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Sequence Similarity Assessment of PAT Protein to Known Allergens by Bioinformatics
Analysis
(Update, February, 2011)

SUMMARY

Phosphinothricin N-acetyltransfearase (PAT) protein, encoded by the pat gene originally derived
from soil bacteria Streptomyces viridochromogenes, acetylates phosphinothricin and thus confers
tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium based
herbicides. For that reason, the gene has been widely used in the production of events carrying
an herbicide tolerance trait or as a selectable marker during plant transformation. The pat gene
has been integrated into many transgenic events produced by Dow AgroSciences, including corn
(Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton (Gossypium hirsutum
L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) events DAS-68416-4 and
DAS-44406-6. In this study, the potential allergenicity of PAT protein was evaluated using an
updated allergen database (FARRP Allergen Database Versionl1l released in January 2011) and
bioinformatics tools. The PAT protein sequence was used to query this database to detect
identities of >35% over 80 or longer amino acids and matches of 8 contiguous amino acids with
known allergens. The results indicate that the PAT protein has no significant amino acid

sequence similarity with known allergens.
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Sequence Similarity Assessment of PAT Protein to Known Allergens by Bioinformatics
Analysis
(Update, February, 2011)

ABSTRACT

Phosphinothricin N-acetyltransfearase (PAT) protein, encoded by the pat gene originally derived
from soil bacteria Streptomyces viridochromogenes, acetylates phosphinothricin and thus confers
tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium based
herbicides. For that reason, the gene has been widely used in the production of events carrying
an herbicide tolerance trait or as a selectable marker during plant transformation. The pat gene
has been integrated into many transgenic events produced by Dow AgroSciences, including corn
(Zea mays L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton (Gossypium hirsutum
L.) events 281-24-236 and 3006-210-23, and soybean (Glycine max L.) events DAS-68416-4 and
DAS-44406-6. In this study, the potential allergenicity of PAT protein was evaluated using an
updated allergen database (FARRP Allergen Database Versionl1l released in January 2011) and
bioinformatics tools. The PAT protein sequence was used to query this database to detect
identities of >35% over 80 or longer amino acids and matches of 8 contiguous amino acids with
known allergens. The results indicate that the PAT protein has no significant amino acid

sequence similarity with known allergens.
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INTRODUCTION

Phosphinothricin N-acetyltransfearase (PAT) protein, encoded by the pat gene originally derived
from soil bacteria Streptomyces viridochromogenes, acetylates phosphinothricin and thus confers
tolerance to chemically synthesized phosphinothricin such as glufosinate-ammonium based
herbicides. For that reason, the gene has been widely used in the production of events carrying
an herbicide tolerance trait or as a selectable marker during plant transformation. The pat gene
has been integrated into may events produced by Dow AgroSciences, including corn (Zea mays
L.) events TC1507, DAS-59122-7, and DAS-40278-9, cotton (Gossypium hirsutum L.) events
281-24-236 and 3006-210-23, and soybean (Glycine max L.) events DAS-68416-4 and DAS-
44406-6.

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 (*, 2, ®). 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 (*), “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
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value (%, ). The use of any short-alignment criteria for predicting the allergenic potential of

proteins has also been recently criticized (°, 7, &, °).

The purpose of this study is to evaluate the potential allergenicity of the PAT protein expressed
in Plant Transgenic Events using bioinformatics tools and an updated allergen database.

METHODS

Query Sequence Preparation

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

search programs (Appendix I).

Allergenicity Assessment

For the allergenicity assessment, the amino acid sequence of the PAT 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 January 2011, University of
Nebraska, http://www.allergenonline.org). Potential identities between the PAT and proteins in
the allergen database were evaluated with the FASTA program (v35) using the default algorithm
parameters (Matrix = BLOSUMS50; Gap Penalties = -12/-2; ktup = 2; except the Expectation =
100). The FASTA search was run by an in-house Perl script in an internal UNIX computer with
Linux operation 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 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
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acids when the FASTA alignment (overlapped amino acids) is less that 80 amino acids. The PAT
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 PAT 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 PAT sequence.

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

amino acid sequence similarity with known protein allergens.
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APPENDIX

1.  Amino Acid Sequence of PAT

1 MSPERRPVEI RPATAADMAA VCDIVNHYIE TSTVNFRTEP QTPQEWIDDL
51 ERLQDRYPWL VAEVEGVVAG IAYAGPWKAR NAYDWTVEST VYVSHRHQRL
101 GLGSTLYTHL LKSMEAQGFK SVVAVIGLPN DPSVRLHEAL GYTARGTLRA
151 AGYKHGGWHD VGFWQRDFEL PAPPRPVRPV TQI*

2. Archive of FASTA Search Output of PAT

The PAT protein was parsed into 104 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 110330

FASTA search outputs of PAT

# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/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>>>PAT 1 -80 - 80 aa
Library: /bioinformatics/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 0 0:
28 6 0:==
30 9 2:
32 13 8:
34 31 :
36 51
38 88 *
40 101 *
42 151 *
44 128 *
46 110 *
48 118 *
50 127 *==
52 119 *
54 97 *==
56 44 *
58 47 *
60 46
62 39
64 44
66 27
68 30
70 9
72 15
74 9
76 9 i=
78 6 6:
80 3 5:=*
82 5 3:*=
84 1 3:*
86 1 2:*
88 2 2:* inset = represents 1 library sequences
90 1 1:*
92 0 1:* o*
94 0 1:* o*
96 1 1:* o*
98 0 0: *
100 0 0: *
102 0 0: *
104 0 0: *
106 0 0: *
108 0 0: *
110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
118 0 0: *

>120 1 0:= *=

339008 residues in 1491 sequences
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Statistics: Expectation_n fit: rho(In(x))= 3.35040.00335; mu= 16.4096 0.176
mean_var=40.140511.147, 0"s: 2 Z-trim: 3 B-trim: 66 in 1/43
Lambda= 0.202434
Kolmogorov-Smirnov statistic: 0.0499 (N=29) 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: 0.070

The best scores are: opt bits E(1491)

