gi ]| 75274600 sp|Q9SC98]Q9SC98_LOLPR Pollen allergen
gi]4090265]emb | CAA10520.1] group I pollen allergen
gi 18093991 |emb | CAD20406.1] unnamed protein produc
gi]1171005]sp|P43216.1|MPAH1_HOLLA RecName: Full=M
gi]219815476|gb]ACL36923.1] troponin C [Tyrophagus
gi]4138175]|emb|CAA09885.1| allergen [Malassezia sy
gi]2827316|gb|AAB99797.1] allergenic protein [Oryz
gi]1350779]sp|P49148_.1|RLA1_ALTAL RecName: Full=60
gi|13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspe
gi]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En
gi]21314465]|gb|AAM46958.1]AF510854_1 allergen Arah
gi]161087230|gb|ABX56711.1] LTP isoallergen 1 prec
gi]398830]emb|CAA52753.1] Phlp5 [Phleum pratense]
gi | 85681057 |sp|P82947.1|ALL50_SOYBN RecName: Full=
gi]|21514|emb|CAA27588.1] patatin [Solanum tuberosu
gi]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full
gi]21510]emb|CAA31575.1] unnamed protein product [
gi 152031631 |sp|P82615.3|LATH_HORSE RecName: Full=
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci
gi1]219806592|dbj |BAH10151.1] tropomyosin [Scapharc
gi]57283139]emb|CAE17317.1] villin 2 [Nicotiana ta
gi 12005501 |gb|AAG44480.1|AF245168_ 1 vacuolar seri
gi]232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno
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gi|253683676|gb|ACT33296.1] putative tabinhibitin ( 252) 43 18.3 90
gi]19570315|dbj |BAB86286.1] Cry j 1 precursor [Cry ( 374) 45 18.9 90
gi]21886603|emb|CAC84116.1] peptidylprolyl isomera ( 173) 41 17.7 91
gi]126608]sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147) 40 17.5 94
gi]2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269) 43 18.3 96
gi 2253610 gb|AAC34737.1] Cr-PIIl allergen [Peripla ( 274) 43 18.3 98
gi]1247373|emb|CAA01909.1] Bl protein allergen [Cy ( 71) 36 16.3 99
gi]38258932]sp|P82615|LATH_HORSE Latherin precurso ( 228) 42 18.0 99

>>gi|66847146|gb|EAL87477.1] allergen Asp F4 [Aspergillu (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 102.4 bits: 25.2 EQ): 1
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (13-55:3-45)

10 20 30 40 50
OMEPSP 1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAA
gi 668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT ING
10 20 30 40
60 70 80

2MEPSP KRAVVVGCGGKFPVEDAKEEV

gi]668 VLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTN
50 60 70 80 90 100

>>gi | 83300369 |sp| 060024 .2|ALLA_ASPFU RecName: Full=Aller (322 aa)
initn: 57 initl: 57 opt: 66 Z-score: 102.4 bits: 25.2 EQ): 1
Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (13-55:3-45)

10 20 30 40 50
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAA
gi]833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT ING
10 20 30 40
60 70 80

2MEPSP KRAVVVGCGGKFPVEDAKEEV

gi]833 VLVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTN
50 60 70 80 90 100

>>gi | 256635|gb|AAB23482.1| Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 98.2 bits: 23.7 EQ: 1.7
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (31-60:33-62)

10 20 30 40 50 60
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAKEEV

gi]256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWAIV
70 80 90 100 110 120

>>gi]5019414|emb|CAB44442.1| PPlase [Aspergillus fumigat (178 aa)
initn: 55 initl: 55 opt: 56 Z-score: 91.2 bits: 22.2 EQQ: 4.3
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (9-68:114-176)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALS--—EGTTVVDNLLN
gi|501 GGRSIYGDKFADENFSRKHDKKG I LSMANAGPNTNGSQFF I TTAVTSWLDGKHVVFGEVA

90 100 110 120 130 140
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
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150 160 170

>>gi | 2506771 |sp|P16968.2] IAA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 50 initl: 50 opt: 54 Z-score: 89.6 bits: 21.7 EQQ: 5.2
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (42-67:75-101)

20 30 40 50 60 70

i |250 GQVVESIQKDCCRQIAAIGDEWC I CGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE
50 60 70 80 90 100

80
2MEPSP FPVEDAKEEV

gi|250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>gi1 21465915 pdb|1KTIJA Chain A, X-Ray Structure Of Der (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(QQ: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]214 SEVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725592|emb] CAD38377.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(D: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]76097509|gb|ABA39437.1] Der p 2 allergen precursor (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(D: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (565-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY
gi 760 DQVDVKDCANHE I KKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30

gi | 760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|157829757 | pdb|1A9V]A Chain A, Tertiary Structure Of (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(QQ: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY
gi|157 SQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE

10 20 30

gi|157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi 256095984 |emb | CAQ68249.1] Der p 2 allergen precurso (129 aa)

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 163

initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(D: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|256 DQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30

gi]256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
4 50 60 70 80 90

>>0gi]21725604 |emb] CAD38383.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(D: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|217 DQVDVKDCANHE I KKVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 110560872 |gb|ABG76196.1] group 2 allergen Der p 2 [ (130 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.7 bits: 20.8 E(QQ: 8.6
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:10-27)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]110 RDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30

gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 3941386 | gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.4 bits: 20.8 EQ: 9
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:15-32)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE

10 20 30 40

gi | 394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
50 60 70 80 90 100

>>0gi1]164415595|gb]ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.8 bits: 20.8 EQQ: 9.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:25-42)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|164 MYK 1 LCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30 40 50

gi]164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]14423649|sp|Q9TZ2Z22_2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.8 bits: 20.8 EQQ: 9.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (565-72:25-42)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
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gi|144 MYKTLCLSLLVAAVAADQVD IKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40 50

gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
60 70 80 90 100 110

>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.7 bits: 20.8 EQQ: 9.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]135 MMYKTLCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30 40 50

gi|135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]99644635]|emb ] CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 84.7 bits: 20.8 E(QQ: 9.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi 996 MMYK 1 LCLSLLVAAVAADQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi]996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0gi1 5326864 | gb | AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 51 initl: 51 opt: 51 Z-score: 83.6 bits: 20.8 EQ): 11
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (5-70:34-99)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
i |532 KAGDSFPEGVTFSY IPWAEDASE ITSCG 1P INYNASKEFANKKVVLFALPGAFTPVCSAN
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]532 HVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDD ILFLSDPEAKFSKSIG
70 80 90 100 110 120

gi|532 WADEEGRTYRYVLVIDNGKI I'YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi]113476]sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 82.8 bits: 21.9 EQ): 12
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (33-61:246-275)

10 20 30 40 50 60

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQ
220 230 240 250 260 270

70 80
2MEPSP AVVVGCGGKFPVEDAKEEV

gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>0gi1]114841683|dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)

initn: 39 initl: 39 opt: 55 Z-score: 82.4 bits: 21.9 EQ): 13
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (24-74:161-217)
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10 20 30 40
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG-~~ALRTL
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ

140 150 160 170 180 190
50 60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEV

200 210 220 230 240 250

>>gi]225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 48 Z-score: 82.2 bits: 19.9 EQ): 13
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (32-78:5-46)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|225 MAMTDVLSAED I KKAVGAFS- - -~AAESFNYKKF

10 20 30

70 80

2MEPSP AVVVGCGGKFPVEDAKEEV

gi]225 FEMVGLKKKSP-EDVKKVFHILDKDRSGF IEEEELKFVLKGFTPDGRDLSDKETKALLAA
40 50 60 70 80

>>0gi1]549185]sp|P35782.1]VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 51 Z-score: 82.0 bits: 20.7 EQ: 14
Smith-Waterman score: 51; 23.4% identity (563.1% similar) in 64 aa overlap (23-75:113-176)

10 20 30 40 50
2MEPSP 1SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL
gi 549 LAQIAQVWANQCNYGHDNCRNSAKYSVGON I AEGSTSADNFVNVSNMVKMWEDEVKDYQY

920 100 110 120 130 140
60 70 80

2MEPSP SVEADKAAK---—-————-- RAVVVGCGGKFPVEDAKEEV
gi]549 GSPKNKLNKVGHYTQMVWAKTKE IGCGSEDY IEDGWHRHYLVCNYGPAGNVGNEP I YERK
150 160 170 180 190 200

>>gi1]21725590|emb ] CAD38376.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY
gi|217 DQVDVKDCANHE I KEVLVPGCHGSEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|17978844|gb|AAL47677.1] major Der ¥ 2 isoform [Derm (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi 179 DQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30

gi|179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725582|emb | CAD38372.1] unnamed protein product [D (129 aa)
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initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IGRGKPFQLE
10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
4 50 60 70 80 90

>>0gi1 21725594 |emb ] CAD38378.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725586 | emb | CAD38374.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi 21725600 emb | CAD38381.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725602|emb] CAD38382.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|217 DQVDVKDCANHE IKEVLVPGCHGSEPC I IHSGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725588|emb] CAD38375.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
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gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725596 |emb | CAD38379.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725584|emb] CAD38373.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.9 bits: 19.9 EQ: 16
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I 1GRGKPFQLE
10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]59894749|gb]AAX11194.1] 60S acidic ribosomal P1 pho (107 aa)
initn: 47 initl: 47 opt: 47 Z-score: 80.8 bits: 19.6 EQ: 16
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (28-79:45-89)

10 20 30 40 50
2MEPSP I1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK

gi|598 LADDGIEVSADKIQTILGAAKVQEVEP IWAT IFAKALEGKD IKEILTNVGSAGPATAGAP

20 30 40 50 60 70
60 70 80
2MEPSP AAKRAVVVGCGGKFPVEDAKEEV
gi]598 AA-—————- AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD
80 90 100

>>gi 47606004 |sp|Q7M1E7 . 1| PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 55 Z-score: 80.7 bits: 21.8 EQ): 16
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (24-74:191-247)

10 20 30 40
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG-~~ALRTL
gi |476 QQWWAGQCKVVNGRTVCNDRNRPTAIK IDYSKSVTVKEL TLMNSPEFHLVFGECEGVKIQ
170 180 190 200 210 220
50 60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEV

230 240 250 260 270 280

>>gi]217308]dbj |BAA01241.1] mite allergen Der f Il precu (138 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.3 bits: 19.9 EQ): 17
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:18-35)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
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gi|217 SLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40

gi]217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
50 60 70 80 90 100

>>gi | 2769700 gb|AAB95638.1] peroxisomal-like protein [As (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 80.3 bits: 20.2 EQ): 17
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (5-70:35-100)

10 20 30
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi]276 KAGDSFPSDVVFSY IPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

OMEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|276 HVPEY IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKS1G
70 80 90 100 110 120

gi|276 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi| 66845476 |gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 80.3 bits: 20.2 EQ: 17
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (5-70:35-100)

10 20 30
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi|668 KAGDSFPSDVVFSY IPWSEDKGE ITACGIPINYNASKEWADKKYV ILFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

OMEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi 1668 HVPEY IEKLPE IRAKGVDVVAVLAYNDAYVMSAWGKANQUTGDD I LFLSDPDARFSKSIG
70 80 90 100 110 120

gi1]668 WADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi1]546852|gb|AAB30829.1] Der f Il [Dermatophagoides fa (142 aa)
initn: 48 initl: 48 opt: 48 Z-score: 80.1 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (565-72:22-39)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY
gi |546 GTMVSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 256631558 dbj | BAD74060.2] group 2 allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80
OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|256 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40 50

gi]256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859466 |emb | CAI05848.1] mite allergen Der f 2 [Der (146 aa)
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initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|558 MISKILCLSLLVAAVVADQVDVKDCANHE I KKVMVDGCHGSDPC I IHRGKPENLE
10 20 30 40 50

gi]558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0g1i1]218203834|gb]ACK76300.1] Der ¥ 2 allergen [Dermatop (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ): 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|218 MISKILCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi]218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859470 |emb|CAI105850.1] mite allergen Der £ 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE

10 20 30 40 50

gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 86450747 |gb|ABC96702.1] Der s 2 a allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|864 MISKILCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPCI IHRGKPFTLE

10 20 30 40 50

gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi1]55859468|emb] CAI05849.1] Der ¥ 2 [Dermatophagoides (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.8 bits: 19.9 EQ: 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|558 MISK1LCLSLLVAAVVADQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPETLE
10 20 30 40 50

gi]558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0gi1]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 78.4 bits: 17.3 EQ): 22
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (52-64:5-17)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
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gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI
10 20 30

>>0gi1]156480837|gb]ABU68318.1] Der ¥ 2 allergen [Dermatop (175 aa)
initn: 48 initl: 48 opt: 48 Z-score: 78.3 bits: 19.8 EQ): 22
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (55-72:55-72)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

i 156 CGKFVCVIHFFSFHLENTKHNFLFLVY IHIANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
30 40 50 60 70 80

gi]|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
90 100 110 120 130 140

>>gi]21512]emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 78.2 bits: 21.0 EQ): 22
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (6-28:241-263)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi|215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFAS IKSLNYKQMLLLSLGTGTTSEFDKTY
220 230 240 250 260 270

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi]215 TAEETAKWGTARWMLV IQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
280 290 300 310 320 330

>>0gi]118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A (321 aa)
initn: 37 initl: 37 opt: 51 Z-score: 78.1 bits: 20.7 EQ: 23
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (31-79:221-261)

10 20 30 40 50 60
OMEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|118 CQIRQYTVLDDALFKEHTDCVMKG IRY I TKDNQLDVEEVK-——--—~ RDFKL-VNKDTKAL
200 210 220 230 240
70 80

2MEPSP RAVVVGCGGKFPVEDAKEEV

250 260 270 280 290 300

>>0gi1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 77.4 bits: 21.2 EQ: 25
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (33-57:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG--~ALRTLGLSVEADKAA
gi |248 VNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKLMNSPEFHLVFGNCEGVKI I1GISITAPRDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEV

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0g1]14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)
initn: 45 initl: 45 opt: 52 Z-score: 77.2 bits: 21.0 EQ): 26
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (28-59:88-122)

10 20 30 40 50
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE
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gi|144 GGKGVTKAVANVNDTIAPAL IKEKLDVKDQSAVDAFLNKLDGTTNKTNLGANATLGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEV

gi|144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>gi]14585753|gb|AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 77.1 bits: 21.0 EQ): 26
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (28-59:88-122)

10 20 30 40 50
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED———VHYMLGALRTLGLSVE

gi|145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEV

gi]145 I1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
120 130 140 150 160 170

>>gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 76.5 bits: 20.7 EQ: 28
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (24-50:72-98)

10 20 30 40 50
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
gi|513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF

50 60 70 80 90 100
60 70 80

2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEV

gi]513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160

>>gi | 256636 | gb|AAB23483.1| Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 75.4 bits: 19.5 EQ: 32
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (31-60:33-62)

10 20 30 40 50 60
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK
10 20 30 40 50 60

70 80
2MEPSP RAVVVGCGGKFPVEDAKEEV

gi]256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWATV
70 80 90 100 110 120

>>gi1 49523394 |emb | CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 50 initl: 50 opt: 50 Z-score: 75.2 bits: 20.4 EQ: 33
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (52-77:315-340)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi 495 PVILDQEYCPYGQCSRQAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEI
290 300 310 320 330 340

gi]495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA
350 360 370

>>gi 46396596 |sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
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initn: 35 initl: 35 opt: 35 Z-score: 74.9 bits: 16.2 EQ): 34
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (53-66:3-16)

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVY
gi 463 DFVDAHNAARAQVGVGPVHWT

10 20

>>gi]219806590|dbj |BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 74.3 bits: 19.8 EQ): 37
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (37-61:195-217)

10 20 30 40 50 60
OMEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi 219 AARKLAITE IDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL--S1QNDQASQREDSYE

170 180 190 200 210 220

70 80
2MEPSP CGGKFPVEDAKEEV

gi]219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>gi| 31339067 |dbj |BAC77154.1] 21k allergen [Anisakis sim (194 aa)
initn: 42 initl: 42 opt: 46 Z-score: 74.2 bits: 19.2 EQ: 37
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-79:152-184)

20 30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT I LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KEEV

gi|313 KCERGKLFANCCK
190

>>gi |47605452|sp|Q7Z1K3.1|ANIS1_ANISI RecName: Full=Majo (194 aa)
initn: 42 initl: 42 opt: 46 Z-score: 74.2 bits: 19.2 EQ: 37
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (50-79:152-184)

20 30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

gi|476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT I LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KEEV

gi |476 KCERGKLFANCCK
190

>>gi | 74664773 | sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)
initn: 43 initl: 43 opt: 50 Z-score: 73.9 bits: 20.4 EQ: 39
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (30-59:90-122)

10 20 30 40 50
2MEPSP  I1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV

gi | 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
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120 130 140 150 160 170

>>gi|6015094 | sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 73.9 bits: 20.4 EQ: 39
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (15-59:70-122)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTV-———— VDNLLNSED-
i |601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I 1APAL IKENLDVKDQAAVDAFLNKLDG
40 50 60 70 80 )
40 50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAH I SDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi]467660]emb ]| CAAS55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 73.9 bits: 20.4 EQ: 39
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (15-59:70-122)

10 20 30
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTV-=--- VDNLLNSED-
gi]467 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG
40 50 60 70 80 90
40 50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi|467 TTNkTKIGANAILGVSMAQAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi|544618|gb|AAB29344 1] 36 kda allergen {peptide 143- (20 aa)
initn: 34 initl: 34 opt: 34 Z-score: 73.7 bits: 15.9 EQ: 39
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:4-12)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|544 APPGCSNHFNLETVFGNFVK

10 20

>>gi1]256429|gb|AAB23464.1] Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.3 bits: 19.2 EQ: 41
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (49-64:172-187)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

80
2MEPSP EV

gi]256 KESLAKKNHGLSRSE
210

>>gi]18770]emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.3 bits: 19.2 EQ): 42
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (49-64:173-188)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

80
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2MEPSP EV

gi]187 KESLAKKNHGLSRSE
210

>>gi|18772|emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.3 bits: 19.2 EQ: 42
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (49-64:173-188)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGD IGISIDHDDGTRRLVVSKNKPLVVQFQKVD
150 160 170 180 190 200

80
2MEPSP EV

gi]187 KESLAKKNHGLSRSE
210

>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory (267 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.2 bits: 19.5 EQ: 42
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
i |811 GGACGYKDIDKAPFLGMNSCGNDP I FKDGKGCGSCFEVKCSKPEACSDKPVI IHITDMNT
70 80 90 100 110 120

gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAG I IDMQFRRVRCKYPGETKVTFHVEKGSNP
130 140 150 160 170 180

>>gi 20385544 | gb|AAM21322 .1 |AF373221_1 group 14 allergen (1662 aa)
initn: 44 initl: 44 opt: 56 Z-score: 72.5 bits: 22.0 EQ): 46
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (24-64:452-496)

10 20 30 40
2MEPSP I1SGTVKLPGSKSLSNRILLLAALSEGTTVV---DNL-LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERMT I'VRALENLNVNTDGVDNMVNAMDEI
430 440 450 460 470 480
50 60 70 80

2MEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi 203 1KSTDAEPAMRAAAVNALPNDASHMDRYKSLVMDESMPNEAR I AAFQKMMKNGGMSH IKD
490 500 510 520 530 540

>>gi|1167836]|emb|CAA93121.1] protein with incomplete sig (248 aa)
initn: 46 initl: 46 opt: 46 Z-score: 72.2 bits: 19.2 EQ): 48
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:76-89)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi|116 GGACGYKDVDKPPFSGMTGCGNTP IFKDGRGCGSCFE IKCSKPESCSGEPVTVHITDDNE
50 60 70 80 90 100

gi|116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP
110 120 130 140 150 160

>>gi1]195957140|gb]ACG59281.1] major allergen CM16 [Triti (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 71.9 bits: 18.4 EQ): 50
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (12-48:3-39)

10 20 30 40 50 60

gi]195 MASESNCVLLLAAVLVS I FAAVAAIGNEDCTPWMSTL I TPLPSCRDYVEQQ
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10 20 30 40 50

70 80
2MEPSP RAVVVGCGGKFPVEDAKEEV

gi|195 ACRIETPGSPYLAKQQCCGELAN IPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQM
60 70 80 90 100 110

>>0gi1]21916]emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 71.9 bits: 18.4 EQ): 50
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (12-48:3-39)

10 20 30 40 50 60
OMEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
gi|219 MASKSNCVLLLAAVLVS I FAAVAA I GNEDCTPWMSTL I TPLPSCRDYVEQQ
10 20 30 40 50
70 80

2MEPSP RAVVVGCGGKFPVEDAKEEV

gi |219 ACRIETPGSPYLAKQQCCGELAN IPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQM
60 70 80 90 100 110

>>0gi]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 48 Z-score: 71.7 bits: 19.8 EQ: 51
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (20-69:214-267)

10 20 30 40
2MEPSP 1 SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGALRTL
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSVV-~LLGG IDSSYYTGSLNWY
190 200 210 220 230 240
50 60 70 80
OMEPSP GLSVEA--———-— DKAAKRAVVVGCGGKFPVEDAKEEV
gi|118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD
250 260 270 280 290 300
>>gi]1173557|gb]AAA86533.1] Ory s 1 [Oryza sativa] (263 aa)

initn: 46 initl: 46 opt: 46 Z-score: 71.7 bits: 19.2 EQ): 51
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|117 GGACGYKDVDKAPFLGMNSCGNDP I FKDGKGCGSCFE IKCSKPEACSDKPAL IHVTDMND
70 80 90 100 110 120

gi 117 EPIAAYHFDLSGLAMAKDGKDEELRKAG I IDTQFRRVKCKYPADTKITFHIEKASNPNYL
130 140 150 160 170 180

>>gi1 109913547 | sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp (267 aa)
initn: 46 initl: 46 opt: 46 Z-score: 71.6 bits: 19.2 EQ): 52
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|109 GGACGYKDVDKAPFLGMNSCGNDP IFKDGKGCGSCFE IKCSKPEACSDKPAL IHVTDMND
70 80 90 100 110 120

gi]109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAG I IDTQFRRVKCKYPADTKITFHIEKASNP
130 140 150 160 170 180

>>gi 108935817 |sp|P40108.2|ALDH_CLAHE RecName: Full=Alde (496 aa)
initn: 38 initl: 38 opt: 49 Z-score: 71.2 bits: 20.0 EQ: 54
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (10-59:428-476)

10 20 30
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2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV
i |108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTATIEVSNALKAGTVWV-NTYNTLHH
400 410 420 430 440 450
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|108 QMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>gi]136457|sp|P06886.1]TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 45 Z-score: 71.0 bits: 18.9 EQ): 55
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (5-47:35-74)

10 20 30

2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL

i |136 LLMNFFIVSPLLLATTATDFTPVPLSSNQI IKTAKASTNDN IKDLLDWYSSGS—-~DTFT
10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi|136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTY 1
70 80 90 100 110 120

>>0gi1]45823012|emb]| CAG24374.1] unnamed protein product [P (240 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.8 bits: 18.9 EQ): 57
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:68-81)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi |458 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
40 50 60 70 80 90

gi]458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
100 110 120 130 140 150

>>0gi1]33149333|gb]AAP96759.1] group 1 allergen Dac g 1.01 (240 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.8 bits: 18.9 EQ): 57
Smith-Waterman score: 45; 42_.9% identity (71.4% similar) in 14 aa overlap (66-79:68-81)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi 331 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVH I TDDNE
40 50 60 70 80 90

gi]331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP
100 110 120 130 140 150

>>gi|28373838|pdb|IN1OJA Chain A, Crystal Structure Of P (241 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.8 bits: 18.9 EQ): 57
Smith-Waterman score: 45; 42_.9% identity (71.4% similar) in 14 aa overlap (66-79:69-82)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]283 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVHITDDNE
40 50 60 70 80 90

gi1]283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
100 110 120 130 140 150

>>gi|5712199|gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 70.7 bits: 20.0 EQ: 58
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (35-65:378-406)

10 20 30 40 50 60
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gi |571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLL I--LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

70 80
2MEPSP VGCGGKFPVEDAKEEV

gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460

>>0gi1]168314|gb|AAA63278.1] pollen allergen [Lolium peren (252 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.4 bits: 18.9 EQ): 60
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:80-93)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

i | 168 GGACGYKDVDKAPFNGMTGCGNTP 1 FKDGRGCGSCFE IKCTKPESCSGEAVTVT ITDDNE

50 60 70 80 90 100

gi]168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP
110 120 130 140 150 160

>>gi ] 75315271 | sp| Q9XHP2 | Q9XHP2_SESIN 15 kDa oleosin (145 aa)

initn: 42 initl: 42 opt: 42 Z-score: 70.2 bits: 18.1 EQ: 62
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (49-73:16-40)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT

10 20 30 40

80
2MEPSP EV

gi]753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK
50 60 70 80 90 100

>>gi1]1582250|prf]]2118271A allergen Phl p 1 (262 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 62
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi | 158 GGACGYKDVDKPPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
70 80 90 100 110 120

gi]158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 63
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi|117 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFEIKCTKPEACSGEPVVVHITDDNE
70 80 90 100 110 120

gi|117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 63
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80
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OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi |126 GGACGYKNVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVT I TDDNE
70 80 90 100 110 120

gi]126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
130 140 150 160 170 180

>>0gi1]3860384|emb]CAA10140.1] major group I allergen Hol (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 63

Dow AgroSciences LLC
Study ID: 110328
Page 178

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

i |386 GGACGYKDVDKPPFSGMTGCGNTP 1FKSGRGCGSCFE IKCTKPESCSGEP IVVH I TDDNE
70 80 90 100 110 120

gi]386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi | 3901094 |emb|CAA81613.1] pollen allergen Phl pl [Phl (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ: 63

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi 390 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
70 80 90 100 110 120

gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi|168316|gb|AAA63279.1] pollen allergen [Lolium peren (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 63

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]168 GGACGYKNVDKAPFNGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEAVTVTITDDNE
70 80 90 100 110 120

gi]|168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
130 140 150 160 170 180

>>gi ] 75274600 sp]Q9SCO8]Q9SC98_LOLPR Pollen allergen (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 63

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi | 752 GGACGYKDVDKAPFNGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEAVTVT I TDDNE
70 80 90 100 110 120

gi]752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP
130 140 150 160 170 180

>>g1i1]4090265|emb]CAA10520.1] group 1 pollen allergen [Po (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.1 bits: 18.9 EQ): 63

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

i ]409 GGACGYKDVDKAPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPESCSGEPVLVH I TDDNE
70 80 90 100 110 120

gi]409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP
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130 140 150 160 170 180