gi|5059162|gb|AAD38942.1]|AF144060_1 alpha-amylase ( 496) 87 30.7 0.035
gi]51316532]|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=P ( 110) 62 22.7 2
gi]66840994|emb|CA164396.1] serine carboxypeptidas ( 260) 61 22.8 4.4
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444) 61 23.0 6.3
gi]18615]emb]|CAA26723.1] unnamed protein product [ ( 495) 61 23.1 6.8
gi]219806590|dbj |BAH10150.1] tropomyosin [Neptunea ( 284) 59 22.2 7
gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glyc ( 495) 59 22.5 10
gi|6015094 |sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440) 58 22.1 11
g1 208605344 |emb|CAR82265.1] D-type LMW glutenin s ( 359) 57 21.7 12
gi]14423730]|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152) 54 20.5 13
gi]897811]emb|CAA24933.1] unnamed protein product ( 101) 52 19.7 14
gi]15886861|emb|CAC85911.1] arginine kinase [Plodi ( 355) 56 21.4 15
gi|170708|gb|AAA34274.1] gamma-gliadin B precursor ( 291) 55 21.1 16
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu ( 218) 54 20.6 16
gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arac ( 219) 54 20.6 16
gi]1588669|prf||2209273A Zm13 ( 170) 52 19.9 20
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134) 51 19.5 21
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 ( 135) 51 19.5 21
gi|543794|sp|P35747.1]|ALBU_HORSE RecName: Full=Ser ( 607) 56 21.7 21
gi1]99644635]|emb | CAK22338.1] Der p 2 allergen precu ( 146) 51 19.6 22
gi]44409474|gb|AAS47036.1] major cherry allergen P ( 160) 51 19.6 24
gi]164415595|gb]ABY53034.1] Der p 2 allergen [Derm ( 145) 50 19.3 27
gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M ( 145) 50 19.3 27
gi]1850540|gb|AAB48041.1] ribosomal P2 phosphoprot ( 113) 49 18.9 28
gi1]62484809]|emb|CAI78902.1] putative gamma-gliadin ( 285) 52 20.2 28
gi]44409496|gb|AAS47037.1] major cherry allergen P ( 160) 50 19.3 29
gi]44409451|gb|AAS47035.1] major cherry allergen P ( 160) 50 19.3 29
gi]199732457|gb|ACH91862.1] arachin Arah3 isoform ( 530) 54 21.0 29
gi]5712199]gb|AAD47382.1] glycinin [Arachis hypoga ( 530) 54 21.0 29
gi1]21314465]|gb|AAM46958.1]AF510854_1 allergen Arah ( 538) 54 21.1 29
gi1]85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P ( 267) 51 19.9 33
gi]9929163|emb|CAC05258.1] Cup a 3 protein [Cupres ( 199) 50 19.4 33
gi]27462836|gb| AA015607.1|AF462190_1 glutathione S ( 219) 50 19.5 36
gi]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 ( 225) 50 19.5 36
gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 ( 225) 50 19.5 36
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 ( 225) 50 19.5 36
gi]38456228|gb|AAR21074.1] PR5 allergen Cup s 3.2 ( 225) 50 19.5 36
gi]9087177|sp|P81295.1]PRR3_JUNAS RecName: Full=Pa ( 225) 50 19.5 36
gi]223403273|gb]ACM89179.1] sarcoplasmic calcium-b ( 193) 49 19.1 40
gi]55859466|emb|CAI105848.1] mite allergen Der £ 2 ( 146) 48 18.7 41
gi]1063270]|dbj |BAA11251.1] gamma-gliadin precursor ( 279) 50 19.6 42
gi]14285595]|sp|004004.1|NLTP6_AMBAR RecName: Full= ( 118) 47 18.3 43
gi]139002766|dbj |BAF51970.1] thaumatin-like protei ( 225) 49 19.2 44
gi|170738|gb|AAA34289.1] gamma-gliadin [Triticum a ( 327) 50 19.7 47
gi|170736]|gb|AAA34288.1] gamma-gliadin [Triticum a ( 251) 49 19.2 48
gi]741844|prf]|2008179A major allergen Par j 1 ( 143) 47 18.4 49
gi]269996495|gb|ACZ57582.1] Ole e 11.0101 allergen ( 364) 50 19.7 50
gi | 68270856 |gb|AAY88919.1] Ole e 11.0102 allergen ( 364) 50 19.7 50
gi]14423814|sp|Q9M5X7 . 1INLTP_MALDO RecName: Full=N ( 115) 46 18.0 51
gi|50659859|gb|AAT80649.1] lipid transfer protein ( 115) 46 18.0 51
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus ( 115) 46 18.0 51
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp ( 514) 51 20.2 52
gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula] ( 159) 47 18.4 52
gi]1321714]emb]|CAA96546.1] major allergen Bet v 1 ( 160) 47 18.4 53
gi]1321726]emb|CAA96544 1] major allergen Bet v 1 ( 160) 47 18.4 53
gi]|261407|gb]AAB24432.1] Aln g I [Alnus glutinosa] ( 160) 47 18.4 53
gi]190684061|gb|ACE82291.1] profilin [Triticum aes ( 131) 46 18.1 56
gi]14423860]|sp|Q9M7NO.1]PROF3_HEVBR RecName: Full= ( 131) 46 18.1 56
gi1]28881455]emb|CAD46560.1] profilin [Malus x dome ( 131) 46 18.1 56
gi|170743|gb|AAB02788.1] HMW glutenin subunit Ax2* ( 815) 52 20.7 58
gi]21743|emb|CAA43331.1] high molecular weight glu ( 830) 52 20.7 58



gi]204324083|gb]ACI01048.1] arginine kinase [Bomby
gi]1398916|dbj |BAAO7712.1] allergenic protein [Ory
gi]4138173|emb|CAA09884.1| allergen [Malassezia sy
gi]736319]emb|CAA27052.1] glutenin [Triticum aesti
gi]289742475|gb]ADD19985.1] antigen 5 precursor [G
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp
gi]114841663|dbj|BAF32133.1] pollen allergen [Cryp
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp
gi]114841607|dbj |BAF32105.1] pollen allergen [Cryp
0124898904 |dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]47606004|sp|Q7M1E7.1]PGLR2_CHAOB RecName: Full=
gi]114841641|dbj|BAF32122.1] pollen allergen [Cryp
gi]|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P
gi]114841629|dbj|BAF32116.1] pollen allergen [Cryp
gi]114841671|dbj|BAF32137.1] pollen allergen [Cryp
gi]114841635|dbj |BAF32119.1] pollen allergen [Cryp
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp
gi]114841665|dbj|BAF32134.1] pollen allergen [Cryp
gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes
gi 83715934 |dbj |BAES54432.1] tropomyosin [Ommastrep
gi|83715928|dbj | BAE54429.1] tropomyosin [Sepia esc
gi]83715936|dbj |BAES4433.1] tropomyosin [Octopus v
gi]83715930|dbj |BAE54430.1] tropomyosin [Sepioteut
gi]40807635|gb|AAR92223.1] phytocystatin [Actinidi
gi]42559556|sp|096764.2| TPM_CHIKI RecName: Full=Tr
gi1]209484145|gb|ACI147547.1] nonspecific lipid tran
gi1]258588247 | pdb]3EHK]A Chain A, Crystal Structure
gi 113477 |sp|P27761.1|MPA13_AMBAR RecName: Full=Po
gi]166443|gb|AAA32669.1] antigen E [Ambrosia artem
gi]23894244|emb|CAD23614.1] tri m 2 allergen [Arth
gi]170702]gb|AAA34272_.1] gamma gliadin precursor [
gi]47606039|sp|Q8H6L7 . 1] PHLB_PHLPR RecName: Full=P
gi]1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi
gi]208605346|emb | CAR82266.1] D-type LMW glutenin s
gi]|7387766]sp|Q39967 .3 ALL5_HEVBR RecName: Full=Ma
gi]1173071]sp|P42037.1]RLA2_ALTAL RecName: Full=60
gi]9954251 | gb | AAGO8988.1|AF216519_1 tropomyosin [P
g1 55859456 | emb | CAH92630.1] pollen allergen Sec c

gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major po
gi]158121995|gb]ABW17159.1] Ara h 7 allergen precu
gi|83754241|pdb|2B5S|B Chain B, Crystal Structure

>>gi1]5059162]gb | AAD38942 1] AF144060_1 alpha-amylase

( 355)
( 157)
( 162)
( 838)
( 259)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 284)
( 284)
( 284)
( 284)
( 284)
( 116)
( 285)
( 119)
( 531)
C 397)
( 397)
( 404)
( 302)
( 143)
( 146)
 272)
( 151)
( 113)
( 284)
( 520)
(¢ 15)
( 164)
C 92)

[Der

(496
initn: 59 initl: 59 opt: 87 Z-score: 128.6 bits: 30.7 EQQ: 0.035

aa)

~NOPRPWARPROAORMOOONNNNORANDAMNNNNNOOOOODODODODODODODOODOOOOOONIANE A
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (23-56:178-210)

10 20 30 40 50
PAT MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWIDDLER
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL 1D 1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
60 70 80

PAT LQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]505 1 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN

210 220 230 240 250

>>gi]51316532|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho

260

(110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 97.1 bits: 22.7 EQ:

Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (18-77:4-64)

10 20 30 40 50
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL--—-~ERLQD
gi]513 AFLLAATLT I SSHMQEAGAVKFD IKNQCGY TVWAAGLPGGGKRLDQ
10 20 30 40
60 70 80

PAT RYPWLVAEVEGVVAG IAYAGPWKAR
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50 60 70 80 90 100

>>0g1]66840994|emb|CA164396.1] serine carboxypeptidase Il (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 91.0 bits: 22.8 EQ: 4.4
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (10-60:42-98)

10 20 30
PAT MSPERRPVE IRPATAADMA--——- AVCDIVNHY- IETST
i 668 VGTFEFWWNHGLVSDDTYQRLREACLHDSF IHPSPACDAATDVATAEQGN IDMYSLYTPV
20 30 40 50 60 70
40 50 60 70 80

80 90 100 110 120 130

>>gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 88.1 bits: 23.0 EQQ: 6.3
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (10-60:228-284)

10 20 30
PAT MSPERRPVE IRPATAADMA-———— AVCDIVNHY- IETST
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSF IHPSPACDAATDVATAEQGNIDMYSLYTPV
200 210 220 230 240 250
40 50 60 70 80

260 270 280 290 300 310

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 41 initl: 41 opt: 61 Z-score: 87.6 bits: 23.1 EQQ: 6.8
Smith-Waterman score: 61; 30.8% identity (51.3% similar) in 39 aa overlap (39-77:113-150)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPODRHOK I'YNSREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKAR

gi|186 IAVPTGVAWWMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 87.4 bits: 22.2 EQ: 7
Smith-Waterman score: 59; 33.3% identity (562.8% similar) in 36 aa overlap (36-71:29-64)