>>0gi]18093991|emb] CAD20406.1] unnamed protein product [D (264 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.0 bits: 18.9 EQ): 63
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:92-105)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY
gi]180 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFE IKCTKPESCSGEAVTVH I TDDNE
70 80 90 100 110 120

gi]|180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]1171005|sp|P43216 .1|MPAH1_HOLLA RecName: Full=Major (265 aa)
initn: 45 initl: 45 opt: 45 Z-score: 70.0 bits: 18.9 EQ): 63
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:93-106)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEY

gi|117 GGACGYKDVDKPPFSGMTGCGNTP 1FKDGRGCGSCFE IKCTKPESCSGEPVTVH I TDDNE
70 80 90 100 110 120

gi]117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP
130 140 150 160 170 180

>>0gi1]219815476|gb]ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 42 initl: 42 opt: 42 Z-score: 69.7 bits: 18.1 EQ: 65
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (46-74:38-66)

20 30 40 50 60 70

gi]|219 KEQVQMLRKAFDMFDRDKKGY IHTNMVSTILRTLGQTFEENDLQQL I IEIDADGSGELEF
10 20 30 40 50 60

80
2MEPSP AKEEV

gi]219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY IPTSALREILRALDDKLTEDELD
70 80 90 100 110 120

>>0gi1]4138175|emb]CAA09885.1] allergen [Malassezia sympod (187 aa)
initn: 42 initl: 42 opt: 43 Z-score: 69.7 bits: 18.3 EQ): 66
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:106-141)

20 30 40 50 60 70
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP
gi|413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ

80 90 100 110 120 130

80
2MEPSP VEDAKEEV

gi]413 SbPKkkSCRMDKKDIDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA
140 150 160 170 180

>>gi1]2827316|gb|AAB99797.1] allergenic protein [Oryza sa (157 aa)
initn: 41 initl: 41 opt: 42 Z-score: 69.5 bits: 18.1 EQ): 67
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (41-75:48-86)

20 30 40 50 60
OMEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD-~—-~— KAAKRAVVY
gi 282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG
20 30 40 50 60 70
70 80
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2MEPSP GCGGKFPVEDAKEEV
gi]282 DCCRéﬁﬁPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGV
90 100 110 120 130

>>gi | 1350779 sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 69.2 bits: 17.5 EQ: 69
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (19-35:46-62)

10 20 30 40
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT
gi]135 ADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA
20 30 40 50 60 70
50 60 70 80

2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi]|135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>gi|13925873| gb | AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 69.0 bits: 19.5 EQ: 71
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (30-58:90-121)

10 20 30 40 50
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED———VHYMLGALRTLGLSVEAD

gi]139 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA
60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV

gi]139 KAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi | 83288046 | sp| Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 69.0 bits: 19.5 EQ: 71
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (30-58:90-121)

10 20 30 40 50
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED———VHYMLGALRTLGLSVEAD

gi|832 KGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA
60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV

gi]832 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi|21314465|gb | AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 68.9 bits: 19.7 EQ: 72
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (32-65:381-414)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi]213 NGIEETICTASFKKNIGRNRSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRN

360 370 380 390 400 410

70 80
2MEPSP AVVVGCGGKFPVEDAKEEV

gi]213 ALFQPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>gi 161087230 gb|ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 68.8 bits: 17.5 EQ: 73
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Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (39-48:55-64)

10 20 30 40 50 60

30 40 50 60 70 80

70 80
2MEPSP GKFPVEDAKEEV

gi|161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>0gi]398830]emb | CAA52753.1] Phlp5 [Phleum pratense] (312 aa)
initn: 40 initl: 40 opt: 45 Z-score: 68.6 bits: 18.9 EQ: 75
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (39-76:3-39)

10 20 30 40 50 60
2MEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG
gi]398 MAVHQYTVAL-FLAVALVAGPAASYAADLGYG
10 20 30
70 80

2MEPSP GKFPVEDAKEEV

gi ]398 PAT&AAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR
40 50 60 70 80 90

>>gi | 85681057 | sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)
initn: 30 initl: 30 opt: 30 Z-score: 68.6 bits: 14.7 EQ: 75
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (49-56:10-17)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi]856 ANPTFGFTPLGLSSDAN
10
80
2MEPSP EV

>>gi]21514]emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 68.5 bits: 19.2 EQ): 76
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (11-47:246-282)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi |215 GAVATVGDPALLSLSVATRLAQDDPAFSS IKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]215 AKW-GPLRWMLAIQQMTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi | 158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 68.5 bits: 19.2 EQ): 76
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (11-47:246-282)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi | 158 GGVATVGDPALLSLSVATRLAQEDPAFSS IKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
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gi]158 AKW-GPLRWMLAIQQLTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>0gi]21510]emb|CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 68.5 bits: 19.2 EQ: 76
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (11-47:246-282)

10 20 30
2MEPSP 1SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi|215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi]215 AKW-GPLRWMLAIQQMTNAASSYMTDYY ISTVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>0gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 68.0 bits: 18.3 EQ): 81
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:71-102)

10 20 30 40 50
OMEPSP  1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
i 152 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD
50 60 70 80 90 100

60 70 80
2MEPSP AKRAVVVGCGGKFPVEDAKEEV

gi]152 ékGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>gi1]38326693|gb]AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 68.0 bits: 18.3 EQ): 81
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (50-66:11-27)

20 30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE
gi|383 MGFTDFVSDAGLSLANNYLATRSY IVGHAPSQADVVTYKA
10 20 30 40
80
OMEPSP V

gi1]383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>0gi1]219806592|dbj |BAH10151.1] tropomyosin [Scapharca br (284 aa)
initn: 40 initl: 40 opt: 44 Z-score: 67.8 bits: 18.6 EQ: 83
Smith-Waterman score: 44; 22.4% identity (63.8% similar) in 58 aa overlap (4-60:68-125)

10 20 30
2MEPSP 1SGTVKLP-GSKSLSNRILLLAALSEGTTVVDN
gi 219 KVEEELGAYQKKFSILENDFDTVNTKWEDASVKLEEAEKKLTESEQE IASLTRKTTLLED

40 50 60 70 80 90
40 50 60 70 80

2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi]219 DIAKNEEKLMSATQKLEEASHAADESERGRKVLESRSFADDER IDALEAQLKEAKY IAED
100 110 120 130 140 150

>>gi1]57283139|emb]|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)

initn: 42 initl: 42 opt: 47 Z-score: 67.6 bits: 19.4 EQ: 85
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (17-60:59-105)
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10 20 30 40
2MEPSP 1SGTVKLPGSKSLSNR I LLLAALSEG--TTVVDNLLNSEDVHYMLG
gi |572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNY IADKGLNDETYAADSV

30 40 50 60 70 80
50 60 70 80

OMEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
gi 572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSS I FSWHGNQSTYEQQQLAAKVAE
90 100 110 120 130 140

>>gi|12005501 | gb | AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 39 initl: 39 opt: 45 Z-score: 67.5 bits: 18.9 EQ: 86
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (44-66:150-174)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

120 130 140 150 160 170

80
2MEPSP PVEDAKEEV

gi]120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230

>>gi]|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 67.4 bits: 19.2 EQ: 87
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (30-62:91-126)

10 20 30 40 50
2MEPSP  ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD
gi 232 KGVLKAVANVNDI IAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAA

70 80 90 100 110 120

60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAKEEV
gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi | 253683676 | gb|ACT33296.1| putative tabinhibitin 9 [T (252 aa)
initn: 41 initl: 41 opt: 43 Z-score: 67.2 bits: 18.3 EQ): 90
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (6-68:133-189)

10 20 30
OMEPSP 1SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi 253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPETMSL ISTAIKRGHVMQKHNITRDIVEK
110 120 130 140 150 160
40 50 60 70 80
OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV
i 253 YQPVGPK-GNVKELALAIF--——- DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP
170 180 190 200 210

gi]253 VYKTGNSPGEKCIKKDETFKNLCFAQEP INPNEHNL
220 230 240 250

>>gi1]19570315|dbj |BAB86286.1] Cry j 1 precursor [Cryptom (374 aa)
initn: 39 initl: 39 opt: 45 Z-score: 67.1 bits: 18.9 EQ): 90
Smith-Waterman score: 45; 23.4% identity (564.7% similar) in 64 aa overlap (14-72:193-252)

10 20 30 40
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML
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gi|195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLL

170 180 190 200 210 220
50 60 70 80

OMEPSP GALRTLGLSVEADKAAKRAVVVG-———— CGGKFPVEDAKEEV
i | 195 GH-——-—DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT 1 YAIGGSS
230 240 250 260 270

gi]195 NPTILSEGNSFTAPNESYKKQVT IRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG
280 290 300 310 320 330

>>0g1i1]21886603|emb]CAC84116.1] peptidylprolyl isomerase ( (173 aa)
initn: 37 initl: 37 opt: 41 Z-score: 67.1 bits: 17.7 EQ): 91
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (42-68:146-170)

20 30 40 50 60 70

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF

i |218 NGSQFF ICTAKTEWLDGKHVVFGQVVEGLD IVKAIEKVGSS--SGRTSKPVVVADCGQLS
120 130 140 150 160 170

80
2MEPSP PVEDAKEEV

>>gi|126608|sp|PO0698.1|LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 66.8 bits: 17.5 EQ: 94
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (6-15:86-95)

10 20 30
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK

60 70 80 90 100 110
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi]126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>gi]|2498576|sp|Q41260.1 |MPAP1_PHAAQ RecName: Full=Major (269 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.6 bits: 18.3 EQ): 96
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:97-110)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi | 249 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFELKCSKPESCSGEP 1 TVHITDDNE
70 80 90 100 110 120

gi]249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP
130 140 150 160 170 180

>>gi]|2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 66.5 bits: 18.3 EQ): 98
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (7-49:103-144)

10 20 30
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS
gi]225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS

80 90 100 110 120 130
40 50 60 70 80

2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEV

gi|225 DDFHKIINTIEALPEFANFYNFLKGHGLDVANY INEIHS I IGLPPFVPPSRRHARRGVGI
140 150 160 170 180 190

>>gi|1247373|emb | CAA01909.1] Bl protein allergen [Cynodo (71 aa)
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initn: 36 initl: 36 opt: 36 Z-score: 66.4 bits: 16.3 EQ: 99
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (42-69:18-44)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|124 GTRRFDTNGDGK I SLAEL TDALRTLG-STSADEVQRMMAE I DTDGDG
10 20 30 40
80

2MEPSP PVEDAKEEV

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>0gi1]38258932|sp|P82615]|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.4 bits: 18.0 EQ): 99
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (29-60:71-102)

10 20 30 40 50
2MEPSP ISGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
gi1]382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD
50 60 70 80 90 100

60 70 80
2MEPSP AKRAVVVGCGGKFPVEDAKEEV

gi|382 SkGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Tue Apr 19 10:57:24 2011 done: Tue Apr 19 10:57:24 2011
Total Scan time: 0.040 Total Display time: 0.020

Function used was FASTA [version 35.04 Feb. 20, 2010]

# /apps/fastasbin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/apps/Allergenicity/FARRPV11/FARRPV11. fasta 1

FASTA searches a protein or DNA sequence data bank

version 35.04 Feb. 20, 2010

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt
1>>>2MEPSPS: 16 - 95 - 80 aa
Library: Zapps/Allergenicity/FARRPV11/FARRPV11l.fasta 339008 residues in 1491 sequences

opt EQ
< 20 2 0:=
22 0 0: one = represents 3 library sequences
24 0 0:
26 0 0:
28 1 0:=
30 7 I*==
32 8 ==*
34 6 22:== *
36 18 44 - ====== *
38 50 73: *
40 90 102: *
42 90 125: *
44 124 138: *
46 159 140: *
48 161 134: *
50 148 122: *
52 135 108: *
54 102 92: *===
56 81 77: *=
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>120 :
339008 residues in 1491 sequences
Statistics: Expectation_n fit: rho(In(x))= 5.09060.00308; mu=
mean_var=34.679410.497, 0"s: 2 Z-trim: 4 B-trim: 117 in 1/43
Lambda= 0.217790
Kolmogorov-Smirnov statistic: 0.0802 (N=29) at 44
Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 1
join: 48, opt: 36, open/ext: -10/-2, width: 32
Scan time: 0.040

©
[¢3)
OQO0OO0OO0OO0OO0OO0OONORrROOONOUINUINO DO
QOO0 O0OO0OO0OO0OO0COO0OORRPFEFEPNNWWOI O
|
*

*

The best scores are:

gi]66847146|gb|EAL87477.1] allergen Asp F4 [Asperg
gi]83300369|sp|060024.2]ALL4_ASPFU RecName: Full=A
gi|256635|gb|AAB23482_.1| Kunitz trypsin inhibitor

gi 5019414 |emb|CAB44442.1]| PPlase [Aspergillus fum
gi]2506771]sp|P16968.2] 1AA1_HORVU RecName: Full=Al
gi]21465915|pdb | 1KTIJA Chain A, X-Ray Structure OF
gi 21725592 |emb | CAD38377.1] unnamed protein produc
gi | 76097509 gb|ABA39437.1| Der p 2 allergen precur
gi]|157829757 | pdb]1A9V]A Chain A, Tertiary Structur
gi]256095984 | emb | CAQ68249.1] Der p 2 allergen prec
gi|21725604 |emb | CAD38383.1] unnamed protein produc
gi]110560872|gb|ABG76196.1] group 2 allergen Der p
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1352237|sp|P49278.1]ALL2_DERPT RecName: Full=Mi
gi1]99644635]emb | CAK22338.1] Der p 2 allergen precu
gi]5326864|gb|AAD42074.1|AF144753_1 peroxisomal me
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po
gi1]114841683|dbj |BAF32143.1] pollen allergen [Cham
gi]225877920]|emb | CAX32963.1] parvalbumin [Gallus g
gi]549185]sp|P35782.1|VA52_VESCR RecName: Full=Ven
gi|21725590|emb | CAD38376.1] unnamed protein produc
gi|17978844|gb|AAL47677 .1 major Der f 2 isoform [
gi]21725582]emb | CAD38372.1] unnamed protein produc
gi]21725594 | emb | CAD38378.1] unnamed protein produc
gi|21725586 | emb | CAD38374.1] unnamed protein produc
gi 21725600 emb | CAD38381.1] unnamed protein produc