10 20 30 40 50 60
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]219 MDL I KKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD
10 20 30 40 50

70 80
PAT GVVAGIAYAGPWKAR

gi]219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK
60 70 80 90 100 110

>>gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 41 initl: 41 opt: 59 Z-score: 84.4 bits: 22.5 EQ: 10
Smith-Waterman score: 59; 30.8% identity (61.3% similar) in 39 aa overlap (39-77:113-150)
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10 20 30 40 50 60

PAT___ EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVV

gi 186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEéééQﬁéQR GQSSRPébéHQKlYNFREGDL
100 110 130 140

70 80
PAT AGIAYAGPWKAR

gi|186 IAVPTGVAWIMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 83.5 bits: 22.1 EQ): 11
Smith-Waterman score: 58; 27.7% identity (565.3% similar) in 47 aa overlap (34-79:262-307)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPULVAE
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLD#KNPDSDKSKWiT YéQLAbQ?KQLAAK

240 250 260 270 280 290

70 80

PAT___ VEGVVAGIAYA-GPWKAR
gi]601 YPIVSIEDPFAEDDWéAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV
300 310 320 330 340 350

>>gi]208605344]emb]|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 83.0 bits: 21.7 EQ: 12
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:79-98)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQéééPQQPFPQPééP&éWQPQQPFPQTQ
50 70 80 90 100

70 80
PAT GIAYAGPWKAR

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ
120 140 150 160

>>gi]14423730]|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 82.8 bits: 20.5 EQ: 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (45-71:83-110)

20 30 40 50 60 70
PAT___ AADVAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPULVAEVEGVVAGIAY
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAE|DKTVQWLbbNQTATKbEQESQQKéLEéVANP|MM
60 70 80 90 100 110

80
PAT AGPWKAR

gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]|emb]|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.8 bits: 19.7 EQ: 14
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (41-58:7-24)

20 30 40 50 60 70

PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi |897 EKLGQGQQéRQWLQPRQGQQGYYPTSPQQSGQGQQL
10 20 30
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80
PAT IAYAGPWKAR

gi 897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
40 50 60 70 80 90

>>gi]15886861]emb]CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 81.4 bits: 21.4 EQ): 15
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (8-58:64-114)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFR
gi]158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPI1EDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>gi]|170708]|gb]AAA34274.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.9 bits: 21.1 EQ): 16
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (21-59:6-44)

10 20 30 40 50 60
PAT___ MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWL
gi|170 MKTLLILT ILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFS
10 20 30 40
70 80

PAT___ VAEVEGVVAGIAYAGPWKAR
gi|170 QQPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQ
50 60 70 80 90 100

>>gi | 190684059 gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 80.9 bits: 20.6 EQ: 16
Smith-Waterman score: 54; 17.9% identity (65.1% similar) in 78 aa overlap (7-76:39-115)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNF
gi]190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAGIAYAGPWKAR
gi 190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYP IMADPDRSAIKQLNMVDPDEKDGQGQLPSR
70 80 90 100 110 120

gi]190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG
130 140 150 160 170 180

>>gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 54 Z-score: 80.8 bits: 20.6 EQ: 16
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:21-52)

10 20 30 40 50 60
PAT __ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR
10 20 30 40
70 80

PAT AEVEGVVAGIAYAGPWKAR

gi]221 IéSééGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF
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50 60 70 80 90 100

>>gi]1588669|prf||2209273A Zm13 (170 aa)
initn: 52 initl: 52 opt: 52 Z-score: 79.0 bits: 19.9 EQ): 20
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (42-76:109-143)

20 30 40 50 60 70
PAT PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI

gi]158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVéiSDéL
80 90 100 110 120 130

80

PAT AYAGPWKAR
gi]158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>gi]47605808]sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.7 bits: 19.5 EQ): 21
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (25-65:25-65)

10 20 30 40 50 60
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi]476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60

70 80

PAT VAEVEGVVAGIAYAGPWKAR

gi|476 KIéibQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>gi]3941386]gb]AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.7 bits: 19.5 EQ): 21
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (13-34:3-24)

10 20 30 40 50 60
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi|394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50

70 80

PAT VAEVEGVVAGIAYAGPWKAR
gi ]394 QNSNAAKIEIKATIDGVE IDVPG IDNNLCHFMKCPLVKGQEYD IKYTWNVPR I APKSENV
60 70 80 90 100 110

>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.6 bits: 21.7 EQ): 21
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (12-34:326-348)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi |543 GKLKACCDKPLLQKSHC I AEVKEDDLPSDLPALAADFAEDKE I CKHYKDAKDVFLGTFLY
300 310 320 330 340 350
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>gi1]99644635]emb|CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.6 EQ: 22
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (13-34:14-35)

10 20 30 40 50



PAT MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWI DDLERLQDRYPW
gi ]996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60

60 70 80

PAT LVAEVEGVVAG IAYAGPWKAR

gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>qi]44409474|gb|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 51 Z-score: 77.8 bits: 19.6 EQ: 24

Dow AgroSciences LLC
Study ID: 110330
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Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (4-62:97-154)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETST
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYE IKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR
gi |444 VEIKEEDVKAGKEKATGLFKL IENY—--LVANPDAYN
130 140 150 160

>>qi1]164415595|gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 50 Z-score: 76.7 bits: 19.3 EQ: 27

Smith-Waterman score: 50; 26.8% identity (47.9% similar) in 71 aa overlap (13-76:13-82)

10 20 30 40 50
PAT___ NMSPERRPVEIRPATAADMAAVCDIVNHY IETSTVN-~FRTEP-——-— QTPQEWIDDLERL
gi 164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60

60 70 80

PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKAR
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPK I APKSEN
70 80 90 100 110

>>qi]14423649|sp|Q9TZZ2_.2]|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.7 bits: 19.3 EQ: 27

Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (13-34:13-34)

10 20 30 40 50 60
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
i |144 MYKILCLSLLVAAVAADQUD I KDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60

70 80

PAT VAEVEGVVAGIAYAGPWKAR

gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.4 bits: 18.9 EQ): 28

Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (50-78:32-61)

20 30 40 50 60 70

PAT___ AVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK

i 185 KHLAAYLLLGLGGNTSPSAADVKAVLESVG I EADSDRLDKL I SELEGKD INEL IASGPEK
10 20 30 40 50 60

80
PAT AR
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gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>0g1]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 76.3 bits: 20.2 EQ: 28
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (40-59:113-130)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP-~EQPQOPFPWQQPTIQLYLQ
90 100 110 120 130 140
70 80

PAT___ GIAYAGPWKAR
gii | 624 QQLNPCKEFLLQQCRPVSLLSYLWSK IVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>0qi]44409496 | gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 76.2 bits: 19.3 EQ: 29
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (4-62:97-154)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETST
i |444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYE IKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR
gi |444 VEIKEEDVRAGKEKATGLFKLIENY--LVANPDAYN

130 140 150 160
>>qi]44409451|gb|AAS47035.1] major cherry allergen Pru a (160 aa)

initn: 45 initl: 45 opt: 50 Z-score: 76.2 bits: 19.3 EQ): 29
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (4-57:97-151)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCDIVNHY IETST
gi|444 YVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKAR

gi]444 VEIKEEDVKAGKEKATGLFKLIENYLAANPDACN
130 140 150 160
>>gi]199732457|gb]ACH91862.1] arachin Arah3 isoform [Ara (530 aa)

initn: 43 initl: 43 opt: 54 Z-score: 76.2 bits: 21.0 EQ: 29
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:19-50)

10 20 30 40 50 60
PAT __ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
i 199 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR
10 20 30 40
70 80

PAT AEVEGVVAGIAYAGPWKAR

gi]199 IéSééGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF
50 60 70 80 90 100

>>gi]5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 54 Z-score: 76.2 bits: 21.0 EQ: 29
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:19-50)
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10 20 30 40 50 60
PAT___ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
gi|571 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQOFQRLNAQRPDNR
10 20 30 40
70 80

PAT AEVEGVVAGIAYAGPWKAR

gi]571 IéSééGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF
50 60 70 80 90 100

>>gi]21314465]gb]|AAM46958.1]|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 54 Z-score: 76.1 bits: 21.1 EQ: 29
Smith-Waterman score: 54; 34.3% identity (60.0% similar) in 35 aa overlap (32-66:19-50)

10 20 30 40 50 60
PAT___ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLODRYPWLY
gi|213 MGKLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR
10 20 30 40
70 80

PAT AEVEGVVAGIAYAGPWKAR

gi]213 IéSééGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF
50 60 70 80 90 100

>>gi]85701146]sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 75.0 bits: 19.9 EQ: 33
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (17-46:195-223)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW
gi 857 IANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS ISPGY IDTGLSDF-VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT IDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKAR

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>gi]9929163|emb | CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 75.0 bits: 19.4 EQ: 33
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:116-126)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQ
gi 992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKAR

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190

>>gi| 27462836 gb]AA015607.1|AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.5 bits: 19.5 EQ: 36
Smith-Waterman score: 50; 37.5% identity (64.2% similar) in 24 aa overlap (45-68:47-70)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYA
gi|274 QSIRILLTYAGVDFVDKRYK I GSAPDFDRGEWLNDKFNLGLDFPNLPYY 1EGDVKLTQSI
20 30 40 50 60 70
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80
PAT GPWKAR
gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>gi]38456230]gb]AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.5 EQ): 36
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (18-77:11-71)

10 20 30 40 50
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQD
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFD IKNQCRYTVWAAGLPGGGKRLDQ
10 20 30 40 50
60 70 80

PAT RYPWLVAEVEGVVAGIAYAGPWKAR

60 70 80 90 100

>>gi]38456224|gb]AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.5 EQ): 36
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:142-152)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456222|gh]AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.5 EQ): 36
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:142-152)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKAR

g1 ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi 38456228 gb]AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.5 EQ): 36
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (18-77:11-71)

10 20 30 40 50
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQD
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFD IKNQCGYTVWAAGLPGGGKRLDQ
10 20 30 40 50
60 70 80

PAT RYPWLVAEVEGVVAGIAYAGPWKAR

60 70 80 90 100

>>gi 9087177 |sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
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initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.5 EQ: 36
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (18-77:11-71)

10 20 30 40 50
PAT __ MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQD
gi 908 MARVSELAFLLAA%LAlSLHMQéAéQQkﬁolKNQCGYTVWAAGLPGGGkéLbé
10 20 30 40 50
60 70 80

PAT___ RYPWLVAEVEGVVAGIAYAGPWKAR
gi]9o08 GQTWTV————NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAE
60 70 80 90 100

>>q1]223403273|gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.6 bits: 19.1 EQ: 40
Smith-Waterman score: 49; 31.0% identity (565.2% similar) in 29 aa overlap (50-78:162-190)

20 30 40 50 60 70
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA

gi]223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV

140 150 160 170 180 190
80

PAT___ R

gi]223 VQ

>>0qi1]55859466|emb|CA105848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 73.5 bits: 18.7 EQ: 41
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (13-35:14-36)

10 20 30 40 50
PAT MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi 558 MlSKlLCLSLLVAAQQA&@QDVKDCANQE|KKVMVDGCHGSDPCl|HRGKPFNLEA|FDA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKAR

gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>qi]1063270]dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 73.2 bits: 19.6 EQ: 42
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (37-58:71-92)

10 20 30 40 50 60

PAT___ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG

gi | 106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRﬁé@PFPQTQQPQQPFPQSQQPQQP
100

70 80
PAT VVAGIAYAGPWKAR

gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSL 1QQSLQQQLNPCKNFLLQQCKPVSLYSSLWSMILP
110 120 130 140 150 160

>>q1]14285595]sp| 004004 . 1INLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.1 bits: 18.3 EQ): 43
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (14-40:66-92)

10 20 30 40
PAT MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP

gi]142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS
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40 50 60 70 80 90

50 60 70 80
PAT QEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>gi]139002766|dbj | BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 72.8 bits: 19.2 EQ): 44
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:142-152)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi]139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi|170738]gb|AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.4 bits: 19.7 EQ: 47
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (40-60:121-141)

10 20 30 40 50 60
PAT____ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ
100 110 120 130 140 150
70 80

PAT GIAYAGPWKAR

gi | 170 PQQQLPQPQQPQQSFPQQQRPF IQPSLQQQLNPCKNILLQQSKPASLVSSLWS I 1WPQSD
160 170 180 190 200 210

>>gi|170736]gb|AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 72.2 bits: 19.2 EQ): 48
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (21-59:6-44)

10 20 30 40 50 60
PAT___ NMSPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi|170 MKTLLlLTlLAMAlT|éfANMé@bﬁééQVQWPQQQPVPQPHQPFS
10 20
70 80

PAT VAEVEGVVAG IAYAGPWKAR

gi|170 QQPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQ
60 100

>>gi| 741844 prf]|2008179A major allergen Par j 1 (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 72.0 bits: 18.4 EQ): 49
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (37-58:111-130)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi | 741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT VVAGIAYAGPWKAR

gi | 741 FSTLG
140
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>>gi]269996495]gb|ACZ57582.1] Ole e 11.0101 allergen pre (364 aa)
initn: 39 initl: 39 opt: 50 Z-score: 71.8 bits: 19.7 EQ: 50
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (3-44:124-167)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCDIVNHY IET-
gi]269 RVILSLAPGNYSEKVKIGMYKHY ITFYGEDPNNMP ILVFGGTAAEYGTV-DSATLIVESN
100 110 120 130 140 150
40 50 60 70 80
PAT --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]269 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD
160 170 180 190 200 210

>>gi]68270856|gh]AAY88919.1] Ole e 11.0102 allergen prec (364 aa)
initn: 39 initl: 39 opt: 50 Z-score: 71.8 bits: 19.7 EQ: 50
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (3-44:124-167)

10 20 30
PAT MSPERRPVE I RPATAADMAAVCD IVNHY 1ET—
gi 682 RVILSFSPGNYSEKVKIGMYKHY I TFYGEDPNNMP I LVFGGTAAEYGTV-DSATLIVESN
100 110 120 130 140 150
40 50 60 70 80
PAT __ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]682 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD
160 170 180 190 200 210

>>gi]|14423814|sp|QIM5X7 . 1NLTP_MALDO RecName: Full=Non-s (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.6 bits: 18.0 EQ): 51
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:85-109)

10 20 30
PAT MSPERRPVE I RPATAADMAAVCD I -VNHY IETSTVNFRT
gi|144 IRTINGLARTTADRQTACNCLKNLAGS I SGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR
gi|144 K
>>gi 50659859 ghb|AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.6 bits: 18.0 EQ: 51
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:85-109)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCDI-VNHY IETSTVNFRT
gi|506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKAR
gi|506 K
>>gi]38492338|gh]AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.6 bits: 18.0 EQ: 51
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:85-109)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCDI-VNHY IETSTVNFRT
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gi ]384 IRTINGLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGYNVPYKISTSTNCATV
60 70 80 90 100 110

40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi|384 K

>>gi]114841617]dbj|BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 51 Z-score: 71.6 bits: 20.2 EQ): 52
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200
>>gi]534900]emb | CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)

initn: 44 initl: 44 opt: 47 Z-score: 71.5 bits: 18.4 EQ): 52
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (44-70:68-92)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

i 1534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV-- 1EGGAVGDTL
40 50 60 70 80 90

80
PAT AGPWKAR
gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ I KASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>qi]1321714]emb|CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (44-72:69-95)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

i |132 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKAR
gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ I KIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>qi1]1321726]emb|CAA96544 1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (44-72:69-95)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAY

gi 132 I1SSVENIEGNGGPGT IKK1SFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKAR
gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150
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>>gi]261407|gb|AAB24432.1] Aln g | [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ: 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (44-72:69-95)

20 30 40 50 60 70
PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi|261 VSSVEN IEGNGGPGT IKK I TEPEGSPEKYVKERVDEVDRVNFKYSESY- - | EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKAR

gi]261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHE INAEQIKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi1]190684061|gb|ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.9 bits: 18.1 EQ): 56
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (39-58:108-126)

10 20 30 40 50 60
PAT___ EIRPATAADIAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPHLVAEVEGVV
gi 190 EPGVVlRGKKGTGG|T|KKTGMAL|LGlYDéﬁM%ﬁGQCNLVQé&LGD ~YPVEQGF

80 90 100 110 120 130

70 80
PAT AGIAYAGPWKAR

>>gi]14423860]sp|Q9M7NO.1]PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.9 bits: 18.1 EQ): 56
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (14-34:5-25)

10 20 30 40 50 60
PAT___ MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIM
10 20 30 40 50
70 80