322) 66
322) 66
203) 61
178) 56
146) 54
129) 51
129) 51
129) 51
129) 51
129) 51
129) 51
130) 51
135) 51
145) 51
145) 51
146) 51
146) 51
167) 51
398) 55
419) 55
110) 48
202) 51
129) 48
129) 48
129) 48
129) 48
129) 48
129) 48

ANAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
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gi]21725602]emb | CAD38382.1] unnamed protein produc
gi 21725588 emb | CAD38375.1] unnamed protein produc
gi 21725596 | emb | CAD38379.1] unnamed protein produc
gi]21725584 | emb | CAD38373.1] unnamed protein produc
gi |47606004|sp|Q7M1E7 . 1] PGLR2_CHAOB RecName: Full=
gi 59894749 gb|AAX11194.1] 60S acidic ribosomal P1
gi|217308|dbj |BAA01241.1] mite allergen Der f Il p
gi]|2769700]gb|AAB95638.1] peroxisomal-like protein
gi]66845476|gb|EAL85811.1] allergen Asp F3 [Asperg
gi|546852|gb|AAB30829.1] Der ¥ Il [Dermatophagoide
gi]256631558|dbj | BAD74060.2| group 2 allergen [Der
gi]55859466]emb|CA105848.1] mite allergen Der f 2
gi1]218203834|gb]ACK76300.1] Der f 2 allergen [Derm
gi|55859470|emb|CA105850.1] mite allergen Der f 2
gi]|86450747|gb|ABC96702.1] Der s 2 a allergen [Der
gi1]55859468]emb|CA105849.1] Der f 2 [Dermatophagoi
gi]156480837|gb]|ABU68318.1] Der f 2 allergen [Derm
gi]|32363124|sp| |P81943_2 [Segment 2 of 4] Allergen
gi|21512|emb|CAA27571.1] patatin [Solanum tuberosu
gi]118216]sp|P18153.1|D7_AEDAE D7 protein precurso
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi 14423684 |sp|QOHDT3.2|ENO_ALTAL RecName: Full=En
gi]14585753|gb|AAK67491.1] enolase [Cochliobolus 1
gi]51315784|sp|Q7Y1X1.1]EST_HEVBR RecName: Full=Es
gi]256636]gb|AAB23483.1] Kunitz trypsin inhibitor
gi]49523394|emb|CAE52833.1] polygalacturonase [Pla
gi]|46396596|sp| |P83834_1 [Segment 1 of 3] Pathogen
gi]219806590|dbj |BAH10150.1] tropomyosin [Neptunea
gi]31339067|dbj |BAC77154.1] 21k allergen [Anisakis
gi]47605452|sp|Q7Z1K3.1]ANIS1I_ANISI RecName: Full=
gi | 74664773 |sp|Q96X46.3|ENO_PENCI RecName: Full=En
gi]6015094|sp|P42040.2 ] ENO_CLAHE RecName: Full=Eno
gi]|467660]emb | CAA55070.1] enolase, allergen Cla h
gi|544618|gb|AAB29344.1]| 36 kda allergen {peptide
gi|256429|gb|AAB23464.1| Kunitz trypsin inhibitor
gi]|18770]emb|CAA45777.1] trypsin inhibitor subtype
gi]|18772]emb|CAA45778_1] trypsin inhibitor subtype
gi|8118439|gb|AAF72991.1]|AF261278 1 beta-expansin
gi]20385544 | gb|AAM21322.1|AF373221_1 group 14 alle
gi]1167836]emb|CAA93121.1] protein with incomplete
gi]195957140|gb]ACG59281.1] major allergen CM16 [T
gi|21916]|emb|CAA34709.1] precursor (AA -24 to 119)
gi]118572685|sp|PO0791.3|PEPA_PIG RecName: Full=Pe
gi]|1173557]gb|AAA86533.1] Ory s 1 [Oryza sativa]
gi1]109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full
gi]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=
gi|136457|sp|P06886.1| TSST_STAAU RecName: Full=Tox
gi]45823012]emb | CAG24374.1] unnamed protein produc
gi]33149333|gb|AAP96759.1] group 1 allergen Dac g
gi]28373838|pdb|IN1OJA Chain A, Crystal Structure
gi|5712199|gb|AAD47382.1] glycinin [Arachis hypoga
gi]168314]gb|AAA63278.1] pollen allergen [Lolium p
gi ] 75315271 sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin
gi]1582250|prf|]|2118271A allergen Phl p 1
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P
gi]126385]sp|P14946.2|MPAL1_LOLPR RecName: Full=Po
gi|3860384|emb|CAA10140.1] major group I allergen
gi]3901094|emb|CAA81613.1] pollen allergen Phl pl
gi 168316 gb|AAA63279.1] pollen allergen [Lolium p
gi ]| 75274600 sp|Q9SC98]Q9SCO98_LOLPR Pollen allergen
gi]4090265]emb | CAA10520.1] group | pollen allergen
gi 18093991 |emb | CAD20406.1] unnamed protein produc
gi|1171005]|sp|P43216.1|MPAH1_HOLLA RecName: Full=M
gi1]219815476|gb]ACL36923.1] troponin C [Tyrophagus
gi]4138175]emb|CAA09885.1] allergen [Malassezia sy
gi|2827316|gb|AAB99797.1] allergenic protein [Oryz
9114423643 |sp|024172.1|ALL6_OLEEU RecName: Full=P
gi]1350779]|sp|P49148_1|RLA1_ALTAL RecName: Full=60
gi]13925873|gb|AAK49451 . 1|AF284645_1 enolase [Aspe
gi]83288046|sp|Q96X30.3|ENO_ASPFU RecName: Full=En
gi]21314465|gb|AAM46958.1|AF510854_1 allergen Arah
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gi]161087230|gb|ABX56711.1] LTP isoallergen 1 prec ( 116) 40 17.
gi]398830|emb|CAA52753.1] Phlp5 [Phleum pratense] ( 312) 45 19.
gi]21514|emb|CAA27588.1] patatin [Solanum tuberosu ( 386) 46 19.
gi]158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386) 46 19.
gi]21510]emb|CAA31575.1] unnamed protein product [ ( 386) 46 19.
gi|85681057|sp|P82947.1|ALL50_SOYBN RecName: Full= ( 17) 30 14.
gi]38326693|gb|AAR17475.1] unknown [Penicillium ci ( 228) 43 18.
gi]152031631|sp|P82615.3|LATH_HORSE RecName: Full= ( 228) 43 18.
gi]219806592|dbj |BAH10151.1] tropomyosin [Scapharc ( 284) 44 18.
gi]|57283139|emb|CAE17317.1] villin 2 [Nicotiana ta ( 520) 47 19.
gi 12005501 | gb|AAG44480.1|AF245168 1 vacuolar seri ( 358) 45 19.
gi]232054]|sp|P30575.1| ENO1_CANAL RecName: Full=Eno ( 440) 46 19.
gi]253683676|gb]ACT33296.1] putative tabinhibitin 252) 43 18.
gi|19570315|dbj |BAB86286.1] Cry j 1 precursor [Cry ( 374) 45 19.
gi]21886603|emb|CAC84116.1] peptidylprolyl isomera ( 173) 41 17.
gi1]29839254|sp|023878.1]13S1_FAGES RecName: Full=1 ( 565) 47 19.
gi]126608]sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147) 40 17.
gi]2498576|sp|Q41260.1 |MPAP1_PHAAQ RecName: Full=M ( 269) 43 18.
gi]2253610|gb|AAC34737.1] Cr-PIIl allergen [Peripla ( 274) 43 18.
gi1]38258932]|sp|P82615|LATH_HORSE Latherin precurso 228) 42 18.
gi]1247373]emb|CAA01909.1] Bl protein allergen [Cy 71) 36 16.
gi|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514) 46 19.
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp 514) 46 19.
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp 514) 46 19.
gi]114841671|dbj |BAF32137.1] pollen allergen [Cryp 514) 46 19.
gi]114841607|dbj |BAF32105.1] pollen allergen [Cryp 514) 46 19.
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp 514) 46 19.
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp 514) 46 19.
gi]114841641|dbj |BAF32122_.1] pollen allergen [Cryp 514) 46 19.
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp 514) 46 19.
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514) 46 19.
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp 514) 46 19.
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp 514) 46 19.
gi]1247375]emb|CAA01910.1] B4 protein allergen [Cy 73) 36 16.
gi]24418862|sp|P00630.3|PA2_APIME RecName: Full=Ph ( 167) 40 17.
gi]664852]gb|AAB07620.1] Asp FI11 [Aspergillus fumi 250) 42 18.
gi]2498578]sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305) 43 18.
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374) 44 18.
gi]4588118|gb|AAD25995.1|AF098517_1 alkaline serin ( 457) 45 19.
gi]14423846|sp|082040.1|POLC7_PHLPR RecName: Full= ( 78) 36 16.
gi]320611|pir]|D37396 pollen allergen Fes e 1 type ( 20) 29 14.

ANANAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
QUIOVUINOUITWWWWWWWWWWWWUuNUUOODORUDRARNOUITOORADMIMEN

>>gi|66847146|gb|EAL87477.1] allergen Asp F4 [Aspergillu (322 aa)

initn: 57 initl: 57 opt: 66 Z-score: 105.2 bits: 25.7 EQQ: 0.71
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Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (12-54:3-45)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAK
gi]668 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT INGV
10 20 30 40 50
60 70 80

2MEPSP RAVVVGCGGKFPVEDAKEEVQ

gi|668 LVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNT
60 70 80 90 100 110

>>gi | 83300369 sp|060024.2|ALL4_ASPFU RecName: Full=Aller (322 aa)

initn: 57 initl: 57 opt: 66 Z-score: 105.2 bits: 25.7 EQQ: 0.71

Smith-Waterman score: 66; 38.6% identity (63.6% similar) in 44 aa overlap (12-54:3-45)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH-YMLGALRTLGLSVEADKAAK
gi]833 MQLKNSMLLLTALAAGSSVA-RLHGHERRHLHHAGEKREVGDTVYAT INGV
10 20 30 40 50
60 70 80

2MEPSP RAVVVGCGGKFPVEDAKEEVQ
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gi|833 LVSWINEWSGEAKTSDAPVSQATPVSNAVAAAAAASTPEPSSSHSDSSSSSGVSADWTNT
60 70 80 90 100 110

>>gi1]256635]gb|AAB23482.1] Kunitz trypsin inhibitor KTil (203 aa)
initn: 61 initl: 61 opt: 61 Z-score: 100.7 bits: 24.2 E(QQ: 1.3
Smith-Waterman score: 61; 33.3% identity (76.7% similar) in 30 aa overlap (30-59:33-62)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKGGGIEVDSTGK
10 20 30 40 50 60

60 70 80
2MEPSP RAVVVGCGGKFPVEDAKEEVQ

gi|256 EICPLTVVQSPNELDKGIGLVFTSPLHALFIAERYPLSIKFGSFAVITLCAGMPTEWALV
70 80 90 100 110 120

>>gi1]5019414|emb|CAB44442_1]| PPlase [Aspergillus fumigat (178 aa)
initn: 55 initl: 55 opt: 56 Z-score: 93.3 bits: 22.6 E(Q: 3.2
Smith-Waterman score: 56; 20.6% identity (61.9% similar) in 63 aa overlap (8-67:114-176)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALS--~EGTTVVDNLLN
gi]501 GGRSIYGDKFADENFSRKHDKKGILSMANAGPNTNéééﬁﬁiT%AQ%SWLDGKHVVFGEVA
90 100 110 120 130 140
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|501 DEKSYSVVKEIEALGSSSGSVRSNTRPKIVNCGEL
150 160 170

>>gi]2506771|sp|P16968.2] 1AA1_HORVU RecName: Full=Alpha- (146 aa)
initn: 50 initl: 50 opt: 54 Z-score: 91.6 bits: 22.0 EQ): 4
Smith-Waterman score: 54; 37.0% identity (63.0% similar) in 27 aa overlap (41-66:75-101)

20 30 40 50 60

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGAL-RTLGLSVEADKAAKRAVVVGCGGK

gi 250 GQVVESlQKDCCRQ|AA|GDEWClCGALGSMRééMYKELé&ALADbkAfVAEVFPGCRTE
50 60 70 80 90 100

70 80
2MEPSP FPVEDAKEEVQ

gi|250 VMDRAVASLPAVCNQY IPNTNGTDGVCYWLSYYQPPRQMSSR
110 120 130 140

>>0gi1]21465915|pdb ] 1KTIJA Chain A, X-Ray Structure Of Der (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.1 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|214 SEVDVKDCANHElkk&LQPGCHGSEPCl|HRGKPFQLE
10 20 30

gi]214 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1]21725592|emb] CAD38377.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.1 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
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gi|217 DQVDVKDCANHE IKKVLVPGCHGNEPCI 1GRGKPFQLE
10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi | 76097509 | gb|ABA39437.1] Der p 2 allergen precursor (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.1 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]760 DQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30

gi | 760 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1 157829757 |pdb|1A9V]A Chain A, Tertiary Structure Of (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.1 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|157 SQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30

gi]157 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0g1i1 256095984 |emb | CAQ68249.1] Der p 2 allergen precurso (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.1 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi | 256 DQVDVKDCANHE I KKVLVPGCHGSEPC I 1HRGKPFQLE
10 20 30

gi|256 AVFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725604|emb | CAD38383.1] unnamed protein product [D (129 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.6 bits: 21.1 EQQ: 6.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE I KKVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]110560872|gb|ABG76196.1] group 2 allergen Der p 2 [ (130 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.5 bits: 21.1 E(Q: 6.8
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:10-27)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]110 RDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLE

10 20 30

gi|110 ALFEANQNSKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
40 50 60 70 80 90
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>>0gi1]3941386|gb]AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 87.2 bits: 21.1 EQ: 7.1
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:15-32)

30 40 50 60 70 80

OMEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi 394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40

gi ]394 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
50 60 70 80 90 100

>>gi|164415595|gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.6 bits: 21.1 EQ: 7.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:25-42)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|164 MYK 1 LCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi|164 ADFEANQNRKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>g1|14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.6 bits: 21.1 EQ: 7.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:25-42)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|144 MYK 1 LCLSLLVAAVAADQVD I KDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLE
10 20 30 40 50

gi|144 AVFDANQNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIA
60 70 80 90 100 110

>>gi1]1352237|sp|P49278_.1]|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.5 bits: 21.1 EQ: 7.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|135 MMYK 1 LCLSLLVAAVARDQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi]135 AVFEANQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0g1]99644635]|emb ]| CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 86.5 bits: 21.1 EQ: 7.7
Smith-Waterman score: 51; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi 996 MMYK I LCLSLLVAAVAADQVDVKDCANHE I KKVLVPGCHGSEPC I IHRGKPFQLE
10 20 30 40 50

gi|996 ALFEANQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 5326864 | gb|AAD42074.1|AF144753_1 peroxisomal membra (167 aa)
initn: 51 initl: 51 opt: 51 Z-score: 85.4 bits: 21.1 EQ): 9
Smith-Waterman score: 51; 27.3% identity (54.5% similar) in 66 aa overlap (4-69:34-99)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 192

gi 532 KAGDSFPEGVTFSY IPWAEDASE 1 TSCG 1P INYNASKEFANKKVVLFALPGAFTPVCSAN
10 20 30 40 50 60

40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi 532 HVPEY IQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDD I LFLSDPEAKFSKS1G
70 80 90 100 110 120

gi|532 WADEEGRTYRYVLVIDNGK I I'YAAKEAAKNSLELSRADHVLKQL
130 140 150 160

>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen (398 aa)
initn: 39 initl: 39 opt: 55 Z-score: 84.7 bits: 22.2 E(Q: 9.8
Smith-Waterman score: 55; 33.3% identity (80.0% similar) in 30 aa overlap (32-60:246-275)

10 20 30 40 50 60

gi]113 KASDGLLDITLGSSHVTVSNCKFTQHQFVLLLGADDTHYQDKéMLATVAFNMFTDHVDQ
220 230 240 250 260 270

70 80
2MEPSP AVVVGCGGKFPVEDAKEEVQ

gi]113 MPRCRFGFFQVVNNNYDRWGTYAIGGSSAPT ILSQGNRFFAPDD I IKKNVLARTGTGNAE
280 290 300 310 320 330

>>gi 114841683 |dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 39 initl: 39 opt: 55 Z-score: 84.2 bits: 22.2 EQ): 10
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (23-73:161-217)

10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL
gi|114 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ
140 150 160 170 180 190
50 60 70 80

OMEPSP GLSVEA--DKAAKRAVVVGCGGKEPVEDAKEEVQ
gi|114 GLKIKAPRDSPNTDGIDIFASKRFHIEKCY IGTGDDCIAIGTGSSNITIKDL ICGPGHGI
200 210 220 230 240 250

>>gi|225877920|emb | CAX32963.1] parvalbumin [Gallus gallu (110 aa)
initn: 37 initl: 37 opt: 48 Z-score: 83.9 bits: 20.2 EQ: 11
Smith-Waterman score: 48; 29.8% identity (61.7% similar) in 47 aa overlap (31-77:5-46)

10 20 30 40 50 60
OMEPSP SGTVKLPGSKSLSNR I LLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|225 MAMTDVLSAED I KKAVGAFS— - -~ AAESFNYKKF
10 20 30

70 80

2MEPSP AVVVGCGGKFPVEDAKEEVQ

gi|225 FEMVGLKKkSﬁ—EDVKKVFHILDKDRSGFIEEEELKFVLKGFTPDGRDLSDKETKALLAA
40 50 60 70 80

>>gi|549185|sp|P35782.1|VA52_VESCR RecName: Full=Venom a (202 aa)
initn: 47 initl: 47 opt: 51 Z-score: 83.7 bits: 21.1 EQ): 11
Smith-Waterman score: 51; 23.4% identity (53.1% similar) in 64 aa overlap (22-74:113-176)
10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN-SEDVHYMLGALRTLGL

90 100 110 120 130 140
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60 70 80
OMEPSP SVEADKAAK-————————— RAVVWGCGGKFPVEDAKEEVQ
i |549 GSPKNKLNKVGHYTQMVWAKTKE I GCGSEDY 1 EDGWHRHYLVCNYGPAGNVGNEP 1 YERK
150 160 170 180 190 200

>>gi 21725590 emb | CAD38376.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE IKEVLVPGCHGSEPCI 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]17978844|gb]|AAL4A7677.1] major Der f 2 isoform [Derm (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 179 DQVDVKDCANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30

gi]179 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725582|emb]CAD38372.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725594|emb | CAD38378.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725586 | emb | CAD38374.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]217 DQVDVKDCANHE IKEVLVPGCHGNEPCI 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90
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>>0gi]21725600]emb] CAD38381.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLEVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi|21725602|emb | CAD38382.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE I KEVLVPGCHGSEPC I IHSGKPFQLE

10 20 30

gi|217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi]|21725588|emb | CAD38375.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi|217 ALFEANQNSKTAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi1 21725596 |emb] CAD38379.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ): 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE IKEVLVPGCHGNEPC I IHSGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACNYMKCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>0gi1]21725584 | emb] CAD38373.1] unnamed protein product [D (129 aa)
initn: 48 initl: 48 opt: 48 Z-score: 82.5 bits: 20.2 EQ: 13
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:9-26)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 DQVDVKDCANHE I KEVLVPGCHGNEPC I 1GRGKPFQLE

10 20 30

gi]217 ALFEANQNSATAKIEIKASIDGLSVDVPGIDPNACHYMNCPLVYNGQQYDIKYTWNVPKIA
40 50 60 70 80 90

>>gi |47606004 | sp|Q7M1E7 .1 | PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 39 initl: 39 opt: 55 Z-score: 82.5 bits: 22.2 EQ): 13
Smith-Waterman score: 55; 24.6% identity (63.2% similar) in 57 aa overlap (23-73:191-247)

10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVD-NLLNSEDVHYMLG---ALRTL
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gi]476 QQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQ
170 180 190 200 210 220

50 60 70 80

2MEPSP GLSVEA--DKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 476 GLKIKAPRDSPNTDGIDIFASKRFHIEKCY IGTGDDCIAIGTGSSNITIKDLICGPGHGI
230 240 250 260 270 280

>>gi|59894749|gb|AAX11194.1] 60S acidic ribosomal P1 pho (107 aa)
initn: 47 initl: 47 opt: 47 Z-score: 82.4 bits: 19.9 EQ: 13
Smith-Waterman score: 47; 25.0% identity (55.8% similar) in 52 aa overlap (27-78:45-89)

10 20 30 40 50
OMEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADK
i |598 LADDGIEVSADKIQT ILGAAKVQEVEP IWAT I FAKALEGKD IKE I LTNVGSAGPATAGAP
20 30 40 50 60 70

60 70 80
2MEPSP AAKRAVVVGCGGKFPVEDAKEEVQ
i 598 AA-———mm- AGAAAPAEEKKEEKEEEKEESDEDMGFGLFD

80 90 100

>>gi|217308|dbj | BAA01241.1] mite allergen Der f Il precu (138 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.9 bits: 20.2 EQ): 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:18-35)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|217 SLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE

10 20 30 40

gi|217 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
50 60 70 80 90 100

>>gi]2769700|gb|AAB95638.1] peroxisomal-like protein [As (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 81.9 bits: 20.5 EQ): 14
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (4-69:35-100)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi |276 KAGDSFPSDVVFSY IPWSEDKGE I TACGIPINYNASKEWADKKV I LFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 276 HVPEY IEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKS1G
70 80 90 100 110 120

gi|276 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi| 66845476 |gb|EAL85811.1] allergen Asp F3 [Aspergillu (168 aa)
initn: 49 initl: 49 opt: 49 Z-score: 81.9 bits: 20.5 EQ): 14
Smith-Waterman score: 49; 25.8% identity (54.5% similar) in 66 aa overlap (4-69:35-100)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi]668 KAGDSFPSDVVFSY IPWSEDKGE ITACGIPINYNASKEWADKKV ILFALPGAFTPVCSAR

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
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gi|668 HVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDD I LFLSDPDARFSKSIG
70 80 90 100 110 120

gi|668 WADEEGRTKRYALV IDHGKITYAALEPAKNHLEFSSAETVLKHL
130 140 150 160

>>gi | 546852 |gb|AAB30829.1] Der f Il [Dermatophagoides fa (142 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.7 bits: 20.2 EQ): 14
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:22-39)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|546 GTMVSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE

10 20 30 40 50

gi|546 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>0gi1]256631558|dbj |BAD74060.2] group 2 allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.5 bits: 20.2 EQ): 15
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|256 MISKILCLSLLVAAVVADQVDVKDCANNEIkaMQDGCHGSDPCIIHRGKPFTLE
10 20 30 40 50

gi]256 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>0gi1 55859466 | emb]CAI05848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.5 bits: 20.2 EQ: 15
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80

2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|558 MISKILCLSLLVAAVVADQVDVKDCANAEIkaMQDGCHGSDPCIIHRGKPFNLE
10 20 30 40 50

gi|558 AIFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi 218203834 gb|ACK76300.1] Der ¥ 2 allergen [Dermatop (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.5 bits: 20.2 EQ: 15
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]218 MISKILCLSLLVAAVVADQVDVKDCANNEIkKVMQDGCHGSDPCIIHRGKPFTLE

10 20 30 40 50

gi]218 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859470 emb|CAI05850.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.5 bits: 20.2 EQ): 15
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|558 MISKILCLSLLVAAVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLE

10 20 30 40 50

gi|558 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110
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>>gi1]86450747|gb]ABC96702.1] Der s 2 a allergen [Dermato (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.5 bits: 20.2 EQ: 15
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|864 MISK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE

10 20 30 40 50

gi|864 ALFDANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi | 55859468 emb|CAI05849.1] Der ¥ 2 [Dermatophagoides (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 81.5 bits: 20.2 EQ: 15
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:26-43)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 558 M1 SK1LCLSLLVAAVVADQVDVKDCANNE I KKVMVDGCHGSDPC I IHRGKPFTLE
10 20 30 40 50

gi|558 ALFDANQNTKTAKIEIKANINGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIA
60 70 80 90 100 110

>>gi 156480837 |gb|ABU68318.1] Der f 2 allergen [Dermatop (175 aa)
initn: 48 initl: 48 opt: 48 Z-score: 79.9 bits: 20.1 EQ): 18
Smith-Waterman score: 48; 38.9% identity (72.2% similar) in 18 aa overlap (54-71:55-72)

30 40 50 60 70 80
2MEPSP EGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

i |156 CGKFVCVIHFFSFHLENTKHNFLFLVY IHIANNE IKKVMVDGCHGSDPC I IHRGKPFTLE
30 40 50 60 70 80

gi|156 ALFDANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIA
90 100 110 120 130 140

>>0gi1]32363124|sp| |P81943_2 [Segment 2 of 4] Allergen Api (30 aa)
initn: 39 initl: 39 opt: 39 Z-score: 79.8 bits: 17.6 EQ: 18
Smith-Waterman score: 39; 61.5% identity (76.9% similar) in 13 aa overlap (51-63:5-17)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]323 INLKAVIADPVAKTAVVQAGATLGEVYYXI

10 20 30

>>gi|21512|emb|CAA27571.1] patatin [Solanum tuberosum] (386 aa)
initn: 52 initl: 52 opt: 52 Z-score: 79.8 bits: 21.3 EQ): 18
Smith-Waterman score: 52; 43.5% identity (73.9% similar) in 23 aa overlap (5-27:241-263)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi]215 FNLVDGAVATVDDPALLSISVATKLAQVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTY

220 230 240 250 260 270
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]215 TAEETAKWGTARWMLV IQKMTSAASSYMTDYYLSTAFQALDSQNNYLRVQENALTGTTTE
280 290 300 310 320 330

>>gi|118216|sp|P18153.1|D7_AEDAE D7 protein precursor (A (321 aa)
initn: 37 initl: 37 opt: 51 Z-score: 79.7 bits: 21.0 EQ: 18
Smith-Waterman score: 51; 34.7% identity (55.1% similar) in 49 aa overlap (30-78:221-261)

10 20 30 40 50
2MEPSP  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK
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gi]118 CQIRQYTVLDDALFKEHTDCVMKGIRYITKDNQLDVEEVK —————— RDFKL-VNKDTKAL
200 210 220 230 240
60 70 80

2MEPSP RAVVVGCGGKFPVEDAKEEVQ
gi|118 EKVLNDCKSKEP-SNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQAY
250 260 270 280 290 300