PAT VAEVEGVVAG IAYAGPWKAR

gi]144 KDFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLT
60 70 80 90 100 110

>>gi]28881455]emb|CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.9 bits: 18.1 EQ: 56
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (32-55:101-124)

10 20 30 40 50 60
PAT___ SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV

gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG
80 90 100 110 120 130

70 80
PAT AEVEGVVAGIAYAGPWKAR

gi]2ss L

>>gi|170743|gb]AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.7 bits: 20.7 EQ: 58
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (41-58:721-738)

20 30 40 50 60 70
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQ#ééWLéPRQGQQGYYPTsPQQSGQGQQL
700 710 720 730 740 750
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80
PAT IAYAGPWKAR

gi |170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>gi]21743]emb] CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.6 bits: 20.7 EQ: 58
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (41-58:736-753)

20 30 40 50 60 70
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

710 720 730 740 750 760

80
PAT IAYAGPWKAR

gi 217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>gi]204324083]gh]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.4 bits: 19.4 EQ): 60
Smith-Waterman score: 49; 23.1% identity (563.8% similar) in 52 aa overlap (8-58:64-114)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFR
gi]204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPII1EDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.0 bits: 18.1 EQ): 63
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (22-76:91-153)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRT-EPQTPQEWI —--
gi]139 RQCVAPGTLDEQVRRGCCRQLAG IDSSWCRCDALNHMLR I I'YREERAADAGHPMAEVFRG
70 80 90 100 110 120
50 60 70 80
PAT ---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKAR

gi|139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150

>>qi]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)
initn: 46 initl: 46 opt: 46 Z-score: 69.8 bits: 18.2 EQ): 65
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (9-22:25-38)

10 20 30 40
PAT MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQ
gi]413 MSNVFFDITKNGAPLGT IKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRV IPDFML
10 20 30 40 50 60
50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

g1 ]413 QGGDFTAGNGTGGKS I YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>gi]736319]emb]CAA27052.1] glutenin [Triticum aestivum] (838 aa)
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initn: 51 initl: 51 opt: 51 Z-score: 69.0 bits: 20.4 EQ: 71
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (36-58:153-175)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG
150 160 170 180

70 80
PAT GVVAG IAYAGPWKAR

gi]736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>qi1]289742475|gb]|ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.9 bits: 18.7 EQ: 72
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (8-54:12-55)

10 20 30 40 50
PAT MSPERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWI DDLERLQDR
gi 289 MNFVLATLSLLlLLSAAQéAbQCéLéb--NHVACVMQNvﬁééGCPSGAKM|D LNkYQST
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAGIAYAGPWKAR

gi1]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>0q1]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)

30 40 50 60 70 80

PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKAR

gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFkvbéiiA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi1]114841663|dbj |BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)

30 40 50 60 70 80
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKAR
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFkaéiiA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|114841653]dbj | BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP——WKAR
gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDéIIA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841657]dbj|BAF32130.1] pollen allergen [Cryptome (514 aa)
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initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I IQGLRL
150 160 170 180 190 200

>>0gi]114841607|dbj |BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ): 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]24898904|dbj|BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi 47606004 |sp|Q7M1E7 .1 PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 41 initl: 41 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 24.3% identity (561.4% similar) in 70 aa overlap (2-60:435-504)

10 20
PAT MSPERRPVE IRPATAADMA-AVC---DIVNH
gi]476 GKPASCVDKNARGFYSGRLIPTCKNLRPGPSPKEFELQQQPTTVMDENKGACAKGDSTCI
410 420 430 440 450 460
30 40 50 60 70 80
PAT YIETSTVNFRT——--- EPQTPQEWIDDLERLQDRYP--WLVAEVEGVVAGIAYAGPWKAR

gi 476 SLSSSPPNCKNKCKGCQPCKPKL I 1VHPNKPQDYYPQKWVCSCHNKIYNP
470 480 490 500 510

>>gi]114841641]dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]1171004]|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)
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30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841629]dbj|BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841671]dbj|BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi1]114841635|dbj |BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (58-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>gi]114841665]dbj|BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (568-78:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKAR

90 100 110 120 130 140
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gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]83715932|dbj |BAES54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.4 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159)

20 30 40 50 60 70

PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

80
PAT 1AYAGPWKAR

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi1]83715934|dbj |BAES54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.4 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159)

20 30 40 50 60 70

PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG

gi |837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE
110 120 130 140 150 160

80
PAT IAYAGPWKAR

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi]83715928|dbj | BAES54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.4 bits: 18.7 EQ): 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159)

20 30 40 50 60 70

PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

80
PAT 1AYAGPWKAR

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi1]83715936|dbj | BAES54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.4 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159)

20 30 40 50 60 70

PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

80
PAT 1AYAGPWKAR

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi]83715930]|dbj |BAES54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.4 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (41-65:135-159)
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20 30 40 50 60 70

PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER|DLLékQLEEAKWiAEbAbRKFDE
110 120 130 140 150 160

80
PAT 1AYAGPWKAR

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]40807635]|gb|AAR92223.1| phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.4 bits: 17.4 EQ): 77
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (11-77:33-104)

10 20 30 40
PAT MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP
gi]408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60
50 60 70 80
PAT QTPQEWIDDLERL——QDRYPWLVAEVEGVVAG————IAYAGPWKAR

gi]408 QY QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV
70 80 90 100 110

>>gi 42559556 | sp| 096764 .2] TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.4 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (8-66:11-73)

10 20 30 40 50
PAT MSPERRPVE IRPATAADMAAVCD I -—~~VNHY 1 ETSTVNFRTEPQTPQEWI DDLERL
gi 425 MDAlKKKMQAMkLéKDNALDRALLééNQARDANLRAEKAEEEARTLQKK|QT|ENbLbéT
10 20 30 40 50 60
60 70 80
PAT___ QDRYPIILVAEVEGVVAGIAYAGPHKAR

gi|425 QGQETLVNGKLEGKEKALQNAESEVAALNRRIQLLGEDLDRSEERLASATAKLSEASAAA
70 80 90 100 110 120

>>g1]209484145|gb|AC147547 .1 nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.3 bits: 17.4 EQ: 78
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (10-33:89-113)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCD I -VNHY IETSTVNFRT
gi]209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKIS%é%NCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi]209 K

>>qi 258588247 | pdb ]| 3EHK]A Chain A, Crystal Structure OFf (531 aa)
initn: 44 initl: 44 opt: 49 Z-score: 68.3 bits: 19.6 EQ): 78
Smith-Waterman score: 49; 32.4% identity (568.8% similar) in 34 aa overlap (40-73:158-190)

10 20 30 40 50 60

PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi|258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQ@@# RéLbéHQKTRRlREébQVAlPA
140 150 160 170 180

70 80
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PAT___ GIAYAGPWKAR
gi|258 é@AQWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230

>>gi|113477]|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.2 bits: 19.2 EQ: 79
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (29-68:87-126)

10 20 30 40 50
PAT MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAGIAYAGPWKAR
gi]113 WiiFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>gi]166443|gb]AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.2 bits: 19.2 EQ: 79
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (29-68:87-126)

10 20 30 40 50
PAT MSPERRPVE IRPATAADNAAVCD I VNHY 1 ETSTVNFRTEPQTPQEWI DDLERLQDRYP
gi | 166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANﬁKéGTLRFAAAéNéPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAGIAYAGPWKAR
gi]166 WiiFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>gi]23894244]|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 68.1 bits: 19.2 EQ: 80
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (17-70:94-145)

10 20 30 40
PAT MSPERRPVEIRPATAADMAAVCDIVNH————YIETSTVNFRTEPQT
gi|238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVD%iéPDFV VRTSTNG
70 80 90 100 110 120
50 60 70 80
PAT PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR
gi]238 T----- NLTRQENVPSWGLA&QGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG
130 140 150 160 170

>>gi]|170702]gb]AAA34272.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 18.7 EQ: 80
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (37-58:72-93)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQé%YéHQéééQFPQTQQPééPEEQPQQTFPQ
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKAR

gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 160

>>gi 47606039 sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.3 bits: 17.5 EQ: 88
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Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (41-76:79-115)

20 30 40 50 60
PAT____ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA—
gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ
50 60 70 80 90 100

70 80

PAT___ GIAYAGPWKAR

gi 476 GIRQAN&IAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140

>>gi 1352237 sp|P49278.1]|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.2 bits: 17.5 EQ: 89
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (13-34:14-35)

10 20 30 40 50
PAT MSPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW
gi]135 MMYKILCLSLLVAAVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKAR

gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]208605346]emb] CAR82266.1] D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.1 bits: 18.4 EQ): 91
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (40-58:135-153)

10 20 30 40 50 60
PAT____ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi ]208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQﬁéé#LééQQFPéééPPQQHQFPQQQLP
110 120 130 160
70 80

PAT GIAYAGPWKAR

gi]208 QQQQ 1 PQQQQ 1PQQPQQIPQQQQ IPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ
180 190 200 210 220

>>gi]|7387766]sp|Q39967.3|ALL5_HEVBR RecName: Full=Major (151 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.0 bits: 17.5 EQ): 91
Smith-Waterman score: 44; 45.5% identity (90.9% similar) in 11 aa overlap (2-12:89-99)

10 20 30
PAT MSPERRPVEIRPATAADMAAVCDIVNHYIET
gi]738 PEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPA
60 70 80 90 100 110
40 50 60 70 80

PAT STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKAR

gi | 738 APAEGEKPAEEEKPITEAAETATTEVPVEKTEE
120 130 140 150

>>gi]1173071]sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 67.0 bits: 17.1 EQ: 92
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (50-66:32-48)

20 30 40 50 60 70
PAT____ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK
10 20 30 40 50 60
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80
PAT R

gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>g1]9954251]gb | AAGO8988.1]AF216519_1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.8 bits: 18.4 EQ): 94
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (45-65:139-159)

20 30 40 50 60 70
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi]995 ASGKLEEASKAADESERNRKVLENLNSGNDER IDQLEKQLTEAKWIAEEADKKYEEAARK
110 120 130 140 150 160

80
PAT GPWKAR
gi|995 LAITEVDLERAEARLEAAEAKV IDLEEQLTVVGANIKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>qi]55859456 | emb | CAH92630.1] pollen allergen Sec ¢ 4 [S (520 aa)
initn: 45 initl: 45 opt: 48 Z-score: 66.8 bits: 19.3 EQ: 94
Smith-Waterman score: 48; 20.0% identity (50.0% similar) in 60 aa overlap (1-57:392-448)

10 20 30
PAT MSPERRPVE I RPATAADMAAVCD IVNHY IE
gi |558 KSDYVYQPVPKPVWAQIFVWLVKPGAG IMVMDPYGAA I SATPEAATPFPHRKDVL -~~FN
370 380 390 400 410
40 50 60 70 80

PAT TSTVNFRTEPQ---TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR
gi 558 1QYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYANYRD IDLGRNEVVNDISTYA
420 430 440 450 460 470

>>qi]32363467|sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.6 bits: 14.1 EQ): 96
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:1-14)

40 50 60 70 80

PAT __ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKAR

gi|323 GVLFNIQYVNYWFAP
10

>>gi]158121995]gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.6 bits: 17.6 EQ: 97
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (35-60:52-78)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE
gi | 158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH IRQRVEKEQEQEQDEYPY IQRG
30 40 50 60 70 80

70 80

PAT___ VEGVVAGIAYAGPWKAR

gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ ILONQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

>>gi|83754241|pdb]2B5S|B Chain B, Crystal Structure OFf P (92 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.5 bits: 16.7 EQ: 98
Smith-Waterman score: 42; 24.1% identity (65.2% similar) in 29 aa overlap (10-38:62-90)

10 20 30
PAT MSPERRPVE IRPATAADMAAVCDIVNHY IETSTVNFRTE



gi]837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT
40 50 60 70 80 90

40 50 60 70 80
PAT PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKAR

gi|837 K

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011
Total Scan time: 0.070 Total Display time: 0.050

Function used was FASTA [version 35.04 Feb. 20, 2010]
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt

/bioinformatics/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>>>PAT___ : 2 - 81 - 80 aa
Library: /bioinformatics/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 0 :

28 5 ==

30 7

32 15

34 22

36 51

38 80 *==

40 111 *===

42 146 *.

44 144 *==

46 106 *

48 121 *

50 118 *

52 123 *

54 99 *==

56 48 *

58 47 *

60 44

62 38

64 48

66 22

68 30

70 16

72 10

74 9

76 6

78 5

80 7 5:=*=

82 3 3:*

84 1 3:*

86 2 2:*

88 1 2:* inset = represents 1 library sequences

90 2 1:*

92 0 1:* el

94 0 1:* o*

96 1 1:* o*



98
100
102
104
106
108
110
112
114
116
118

>120
339008 residues in 1491 sequences

POOOOOOOOOOO
[eNeoNoNooNoNoNooNoNoNe]
ook ok % ok kX F ok X X

*

Statistics: Expectation_n fit: rho(In(x))= 3.33830.00332; mu= 16.4123 0.174
mean_var=41.759411.221, 0"s: 2 Z-trim: 3 B-trim: O in 0/44

Lambda= 0.198471

Kolmogorov-Smirnov statistic: 0.0456 (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: 0.060

The best scores are:

gi]5059162]gb|AAD38942 1| AF144060_1 alpha-amylase ( 496)
gi]51316532|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=P ( 110)
gi|66840994|emb|CAI64396.1] serine carboxypeptidas ( 260)
gi]18615]emb|CAA26723.1] unnamed protein product [ ( 495)
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)
gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glyc ( 495)
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea ( 284)
0122135348 gb|AAM93157.1] trypsin inhibitor [Arac ( 219)
gi]6015094|sp|P42040.2]ENO_CLAHE RecName: Full=Eno ( 440)
gi]208605344 | emb|CAR82265.1] D-type LMW glutenin s ( 359)
gi1]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)
gi|897811]|emb]CAA24933.1] unnamed protein product ( 101)
gi]15886861]|emb]CAC85911.1] arginine kinase [Plodi ( 355)
gi]170708]gb|AAA34274_.1] gamma-gliadin B precursor ( 291)
gi|5712199|gb|AAD47382.1] glycinin [Arachis hypoga ( 530)
gi]199732457|gb]ACH91862.1] arachin Arah3 isoform ( 530)
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu ( 218)
gi1]21314465]|gb|AAM46958.1]AF510854_1 allergen Arah ( 538)
gi]1588669|prf||2209273A Zm13 ( 170)
gi]47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 ( 135)
gi 543794 |sp|P35747.1]|ALBU_HORSE RecName: Full=Ser ( 607)
gi]99644635]|emb | CAK22338.1] Der p 2 allergen precu ( 146)
gi]44409474|gb|AAS47036.1] major cherry allergen P ( 160)
gi]164415595|gb]ABY53034.1] Der p 2 allergen [Derm ( 145)
gi]14423649|sp|Q9TZZ2.2]ALL2_EURMA RecName: Full=M ( 145)
gi]1850540|gb|AAB48041.1] ribosomal P2 phosphoprot ( 113)
gi1]62484809]|emb|CA178902.1] putative gamma-gliadin ( 285)
gi]44409451|gb|AAS47035.1] major cherry allergen P ( 160)
gi]44409496|gb|AAS47037.1] major cherry allergen P ( 160)
gi]|85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P ( 267)
gi]9929163]emb|CAC05258.1] Cup a 3 protein [Cupres ( 199)
gi]27462836]|gb|AA015607.1]AF462190_1 glutathione S ( 219)
gi]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 ( 225)
gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 ( 225)
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 ( 225)
gi 138456228 gb|AAR21074.1] PR5 allergen Cup s 3.2 ( 225)
gi]9087177]sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)
gi]223403273|gb|ACM89179.1] sarcoplasmic calcium-b ( 193)
g1 55859466 emb|CA105848.1] mite allergen Der £ 2 ( 146)
gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor ( 279)
gi]14285595]|sp| 004004 .1|NLTP6_AMBAR RecName: Full= ( 118)
gi]139002766|dbj | BAF51970.1] thaumatin-like protei ( 225)
gi|170738|gb|AAA34289.1] gamma-gliadin [Triticum a ( 327)
gi]170736]gb|AAA34288.1] gamma-gliadin [Triticum a ( 251)
gi]741844|prf]|2008179A major allergen Par j 1 ( 143)
gi]269996495|gb|ACZ57582.1] Ole e 11.0101 allergen ( 364)
gi|68270856|gb]AAY88919.1] Ole e 11.0102 allergen ( 364)

OOWNORNOOORMARAREAREADIMDMWONNRERPONNOUOUOORMRMOOUIUIOOOWOPRMOODOAMAPRLOOUIO Ul N

0.0

opt bits E(1491)