>>gi 24898904 |dbj | BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 39 initl: 39 opt: 53 Z-score: 79.1 bits: 21.5 EQ): 20
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG———ALRTLGLSVEADKAA
gi]248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>g1 14423684 |sp|QOHDT3.2|ENO_ALTAL RecName: Full=Enolas (438 aa)
initn: 45 initl: 45 opt: 52 Z-score: 78.7 bits: 21.2 EQ): 21
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (27-58:88-122)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVE
gi|144 GGKGVTKAVANVNDTlAPALlKEKLDVKDQéAQBAELNkLDGTTNKTNLéANA|Lé@éMA
60 70 80 ) 100 110
60 70 80

2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|144 1AKAAAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAP
120 130 140 150 160 170

>>gi|14585753|gb|AAK67491.1] enolase [Cochliobolus lunat (440 aa)
initn: 48 initl: 48 opt: 52 Z-score: 78.7 bits: 21.2 EQ): 21
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 35 aa overlap (27-58:88-122)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED———VHYMLGALRTLGLSVE

gi]145 GGKGVTKAVANVNDIIAPALIKEKLDVKDQSAVDAFLNKLDGTENKTKLGANAILGVSMA
60 70 80 90 100 110

60 70 80
2MEPSP ADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]|145 I1AKAAAAEKGVPLYAHISDLAGTKKPYVFRFLSKNVLNGGSHAGGFLLFQEFMIAPAKTF
120 130 140 150 160 170

>>gi 51315784 |sp|Q7Y1X1.1|EST_HEVBR RecName: Full=Estera (391 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.0 bits: 21.0 EQ): 23
Smith-Waterman score: 51; 29.6% identity (63.0% similar) in 27 aa overlap (23-49:72-98)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSV
gi]513 NSDTGGKAAAFYPLNPPYGETFFHRSTGRYSDGRLIIDFIAESFNLPYLSPYLSSLGSNF

50 60 70 80 90 100
60 70 80

2MEPSP EADKAAKRAVVVGCGGKFPVEDAKEEVQ
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gi|513 KHGADFATAGSTIKLPTT I IPAHGGFSPFYLDVQYSQFRQFIPRSQFIRETGGIFAELVP
110 120 130 140 150 160

>>0gi1]256636]|gb|AAB23483.1] Kunitz trypsin inhibitor KTi2 (204 aa)
initn: 47 initl: 47 opt: 47 Z-score: 76.9 bits: 19.8 EQ): 26
Smith-Waterman score: 47; 26.7% identity (76.7% similar) in 30 aa overlap (30-59:33-62)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAK

gi|256 STIFFALFLVCAFTISYLPSATAQFVLDTDDDPLQNGGTYYMLPVMRGKSGGIEGNSTGK
10 20 30 40 50 60

60 70 80
2MEPSP RAVVVGCGGKFPVEDAKEEVQ

gi|256 EICPLTVVQSPNKHNKGIGLVFKSPLHALFIAERYPLSIKFDSFAVIPLCGVMPTKWATV
70 80 90 100 110 120

>>0g1 49523394 |emb ]| CAE52833.1] polygalacturonase [Platanu (377 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.6 bits: 20.6 EQ): 27
Smith-Waterman score: 50; 26.9% identity (73.1% similar) in 26 aa overlap (51-76:315-340)

30 40 50 60 70 80
2MEPSP ALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 495 PV|LDQEYCPYGQCSRQAPSRlKLSN|NFNNiééTéfékvAQQiAééHGMPCSNMKlGEl

290 300 310 320 330 340

gi]495 NLSYRGAGGPATSTCSNVKPTFSGKQVPAIKCA
350 360 370

>>gi1]46396596|sp| |P83834_1 [Segment 1 of 3] Pathogenesis (21 aa)
initn: 35 initl: 35 opt: 35 Z-score: 76.1 bits: 16.4 EQ: 29
Smith-Waterman score: 35; 50.0% identity (71.4% similar) in 14 aa overlap (52-65:3-16)

30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKEPVEDAKEEVQ
gi 463 DFQbAHNAAéAQVGVGPVHWT

10 20

>>0gi]219806590|dbj |BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 40 initl: 40 opt: 48 Z-score: 75.7 bits: 20.1 EQ: 31
Smith-Waterman score: 48; 32.0% identity (76.0% similar) in 25 aa overlap (36-60:195-217)

10 20 30 40 50 60
2MEPSP LPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVG
gi]219 AARKLAITEIDLERAETRLEAAEAKCYELDEQLHVVGNNIKTL——SIQNDQASQREDSYE

170 180 190 200 210 220

70 80
2MEPSP CGGKFPVEDAKEEVQ

gi]219 ETIRDLTQRLKDAENRAQEAERTVTKLQKEVDRLEDELLAEKERYKNISDELDQTFAELA
230 240 250 260 270 280

>>gi| 31339067 |dbj |BAC77154.1] 21k allergen [Anisakis sim (194 aa)
initn: 42 initl: 42 opt: 46 Z-score: 75.6 bits: 19.5 EQ): 31
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-78:152-184)

20 30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV———GCGGKFPVEDA

gi|313 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KEEVQ
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gi | 313 KCERGKLFANCCK
190

>>gi1]47605452|sp|Q7Z1K3.1]ANIS1_ANISI RecName: Full=Majo (194 aa)
initn: 42 initl: 42 opt: 46 Z-score: 75.6 bits: 19.5 EQ): 31
Smith-Waterman score: 46; 30.3% identity (57.6% similar) in 33 aa overlap (49-78:152-184)

20 30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVV---GCGGKFPVEDA

i |476 QCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMT I LGKSCDDQFCPEDA
130 140 150 160 170 180

80
2MEPSP KEEVQ

gi|476 KCERGKLFANCCK
190

>>gi1 ]| 74664773 |sp|Q96X46.3|ENO_PENCI RecName: Full=Enolas (438 aa)
initn: 43 initl: 43 opt: 50 Z-score: 75.4 bits: 20.6 EQ: 32
Smith-Waterman score: 50; 42.4% identity (60.6% similar) in 33 aa overlap (29-58:90-122)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ

gi | 746 KAAAAEKGVPLYVHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDTAESF
120 130 140 150 160 170

>>gi1]6015094 | sp|P42040.2]ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 75.3 bits: 20.6 EQ): 32
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (14-58:70-122)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTV-———— VDNLLNSED-
i |601 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I 1APAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
40 50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|601 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>gi1]467660]emb ]| CAA55070.1] enolase, allergen Cla h 6; p (440 aa)
initn: 43 initl: 43 opt: 50 Z-score: 75.3 bits: 20.6 EQ: 32
Smith-Waterman score: 50; 34.0% identity (56.6% similar) in 53 aa overlap (14-58:70-122)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTV-———— VDNLLNSED-
i |467 STGSHEACELRDGDKSKWAGKGVTKAVANVNE I IAPAL IKENLDVKDQAAVDAFLNKLDG

40 50 60 70 80 90
40 50 60 70 80

2MEPSP --VHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|467 TTNKTKIGANAILGVSMAVAKAAAAEKRVPLYAHISDLSGTKKPFVLPVPFMNVVNGGSH
100 110 120 130 140 150

>>0gi1]544618|gb|AAB29344 1] 36 kda allergen {peptide 143- (20 aa)

initn: 34 initl: 34 opt: 34 Z-score: 74.9 bits: 16.1 EQ): 34
Smith-Waterman score: 34; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:4-12)
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40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|544 APPGCSNHFNLETVFGNFVK

10 20

>>gi|256429|gb|AAB23464.1] Kunitz trypsin inhibitor [Gly (216 aa)
initn: 46 initl: 46 opt: 46 Z-score: 74.7 bits: 19.5 EQ): 35
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (48-63:172-187)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]256 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

80
2MEPSP EVQ

gi]256 KESLAKKNHGLSRSE
210

>>gi|18770|emb|CAA45777.1] trypsin inhibitor subtype A [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 74.6 bits: 19.5 EQ): 35
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (48-63:173-188)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]187 FRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKLD
150 160 170 180 190 200

80
2MEPSP EVQ

gi]187 KESLAKKNHGLSRSE
210

>>gi|18772|emb|CAA45778.1] trypsin inhibitor subtype B [ (217 aa)
initn: 46 initl: 46 opt: 46 Z-score: 74.6 bits: 19.5 EQ: 35
Smith-Waterman score: 46; 37.5% identity (81.2% similar) in 16 aa overlap (48-63:173-188)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE

gi]187 FRIERVSDDEFNNYKLVFCTQQAEDDKCGDIGISIDHDDGTRRLVVSKNKPLVVQFQKVD
150 160 170 180 190 200

80
2MEPSP EVQ

gi]187 KESLAKKNHGLSRSE
210

>>gi|8118439|gb|AAF72991.1|AF261278_1 beta-expansin [Ory (267 aa)
initn: 47 initl: 47 opt: 47 Z-score: 74.5 bits: 19.8 EQ): 36
Smith-Waterman score: 47; 50.0% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]811 GGACGYKDIDKAPFLGMNSCGNDP IFKDGKGCGSCFEVKCSKPEACSDKPV I ITHITDMNT
70 80 90 100 110 120

gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAG I IDMQFRRVRCKYPGETKVTFHVEKGSNP
130 140 150 160 170 180

>>0gi1]20385544 | gb|AAM21322_1|AF373221_1 group 14 allergen (1662 aa)

initn: 44 initl: 44 opt: 56 Z-score: 74.0 bits: 22.3 EQ): 38
Smith-Waterman score: 56; 33.3% identity (64.4% similar) in 45 aa overlap (23-63:452-496)
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10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVV——--DNL-LNSEDVHYMLGALRTL
gi]203 CEKTNDCATNSGVKDARDAYLARLAVARDASERNT I RALENLNVNT DGVONMVNAVDET
430 440 450 460 470 480
50 60 70 80

OMEPSP GLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi[203 IKéfbAéPAMRAAAQNALPNDASHMDRYKSLVMDESMPNEARIAAFQKMMKNGGMSHIKD
490 500 510 520 530 540

>>0gi]1167836|emb]CAA93121.1] protein with incomplete sig (248 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.5 bits: 19.5 EQ): 41
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:76-89)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]1l16 GGACGYKDVDKPPFSGMTGCGNTPIFKDGRééééCFEIKCSKPESCSGEPVTVHITDDNE
50 60 70 80 90 100

gi]116 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP
110 120 130 140 150 160

>>gi|195957140|gb|ACG59281.1] major allergen CM16 [Triti (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.1 bits: 18.6 EQ: 42
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (11-47:3-39)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi]195 MASESNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQA

10 20 30 40 50

70 80

2MEPSP AVVVGCGGKFPVEDAKEEVQ

gi]195 CRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMD
80 90 100 110

>>gi|21916]|emb|CAA34709.1] precursor (AA -24 to 119) [Tr (143 aa)
initn: 43 initl: 43 opt: 43 Z-score: 73.1 bits: 18.6 EQ: 42
Smith-Waterman score: 43; 32.4% identity (62.2% similar) in 37 aa overlap (11-47:3-39)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi]219 MASKSNCVLLLAAVLVSIFAAVAAIGNébCTPWMSTLITPLPSCRDYVEQQA

10 20 30 40 50

70 80

2MEPSP AVVVGCGGKFPVEDAKEEVQ

gi]219 CRIETPGSPYLAKQQCCGELANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMD
80 90 100 110

>>gi]118572685|sp|PO0791._3|PEPA_PIG RecName: Full=Pepsin (385 aa)
initn: 44 initl: 44 opt: 48 Z-score: 73.1 bits: 20.0 EQ: 43
Smith-Waterman score: 48; 26.8% identity (62.5% similar) in 56 aa overlap (19-68:214-267)

10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTL
gi|118 YPSISASGATPVFDNLWDQGLVSQDLFSVYLSSNDDSGSQV——LLGGIDSSYYTéSLNWV
190 200 210 220 230 240
50 60 70 80
OMEPSP GLSVEA--———- DKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]118 PVSVEGYWQITLDSITMDGETIACSGGCQAIVDTGTSLLTGPTSAIANIQSDIGASENSD
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250 260 270 280 290 300

>>gi|1173557|gb|AAA86533.1] Ory s 1 [Oryza sativa] (263 aa)
initn: 46 initl: 46 opt: 46 Z-score: 73.0 bits: 19.4 EQ): 43
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|117 GGACGYKDVDKAPFLGMNSCGNDP I FKDGKGCGSCFE IKCSKPEACSDKPAL IHVTDMND
70 80 90 100 110 120

gi|117 EPIAAYHFDLSGLAMAKDGKDEELRKAG I IDTQFRRVKCKYPADTKITFHIEKASNPNYL
130 140 150 160 170 180

>>0gi1]109913547|sp|Q40638.2|EXPB1_ORYSJ RecName: Full=Exp (267 aa)
initn: 46 initl: 46 opt: 46 Z-score: 72.8 bits: 19.4 EQ): 44
Smith-Waterman score: 46; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

i |109 GGACGYKDVDKAPFLGMNSCGNDP I FKDGKGCGSCFE IKCSKPEACSDKPAL IHVTDMND
70 80 90 100 110 120

gi]109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGI IDTQFRRVKCKYPADTKITFHIEKASNP
130 140 150 160 170 180