42
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gi]114841617|dbj|BAF32110.1] pollen allergen [Cryp
gi | 50659859 |gb|AAT80649.1] lipid transfer protein
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus
91114423814 |sp|Q9M5X7 . 1INLTP_MALDO RecName: Full=N
gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula]
gi]|1321714|emb]|CAA96546.1] major allergen Bet v 1
gi 1321726 emb|CAA96544.1] major allergen Bet v 1
gi]261407]gb|AAB24432.1] Aln g | [Alnus glutinosa]
gi]190684061|gbJACE82291.1] profilin [Triticum aes
gi1]14423860|sp| Q9M7NO.1|PROF3_HEVBR RecName: Full=
gi]28881455]|emb | CAD46560.1] profilin [Malus x dome
gi|170743|gb|AABO2788.1] HMW glutenin subunit Ax2*
gi]21743]emb|CAA43331.1] high molecular weight glu
gi]204324083|gb]AC101048.1] arginine kinase [Bomby
01224036293 | pdb|3C3V]A Chain A, Crystal Structure
gi]1398916]dbj |BAA07712.1] allergenic protein [Ory
gi]4138173]emb|CAA09884.1] allergen [Malassezia sy
gi | 736319 emb|CAA27052.1] glutenin [Triticum aesti
gi]289742475|gb]ADD19985.1] antigen 5 precursor [G 259) 47 18.
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp 514) 49 19.

( 514) 51 20.
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
E
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp ( 514) 49 19.
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(

115) 46 17.
115) 46 17.
115) 46 17.
159) 47 18.
160) 47 18.
160) 47 18.
160) 47 18.
131) 46 18.
131) 46 18.
131) 46 18.
815) 52 20.
830) 52 20.
355) 49 19.
510) 50 19.
157) 46 18.
162) 46 18.
838) 51 20.

gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp 514) 49 19.
gi1]114841663|dbj |BAF32133.1] pollen allergen [Cryp 514) 49 19.
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp 514) 49 19.
gi 47606004 |sp|Q7M1E7 . 1] PGLR2_CHAOB RecName: Full= 514) 49 19.
gi1]114841607|dbj |BAF32105.1] pollen allergen [Cryp 514) 49 19.
gi]1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P ( 514) 49 19.
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp 514) 49 19.
gi]114841641|dbj|BAF32122.1] pollen allergen [Cryp 514) 49 19.
gi1]114841635|dbj |BAF32119.1] pollen allergen [Cryp 514) 49 19.
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514) 49 19.
gi]114841671|dbj|BAF32137.1] pollen allergen [Cryp 514) 49 19.
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp 514) 49 19.
gi 83715934 |dbj | BAE54432.1] tropomyosin [Ommastrep ( 284) 47 18.
gi]83715928|dbj | BAE54429.1] tropomyosin [Sepia esc 284) 47 18.
gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes 284) 47 18.
gi]83715936|dbj |BAE54433.1] tropomyosin [Octopus v 284) 47 18.
gi|83715930|dbj | BAE54430.1] tropomyosin [Sepioteut ( 284) 47 18.
gi]40807635]|gb|AAR92223.1| phytocystatin [Actinidi 116) 44 17.
gi]42559556|sp|096764.2] TPM_CHIKI RecName: Full=Tr ( 285) 47 18.
gi]258588247 | pdb]3EHK]A Chain A, Crystal Structure 531) 49 19.
gi]209484145|gb|ACI147547.1] nonspecific lipid tran 119) 44 17.
gi]113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397) 48 19.
gi]166443|gb|AAA32669.1] antigen E [Ambrosia artem ( 397) 48 19.
gi]23894244|emb|CAD23614.1] tri m 2 allergen [Arth ( 404) 48 19.

RPORMPRPUOPMDUNRPRPRPAONADANNNNNOIOOOOOOOAOIAAOIOoOoWRREPOWODODOOORMMMMNOOOR

gi|170702|gb|AAA34272.1] gamma gliadin precursor [ ( 302) 47 18.
gi |47606039|sp|Q8HEL7 .1|PHLB_PHLPR RecName: Full=P ( 143) 44 17.
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146) 44 17.
gi]208605346|emb ]| CAR82266.1] D-type LMW glutenin s ( 272) 46 18.
gi|7387766|sp| Q39967 .3|ALL5_HEVBR RecName: Full=Ma ( 151) 44 17.
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113) 43 17.
gi | 9954251 | gb | AAGO8988.1|AF216519_1 tropomyosin [P ( 284) 46 18.
gi]158121995|gb|ABW17159.1] Ara h 7 allergen precu ( 164) 44 17.
gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major po ( 15) 36 14.

>>gi1]5059162]gb|AAD38942 1| AF144060_1 alpha-amylase [Der (496 aa)

initn: 59 initl: 59 opt: 87 Z-score: 127.2 bits: 30.4 EQ): 0.042

le
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (22-55:178-210)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER
i |505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL 1D 1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
60 70 80

PAT LQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi|505 IYSéLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN
210 220 230 240 250 260
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>>gi]51316532|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho (110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 96.3 bits: 22.5 EQ: 2.2
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (17-76:4-64)

10 20 30 40 50
PAT___ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL---~ERLQDR
gi|513 AFLLAATLT I SSHMQEAGAVKFD I KNOCGYTVWAAGLPGGGKRLDQG
10 20 30 40
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARN

50 60 70 80 90 100

>>0g1]66840994|emb|CA164396.1] serine carboxypeptidase Il (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 90.3 bits: 22.6 EQQ: 4.8
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (9-59:42-98)

10 20 30
PAT SPERRPVE I RPATAADMA-———— AVCDIVNHY-IETST
i |668 VGTFEFWWNHGLVSDDTYQRLREACLHDSF IHPSPACDAATDVATAEQGN IDMYSLYTPV
20 30 40 50 60 70
40 50 60 70 80

80 90 100 110 120 130

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 42 initl: 42 opt: 63 Z-score: 90.0 bits: 23.5 EQ: 4.9
Smith-Waterman score: 63; 30.2% identity (48.8% similar) in 43 aa overlap (38-80:113-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPODRHOK I'YNSREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARN

gi|186 IAVPTGVAWWMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 87.5 bits: 22.9 E(Q: 6.8
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (9-59:228-284)

10 20 30
PAT SPERRPVE I RPATAADMA-———— AVCDIVNHY-IETST
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSF IHPSPACDAATDVATAEQGN IDMYSLYTPV
200 210 220 230 240 250
40 50 60 70 80

260 270 280 290 300 310

>>gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 41 initl: 41 opt: 61 Z-score: 86.9 bits: 22.9 EQQ: 7.3
Smith-Waterman score: 61; 30.2% identity (48.8% similar) in 43 aa overlap (38-80:113-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV
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gi | 186 SYTNGPQEIY 1QQGKG IFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHQK 1 YNFREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARN

gi|186 IAVPTGVAWMUMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi|219806590]dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 86.7 bits: 22.1 EQQ: 7.5
Smith-Waterman score: 59; 33.3% identity (562.8% similar) in 36 aa overlap (35-70:29-64)

10 20 30 40 50 60
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]219  MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD
10 20 30 40 50

70 80
PAT GVVAGIAYAGPWKARN

gi]219 RVNEéLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK
60 70 80 90 100 110

>>gi]22135348|gh|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 85.0 bits: 21.4 EQ: 9.4
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (31-80:21-62)

10 20 30 40 50 60
PAT___ SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLV
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR

10 20 30 40

70 80
PAT___ AEVEGVVAGIAYAGPWKARN
gi]221 I1ESEG--——- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGY

50 60 70 80 %) 100

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 82.9 bits: 22.0 EQ: 12
Smith-Waterman score: 58; 27.7% identity (65.3% similar) in 47 aa overlap (33-78:262-307)

10 20 30 40 50 60
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE

240 250 260 270 280 290

70 80
PAT VEGVVAGIAYA-GPWKARN

gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEF IKKAIETKACNALLLKY
300 310 320 330 340 350

>>gi]208605344]|emb]|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 82.4 bits: 21.6 EQ): 13
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:79-98)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

i |208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPOQPFPIQPQQPFPQTQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARN

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQI IPQQPQQPFLLESQQPFPQQPQQPFPQ
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110 120 130 140 150 160

>>gi]14423730]sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 82.2 bits: 20.4 EQ: 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (44-70:83-110)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAG IAY
gi|144 LRNTLSDSKVDEKLDAGDKQKLTAE|DKTVéWLbbNQTATkBéQESQQKéLééQANP|MM