>>0gi1]108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde (496 aa)
initn: 38 initl: 38 opt: 49 Z-score: 72.6 bits: 20.3 EQ: 46
Smith-Waterman score: 49; 28.0% identity (60.0% similar) in 50 aa overlap (9-58:428-476)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDV
i | 108 PVCSIAKFKTKEDAIKLGNASTYGLAAAVHTKNLNTAIEVSNALKAGTVIWV-NTYNTLHH
400 410 420 430 440 450
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]108 QVMPFGGYKESGIGRELGEDALANYTQTKTVSIRLGDALFG
460 470 480 490

>>gi1]136457|sp|P06886.1]|TSST_STAAU RecName: Full=Toxic s (234 aa)
initn: 42 initl: 42 opt: 45 Z-score: 72.3 bits: 19.1 EQ: 47
Smith-Waterman score: 45; 30.2% identity (55.8% similar) in 43 aa overlap (4-46:35-74)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLL
gi|136 LLMNFFIVSPLLLATTATDFTPVPLSSNQI IKTAKASTNDNIKDLLDWYSSGS---DTFT

10 20 30 40 50 60
40 50 60 70 80

2MEPSP NSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]136 NSEVLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYI
70 80 90 100 110 120

>>0gi1]45823012|emb ]| CAG24374.1] unnamed protein product [P (240 aa)
initn: 45 initl: 45 opt: 45 Z-score: 72.1 bits: 19.1 EQ): 49
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:68-81)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi | 458 GGACGYKDVDKPPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
40 50 60 70 80 90

gi]458 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
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100 110 120 130 140 150

>>gi | 33149333 gb|AAP96759.1] group 1 allergen Dac g 1.01 (240 aa)
initn: 45 initl: 45 opt: 45 Z-score: 72.1 bits: 19.1 EQ: 49
Smith-Waterman score: 45; 42_.9% identity (71.4% similar) in 14 aa overlap (65-78:68-81)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|331 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSCFE IKCTKPESCSGEAVTVH I TDDNE
40 50 60 70 80 90

gi|331 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNP
100 110 120 130 140 150

>>0gi1]28373838|pdb]1IN10JA Chain A, Crystal Structure OFf P (241 aa)
initn: 45 initl: 45 opt: 45 Z-score: 72.0 bits: 19.1 EQ): 49
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:69-82)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

i |283 GGACGYKDVDKPPFSGMTGCGNTP I FKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
40 50 60 70 80 90

gi1]283 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
100 110 120 130 140 150

>>gi]5712199|gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 49 Z-score: 72.0 bits: 20.3 EQ: 49
Smith-Waterman score: 49; 35.5% identity (64.5% similar) in 31 aa overlap (34-64:378-406)

10 20 30 40 50 60

gi|571 EETICTACVKKNIGGNRSPHIYDPQRWFTQNCHDLNLL I--LRWLGLSAEYGNLYRNALF
350 360 370 380 390 400

70 80
2MEPSP VGCGGKFPVEDAKEEVQ

gi|571 VPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFE
410 420 430 440 450 460

>>0gi1]168314|gb|AAA63278.1] pollen allergen [Lolium peren (252 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.6 bits: 19.1 EQ: 51
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:80-93)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

i | 168 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVT ITDDNE

50 60 70 80 90 100

gi | 168 EP1APYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNP
110 120 130 140 150 160

>>gi | 75315271 sp| Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin (145 aa)

initn: 42 initl: 42 opt: 42 Z-score: 71.3 bits: 18.3 EQ): 53
Smith-Waterman score: 42; 36.0% identity (76.0% similar) in 25 aa overlap (48-72:16-40)

20 30 40 50 60 70
2MEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|753 MAEHYGQQQQTRAPHLQLQPRAQRVVKAATAVTAGGSLLVLSGLT
10 20 30 40
80
2MEPSP EVQ

gi]753 LAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAALSVLSWIYRYLTGK
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initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ): 53
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Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi | 158 GGACGYKDVDKPPFSGMTGCGNTPIFKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
70 80 90 100 110 120

gi]158 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ): 54

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|117 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVH I TDDNE
70 80 90 100 110 120

gi]117 EPIAPYHFDLSGHAFGAMAKKGDEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>0gi1]126385]|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ: 54

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 126 GGACGYKNVDKAPFNGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEAVTVT ITDDNE
70 80 90 100 110 120

gi|126 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
130 140 150 160 170 180

>>gi | 3860384 | emb | CAA10140.1] major group | allergen Hol (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ: 54

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi 386 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPESCSGEP IVVH I TDDNE
70 80 90 100 110 120

gi|386 EPIAAYHLDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPKGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi]|3901094 |emb|CAA81613.1] pollen allergen Phl pl [Phl (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ): 54

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]390 GGACGYKDVDKPPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPEACSGEPVVVHITDDNE
70 80 90 100 110 120

gi|390 EPIAAYHFDLSGIAFGSMAKKGDEQKLRSAGEVE IQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>gi1]168316]|gb|AAA63279.1] pollen allergen [Lolium peren (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ): 54

Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)
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40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
i | 168 GGACGYKNVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVT ITDDNE
70 80 90 100 110 120

gi]168 EPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKASNP
130 140 150 160 170 180

>>gi | 75274600 sp| Q9SCI8|Q9SC98_LOLPR Pollen allergen (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ: 54
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi | 752 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFE IKCTKPESCSGEAVTVT ITDDNE
70 80 90 100 110 120

gi]752 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVEKASNP
130 140 150 160 170 180

>>gi|4090265]emb | CAA10520.1] group I pollen allergen [Po (263 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.3 bits: 19.1 EQ): 54
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:91-104)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]409 GGACGYKDVDKAPFSGMTGCGNTP IFKSGRGCGSCFE IKCTKPESCSGEPVLVHITDDNE
70 80 90 100 110 120

gi|409 EPIAAYHFDLSGKAFGAMAKKGEEQKLRSAGELELKFRRVKCEYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>0gi1]18093991|emb ] CAD20406.1] unnamed protein product [D (264 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.2 bits: 19.1 EQ): 54
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:92-105)

40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi 180 GGACGYKDVDKAPFNGMTGCGNTP 1 FKDGRGCGSCFE IKCTKPESCSGEAVTVH I TDDNE
70 80 90 100 110 120

gi]180 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHVEKGSNP
130 140 150 160 170 180

>>0gi]1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major (265 aa)
initn: 45 initl: 45 opt: 45 Z-score: 71.2 bits: 19.1 EQ: 54
Smith-Waterman score: 45; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:93-106)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|117 GGACGYKDVDKPPFSGMTGCGNTP IFKDGRGCGSCFE IKCTKPESCSGEPVTVHITDDNE
70 80 90 100 110 120

gi|117 EPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELKFRRVKCKYPDGTKPTFHVEKGSNP
130 140 150 160 170 180

>>gi 219815476 | gb|ACL36923.1] troponin C [Tyrophagus put (153 aa)
initn: 42 initl: 42 opt: 42 Z-score: 70.9 bits: 18.3 EQ: 57
Smith-Waterman score: 42; 27.6% identity (51.7% similar) in 29 aa overlap (45-73:38-66)

20 30 40 50 60 70

10 20 30 40 50 60

DOW CONFIDENTIAL - Do not share without permission



Dow AgroSciences LLC
Study ID: 110328
Page 207

80
2MEPSP AKEEVQ

gi]|219 DEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY IPTSALREILRALDDKLTEDELD
70 80 90 100 110 120

>>gi]4138175]|emb]CAA09885.1] allergen [Malassezia sympod (187 aa)
initn: 42 initl: 42 opt: 43 Z-score: 70.8 bits: 18.6 EQ): 57
Smith-Waterman score: 43; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:106-141)

20 30 40 50 60 70
2MEPSP LSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFP
gi]413 TTKWIAGTDLKIEMDPKEPYELYCFNYYTTFGNLPDAGAKELDDDATKKACSALKSGKYQ

80 90 100 110 120 130

80
2MEPSP VEDAKEEVQ

gi]413 SDPKKKSCRMDKKD IDQFKEQCSQYQPSDRPPYGDWSAGTSLNVVLNLKKNA
140 150 160 170 180

>>gi|2827316|gb|AAB99797.1] allergenic protein [Oryza sa (157 aa)
initn: 41 initl: 41 opt: 42 Z-score: 70.6 bits: 18.3 EQ): 58
Smith-Waterman score: 42; 32.5% identity (50.0% similar) in 40 aa overlap (40-74:48-86)

10 20 30 40 50 60
2MEPSP KSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEAD----- KAAKRAVVV
gi]282 VLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVG-EAPLLGRARPRRRAVPG

20 30 40 50 60 70
70 80

2MEPSP GCGGKFPVEDAKEEVQ
gi]|282 DCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFRGCRRGTWSARRRAPGY
80 90 100 110 120 130

>>gi|14423643|sp|024172.1|ALL6_OLEEU RecName: Full=Polle (50 aa)
initn: 36 initl: 36 opt: 36 Z-score: 70.3 bits: 16.6 EQ: 60
Smith-Waterman score: 36; 33.3% identity (66.7% similar) in 15 aa overlap (66-80:30-44)

40 50 60 70 80
2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

10 20 30 40 50

>>gi]1350779|sp|P49148_1|RLAL1_ALTAL RecName: Full=60S ac (110 aa)
initn: 40 initl: 40 opt: 40 Z-score: 70.3 bits: 17.7 EQ: 61
Smith-Waterman score: 40; 52.9% identity (58.8% similar) in 17 aa overlap (18-34:46-62)

10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRT
gi|135 ADDGVDITADKLQSLIKAAK I EEVEP IWTTLFAKALEGKDVKDLLLNVGSGGGAAPLPEA
20 30 40 50 60 70
50 60 70 80

2MEPSP LGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]135 LLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD
80 90 100 110

>>gi1]13925873|gb|AAK49451 .1 |AF284645_1 enolase [Aspergil (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 70.3 bits: 19.7 EQ: 61
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (29-57:90-121)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD
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gi|139 KGVLKAVKNVNET IGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVSLAVA
60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ

gi]139 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>g1i | 83288046 | sp| Q96X30.3|ENO_ASPFU RecName: Full=Enolas (438 aa)
initn: 40 initl: 40 opt: 47 Z-score: 70.3 bits: 19.7 EQ: 61
Smith-Waterman score: 47; 40.6% identity (62.5% similar) in 32 aa overlap (29-57:90-121)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD

60 70 80 90 100 110

60 70 80
2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ

gi]832 kAGAAEKGVPLYAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPDSAPSF
120 130 140 150 160 170

>>gi 21314465 gb | AAM46958.1|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 48 initl: 48 opt: 48 Z-score: 70.2 bits: 20.0 EQ: 62
Smith-Waterman score: 48; 32.4% identity (64.7% similar) in 34 aa overlap (31-64:381-414)

10 20 30 40 50 60
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR

gi]213 NGIEETICTASFKKNIGRNRSPD I'YNPQAGSLKTANELQLNLL ILRWLGLSAEYGNLYRN
360 370 380 390 400 410

70 80
2MEPSP AVVVGCGGKFPVEDAKEEVQ

gi]213 ALFQPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSE
420 430 440 450 460 470

>>gi]|161087230|gb|ABX56711.1] LTP isoallergen 1 precurso (116 aa)
initn: 40 initl: 40 opt: 40 Z-score: 69.9 bits: 17.7 EQ: 64
Smith-Waterman score: 40; 70.0% identity (90.0% similar) in 10 aa overlap (38-47:55-64)

10 20 30 40 50 60

30 40 50 60 70 80

70 80
2MEPSP GKFPVEDAKEEVQ

gi]161 LNQGNAAALPGRCGVSIPYKISTSTNCATIKF
90 100 110

>>gi | 398830 emb | CAA52753.1] Phlp5 [Phleum pratense] (312 aa)
initn: 40 initl: 40 opt: 45 Z-score: 69.8 bits: 19.1 EQ: 65
Smith-Waterman score: 45; 34.2% identity (57.9% similar) in 38 aa overlap (38-75:3-39)

10 20 30 40 50 60
OMEPSP GSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCG
gi ]398 MAVHQYTVAL-FLAVALVAGPAASYAADLGYG
10 20 30
70 80

2MEPSP GKFPVEDAKEEVQ

gi]398 PATﬁAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYR
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40 50 60 70 80 90

>>gi]|21514|emb|CAA27588.1] patatin [Solanum tuberosum] (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 69.7 bits: 19.4 EQ: 66
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (10-46:246-282)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi |215 GAVATVGDPALLSLSVATRLAQDDPAFSS IKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]215 AKW-GPLRWMLAIQQMTNAASSYMTDYY I STVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi|158517845|sp|P15476.2| PATB1_SOLTU RecName: Full=Pat (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 69.7 bits: 19.4 EQ: 66
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (10-46:246-282)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi]158 GGVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]158 AKW—éPLéWMLAIQQLTNAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDA
280 290 300 310 320 330

>>gi]21510]emb | CAA31575.1] unnamed protein product [Sola (386 aa)
initn: 43 initl: 43 opt: 46 Z-score: 69.7 bits: 19.4 EQ: 66
Smith-Waterman score: 46; 34.2% identity (63.2% similar) in 38 aa overlap (10-46:246-282)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGT-TVVDNLLNSEDV
gi]215 GAVATVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEA
220 230 240 250 260 270
40 50 60 70 80

2MEPSP HYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi]215 AKW—éPLéWMLAIQQMTNAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDA
280 290 300 310 320 330

>>gi | 85681057 | sp|P82947.1|ALL50_SOYBN RecName: Full=Majo (17 aa)
initn: 30 initl: 30 opt: 30 Z-score: 69.5 bits: 14.8 EQ): 67
Smith-Waterman score: 30; 62.5% identity (87.5% similar) in 8 aa overlap (48-55:10-17)

20 30 40 50 60 70
OMEPSP LLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKE
gi|856 ANPTFGETPLGLSSDAN
10
80
2MEPSP EVQ

>>0gi1]38326693|gb]AAR17475.1] unknown [Penicillium citrin (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.1 bits: 18.5 EQ): 70
Smith-Waterman score: 43; 41.2% identity (64.7% similar) in 17 aa overlap (49-65:11-27)

20 30 40 50 60 70
2MEPSP LAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEE

gi]383 MGFTDFVSDAGLSLANNYLATRSY IVGHAPSQADVVTYKA
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10 20 30 40

80
2MEPSP VQ

gi1]383 FTASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEE
50 60 70 80 90 100

>>0gi1]152031631|sp|P82615.3|LATH_HORSE RecName: Full=Lath (228 aa)
initn: 43 initl: 43 opt: 43 Z-score: 69.1 bits: 18.5 EQ): 70
Smith-Waterman score: 43; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:71-102)

10 20 30 40 50

OMEPSP  SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
i | 152 DGNFLSLLNAINLEGLLNT ILDQVTGLLNILVGPLLGPSDAEIKLQDTRLLQLSLEFSPD
50 60 70 80 90 100

60 70 80
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQ

gi]152 SKGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLRLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160

>>0gi1]219806592|dbj |BAH10151.1] tropomyosin [Scapharca br (284 aa)
initn: 40 initl: 40 opt: 44 Z-score: 68.9 bits: 18.8 EQ): 72
Smith-Waterman score: 44; 22_.4% identity (63.8% similar) in 58 aa overlap (3-59:68-125)

10 20 30
2MEPSP SGTVKLP-GSKSLSNRILLLAALSEGTTVVDN
gi|219 KVEEELGAYQKKFSILENDFDTVNTKWEDASVKLEEAEKKLTESEQE IASLTRKTTLLED

40 50 60 70 80 90
40 50 60 70 80

2MEPSP LLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]219 DIAKNEEKLMSATQKLEEASHAADESERGRKVLESRSFADDER IDALEAQLKEAKY IAED
100 110 120 130 140 150

>>gi1]57283139|emb|CAE17317.1] villin 2 [Nicotiana tabacu (520 aa)
initn: 42 initl: 42 opt: 47 Z-score: 68.8 bits: 19.7 EQ: 73
Smith-Waterman score: 47; 34.0% identity (61.7% similar) in 47 aa overlap (16-59:59-105)

10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEG--TTVVDNLLNSEDVHYMLG
i |572 MCNSFKGRPVLGRVFQGKEPPQFVAIFQPMLVLKGGLSSGYKNY IADKGLNDETYAADSV

30 40 50 60 70 80
50 60 70 80

2MEPSP AL-RTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi |572 ALIRLSGTSVHNNKAVQVDAVPASLNSNECFLLQSGSS I FSWHGNQSTYEQQQLAAKVAE
90 100 110 120 130 140

>>gi]|12005501 | gb|AAG44480.1|AF245168_1 vacuolar serine p (358 aa)
initn: 39 initl: 39 opt: 45 Z-score: 68.6 bits: 19.1 EQ: 75
Smith-Waterman score: 45; 44.0% identity (72.0% similar) in 25 aa overlap (43-65:150-174)

20 30 40 50 60 70
2MEPSP SNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEA--DKAAKRAVVVGCGGKF

120 130 140 150 160 170

80
2MEPSP PVEDAKEEVQ

gi]120 ACNYSPAAAENAVTVGASTLADERAYFSNYGKCTDIFAPGLNILSTWIGSKYAVNTISGT
180 190 200 210 220 230
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>>gi|232054 | sp|P30575.1|ENO1_CANAL RecName: Full=Enolase (440 aa)
initn: 45 initl: 45 opt: 46 Z-score: 68.5 bits: 19.4 EQ: 76
Smith-Waterman score: 46; 38.9% identity (58.3% similar) in 36 aa overlap (29-61:91-126)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSED---VHYMLGALRTLGLSVEAD
gi]|232 KGVLKAVANVNDI IAPALIKAKIDVVDQAKIDEFLLSLDGTPNKSKLGANAILGVSLAA

70 80 90 100 110 120

60 70 80

2MEPSP KAAKRAVVVGCGGKFPVEDAKEEVQ
gi]232 NAAAAAQGIPLYKHIANISNAKKGKFVLPVPFQNVLNGGSHAGGALAFQEFMIAPTGVST
130 140 150 160 170 180

>>gi | 253683676 |gb|ACT33296.1| putative tabinhibitin 9 [T (252 aa)
initn: 41 initl: 41 opt: 43 Z-score: 68.2 bits: 18.5 EQ: 79
Smith-Waterman score: 43; 22.2% identity (55.6% similar) in 63 aa overlap (5-67:133-189)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi |253 TQGCVPEAYKCRHTLRFWTPGQLNFEFYADKMPETMSL I STAIKRGHVMQKHNITRDIVEK

110 120 130 140 150 160
40 50 60 70 80
OMEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
i 253 YQPVGPK-GNVKELALAIF————— DRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRP
170 180 190 200 210

gi]253 VYKTGNSPGEKCIKKDETFKNLCFAQEP INPNEHNL
220 230 240 250

>>gi]19570315|dbj |BAB86286.1] Cry j 1 precursor [Cryptom (374 aa)
initn: 39 initl: 39 opt: 45 Z-score: 68.2 bits: 19.1 EQ): 79
Smith-Waterman score: 45; 23.4% identity (54.7% similar) in 64 aa overlap (13-71:193-252)

10 20 30 40
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYML
gi]195 VEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLTSTGVT ISNNLFFENHHKVMLL

170 180 190 200 210 220

50 60 70 80
2MEPSP GALRTLGLSVEADKAAKRAVVVG----- CGGKFPVEDAKEEVQ

gi]195 GH----DDAYSDDKSMKVTVAFNQFGPNCGQRMPRARYGLVHVANNNYDPWT I'YAIGGSS
230 240 250 260 270

gi|195 NPTILSEGNSFTAPNESYKKQVTIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEG
280 290 300 310 320 330

>>0gi1]21886603|emb]CAC84116.1] peptidylprolyl isomerase ( (173 aa)
initn: 37 initl: 37 opt: 41 Z-score: 68.1 bits: 17.9 EQ: 80
Smith-Waterman score: 41; 29.6% identity (70.4% similar) in 27 aa overlap (41-67:146-170)

20 30 40 50 60 70

OMEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF

gi |218 NGSQFF I CTAKTEWLDGKHVVFGQUVEGLD VKA IEKVGSS--SGRTSKPVVVADCGQLS
120 130 140 150 160 170

80
2MEPSP PVEDAKEEVQ

>>gi | 29839254 | sp|023878.1]13S1_FAGES RecName: Full=13S g (565 aa)

initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 19.6 EQ: 80
Smith-Waterman score: 47; 34.5% identity (565.2% similar) in 29 aa overlap (52-80:106-134)
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30 40 50 60 70 80
2MEPSP LSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi |298 RCAGFVAVRVV 1QPGGLLLPSYSNAPY I TFVEQGRGVQGVVVPGCPETFQSESEFEYPQS
80 90 100 110 120 130

gi]298 QRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQRTRQSESEEFS
140 150 160 170 180 190

>>gi|126608|sp|PO0698.1|LYSC_CHICK RecName: Full=Lysozym (147 aa)
initn: 40 initl: 40 opt: 40 Z-score: 67.8 bits: 17.6 EQ: 83
Smith-Waterman score: 40; 50.0% identity (80.0% similar) in 10 aa overlap (5-14:86-95)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLN
gi]126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK

60 70 80 90 100 110
40 50 60 70 80

2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|126 1VSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL
120 130 140

>>gi1 2498576 |sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major (269 aa)
initn: 43 initl: 43 opt: 43 Z-score: 67.7 bits: 18.5 EQ): 84
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:97-110)

40 50 60 70 80
2MEPSP SEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi]249 GGACGYKDVDKAPFNGMTGCGNTP I FKDGRGCGSCFELKCSKPESCSGEP 1 TVH I TDDNE
70 80 90 100 110 120

gi]249 EPIAPYHFDLSGHAFGSMAKKGEEENVRGAGELELQFRRVKCKYPDGTKPTFHVEKGSNP
130 140 150 160 170 180

>>gi1]2253610|gb|AAC34737.1] Cr-PIIl allergen [Periplaneta (274 aa)
initn: 38 initl: 38 opt: 43 Z-score: 67.5 bits: 18.5 EQ): 86
Smith-Waterman score: 43; 25.6% identity (62.8% similar) in 43 aa overlap (6-48:103-144)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNS
gi]225 DHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDAEVQELV-AYLQS

80 90 100 110 120 130
40 50 60 70 80

2MEPSP EDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ
gi|225 DbFAKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPPSRRHARRGVGI
140 150 160 170 180 190

>>0gi1]38258932|sp|P82615]|LATH_HORSE Latherin precursor (D (228 aa)
initn: 42 initl: 42 opt: 42 Z-score: 67.4 bits: 18.2 EQ): 87
Smith-Waterman score: 42; 34.4% identity (56.2% similar) in 32 aa overlap (28-59:71-102)

10 20 30 40 50
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKA
g1]382 DGNFLSLLNAINLEGLLNTILDQVTGLLNILVGPLLGPSDAEIKLQDARLLQLSLEFSPD
50 60 70 80 90 100

60 70 80
2MEPSP AKRAVVVGCGGKFPVEDAKEEVQ

gi|382 SkGIDIWIPLELSVYLKLLILEPLTLYVRTDIRVQLQLESDEDGKYRLAFGHCSLLPRAI
110 120 130 140 150 160
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>>gi]1247373|emb]CAA01909.1] B1 protein allergen [Cynodo (71 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.3 bits: 16.5 EQ: 88
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:18-44)

20 30 40 50 60 70
2MEPSP SLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKRAVVVGCGGKF
gi|124 GTRRFDTNGDGK I SLAELTDALRTL G-STSADEVQRMMAE I DTDGDG

10 20 30 40

80

2MEPSP PVEDAKEEVQ

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>gi]1171004 |sp|P43212_1]PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ): 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]117 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0i1]114841663|dbj | BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi]114841665|dbj | BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi1]114841671|dbj | BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ): 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
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gi|114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841607 |dbj |BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841617 |dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841653 |dbj |BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGTENS
240 250 260 270 280 290

>>gi 114841641 |dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
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240 250 260 270 280 290

>>0gi]24898906|dbj | BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]248 VNGREICNDRDRPTAIKFDFSTGLIIQGLKLMNSPéFALVFGNCEGVKIIGISITAPéDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>0gi]24898908|dbj|BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]248 VNGREICNDRDRPTAIKFDFSTGL I IQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi]248 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi]114841629|dbj | BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50
2MEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi]114 VNGREICNDRDRPTAIKFDFSTGL I IQGLKLMNSPEFHLVFGNCEGVKIIGISITAPRDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDL ICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi 114841657 |dbj | BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.2 bits: 19.3 EQ: 90
Smith-Waterman score: 53; 28.6% identity (67.9% similar) in 28 aa overlap (32-56:201-228)

10 20 30 40 50

OMEPSP GTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLG---ALRTLGLSVEADKAA

gi|114 VNGREICNDRDRPTAIKFDFSTGL I 1QGLRLMNSPEFHLVFGNCEGVKI 1GISITAPRDS
180 190 200 210 220 230

60 70 80
2MEPSP KRAVVVGCGGKFPVEDAKEEVQ

gi|114 PNTDGIDIFASKNFHLQKNTIGTGDDCVAIGTGSSNIVIEDLICGPGHGISIGSLGRENS
240 250 260 270 280 290

>>gi|1247375]|emb | CAA01910.1] B4 protein allergen [Cynodo (73 aa)
initn: 36 initl: 36 opt: 36 Z-score: 67.1 bits: 16.5 EQ): 91
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (41-68:20-46)

20 30 40 50 60 70
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gi|124 GTSFKRFDTNGDGK I SLAELTDALRTLG-STSADEVQRMMAE 1 DTDGDG
10 20 30 40

80
2MEPSP PVEDAKEEVQ

gi|124 FIDFDEFISFCNANPGLMKDVAKVF
50 60 70

>>0g1]24418862|sp|P00630.3|PA2_APIME RecName: Full=Phosph (167 aa)
initn: 40 initl: 40 opt: 40 Z-score: 66.7 bits: 17.6 EQ: 95
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (12-36:5-29)

10 20 30 40 50 60
OMEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVHYMLGALRTLGLSVEADKAAKR
gi|244 MQVVLGSLFLLLLSTSHGWQIRDR1GDNELEER 1YPGTLWCGHGNKSSGPNE
10 20 30 40 50
70 80

2MEPSP AVVVGCGGKFPVEDAKEEVQ

gi|244 LGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTRLSCDCDDKFYDCLKNSADTISS
60 70 80 90 100 110

>>0gi1]664852]|gb|AAB07620.1] Asp FIIl [Aspergillus fumigatu (250 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.6 bits: 18.2 EQ): 96
Smith-Waterman score: 42; 30.8% identity (65.4% similar) in 26 aa overlap (10-35:93-118)

10 20 30
2MEPSP SGTVKLPGSKSLSNRILLLAALSEGTTVVDNLLNSEDVH
gi |664 CDNPDGNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSETNTFWAS

70 80 90 100 110 120
40 50 60 70 80

2MEPSP YMLGALRTLGLSVEADKAAKRAVVVGCGGKFPVEDAKEEVQ

gi|664 DLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEAFEYFALEAYAFD IAAP
130 140 150 160 170 180

>>0g1]2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=