60 70 80 90 100 110

80
PAT AGPWKARN

gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]emb|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.2 bits: 19.6 EQ): 15
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (40-57:7-24)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG
gi |897 EKLGQGQQPRQWLQPRQGQOGYYPTSPQQSGQGQQL
10 20 30
70 80
PAT IAYAGPWKARN

gi 897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
40 50 60 70 80 90

>>gi]15886861]emb]CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 80.9 bits: 21.3 EQ): 16
Smith-Waterman score: 56; 26.9% identity (561.9% similar) in 52 aa overlap (7-57:64-114)

10 20 30
PAT SPERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR
gi]158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT____ —TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi]158 KTDKHPPKNW GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>gi]|170708]|gb]AAA34274.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.4 bits: 21.0 EQ): 17
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (20-58:6-44)

10 20 30 40 50 60
PAT __ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
gi|170 MKTLLlLT|LAMAlT|A%ANMéAbﬁéGQVQWPQQQPFLQPHQPFSQ
10 20
70 80

PAT AEVEGVVAGIAYAGPWKARN

gi|170 QPQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQP
70 80 100

>>gi]5712199]gb]AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.4 bits: 21.8 EQ): 17
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:19-60)

10 20 30 40 50 60



PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLYV

gi|571 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR
10 20 30 40
70 80
PAT___ AEVEGVVAGIAYAGPWKARN
gi|571 IESEG---—- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGY
50 60 70 80 90 100

>>gi1]199732457|gb]ACH91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.4 bits: 21.8 EQ): 17
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Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:19-60)

10 20 30 40 50 60
PAT___ SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLY
gi 199 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR
10 20 30 40

70 80

PAT___ AEVEGVVAGIAYAGPWKARN
gi 199 1ESEG--——- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGY
50 60 70 80 90 100

>>gi1]190684059|gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 80.3 bits: 20.5 EQ: 17

Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (6-75:39-115)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNF
gi]190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT _ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAG I AYAGPWKARN
gi 190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYP IMADPDRSAIKQLNMVDPDEKDGQGQLPSR
70 80 90 100 110 120

gi]190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVV IAPG
130 140 150 160 170 180

>>gi]21314465]gb]|AAM46958.1]AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.3 bits: 21.8 EQ): 17

Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (31-80:19-60)

10 20 30 40 50 60
PAT___ SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLY
gi|213 MGKLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR
10 20 30 40
70 80
PAT___ AEVEGVVAGIAYAGPWKARN
gi|213 1ESEG--——- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGY
50 60 70 80 90 100
>>gi | 1588669 | prf] |2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 78.5 bits: 19.8 EQ): 21

Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (41-75:109-143)

20 30 40 50 60 70

PAT PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI

gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL
80 90 100 110 120 130



80

PAT AYAGPWKARN
gi]158 RPANﬁLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>qi]47605808|sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.4 EQ: 22
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Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (24-64:25-65)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD 1VNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWL
gi |476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60

60 70 80

PAT VAEVEGVVAG IAYAGPWKARN
gi|476 KlélDQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>0qi1]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.4 EQ: 22

Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (12-33:3-24)

10 20 30 40 50 60
PAT___ SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLY
gi ]394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLEAVFDANQ
10 20 30 40 50
70 80

PAT AEVEGVVAGIAYAGPWKARN

gi ]394 NSNAAKIEIKATIDGVE IDVPG IDNNLCHFMKCPLVKGQEYD IKYTWNVPR IAPKSENVV
60 70 80 90 100 110

>>qi1]543794|sp|P35747 .1]|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.2 bits: 21.6 EQ): 22

Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (11-33:326-348)

10 20 30 40
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi |543 GKLKACCDKPLLQKSHC I AEVKEDDLPSDLPALAADFAEDKE I CKHYKDAKDVFLGTFLY
300 310 320 330 340 350
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi]543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>q1]99644635]emb | CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 77.8 bits: 19.5 EQ): 24

Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (12-33:14-35)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD 1VNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPW
gi |996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60

60 70 80

PAT LVAEVEGVVAG IAYAGPWKARN

gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120
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>>qi]44409474|gb|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 51 Z-score: 77.3 bits: 19.5 EQ: 25
Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (3-61:97-154)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETST
i |444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYE IKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi|444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN
130 140 150 160

>>gi1]164415595|gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 50 Z-score: 76.3 bits: 19.2 EQ): 29
Smith-Waterman score: 50; 26.8% identity (47.9% similar) in 71 aa overlap (12-75:13-82)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD IVNHY 1 ETSTVN—-—FRTEP--——— QTPQEWIDDLERL
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60

60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARN
gi]164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN
70 80 90 100 110

>>gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.3 bits: 19.2 EQ: 29
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (12-33:13-34)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWL
gi]144 MYKILCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAG IAYAGPWKARN
gi]144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.0 bits: 18.8 EQ): 30
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (49-77:32-61)

20 30 40 50 60 70
PAT___ AVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGV-VAG I AYAGPWK
gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL I SELEGKDINEL IASGPEK
10 20 30 40 50 60

80
PAT ARN
gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>0g1]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 75.9 bits: 20.1 EQ): 30
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (39-58:113-130)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVVA
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gi]624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ
90 100 110 120 130 140

70 80

PAT GIAYAGPWKARN
gi]624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>gi]44409451|gb]AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 75.8 bits: 19.2 EQ): 30
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (3-56:97-151)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETST
gi |444 YVKHRIDGLDKDNFVYNYTLVEGDALSDK IEKITYE IKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN
Qi |444 VEIKEEDVKAGKEKATGLFKL IENYLAANPDACN
130 140 150 160

>>gi|44409496 | gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 75.8 bits: 19.2 EQ: 30
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (3-61:97-154)

10 20 30
PAT SPERRPVEIRPATAADMAAVCDIVNHY IETST
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

Qi |444 VEIKEEDVRAGKEKATGLFKL IENY~--LVANPDAYN
130 140 150 160

>>gi]85701146]sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 74.7 bits: 19.8 EQ: 35
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (16-45:195-223)

10 20 30 40
PAT SPERRPVE IRPATAADMAAVCD I VNHY 1 ETSTVNFRTEPQTPQEW
gi 857 IANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS I SPGY IDTGLSDF-VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARN

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>gi]9929163]emb|CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.6 bits: 19.3 EQ: 35
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:116-126)

10 20 30 40
PAT SPERRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQ
gi 992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
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150 160 170 180 190

>>gi]27462836]gb]AA015607 .1]AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.1 bits: 19.4 EQ): 37
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (44-67:47-70)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYA
gi|274 QSIRILLTYAGVDFVDKRYK I GSAPDFDRGEWLNDKFNLGLDFPNLPYY IEGDVKLTQSI
20 30 40 50 60 70

80
PAT GPWKARN
gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>gi]38456230]gb]AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ: 38
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (17-76:11-71)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDR
gi|384 MARVSELALLLVATSAISLHMQEAGAVKFD IKNQCRYTVWAAGLPGGGKRLDQG
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARN

60 70 80 90 100 110

>>gi]38456224|gh]AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ): 38
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:142-152)

10 20 30 40
PAT SPERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456222|gh]AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ): 38
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:142-152)

10 20 30 40
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi ]384 QSDQDYYDVSLVDGENIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

g1 ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456228]|gb]AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ: 38
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (17-76:11-71)

10 20 30 40 50
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PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDR

gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQG
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARN

60 70 80 90 100 110

>>gi]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ): 38
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (17-76:11-71)

10 20 30 40 50
PAT___ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL---—ERLQDR
gi 908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQG
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARN

60 70 80 90 100 110

>>q1]223403273|gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.2 bits: 19.0 EQ: 42
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (49-77:162-190)

20 30 40 50 60 70
PAT AVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

gi]223 TRSAFAEVKE IDDAYNKLTTEDDRKAGGLTLERYQDLYAQF I SNPDESCSACYLFGPLKV

140 150 160 170 180 190
80
PAT__ RN
gi]223 VQ

>>q1 55859466 emb|CA105848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 73.1 bits: 18.6 EQ): 42
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (12-34:14-36)

10 20 30 40 50
PAT SPERRPVE I RPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWI DDLERLQDRYPW
i 558 MISKILCLSLLVAAVVADQVDVKDCANHE IKKVMVDGCHGSDPC I IHRGKPENLEATFDA
10 20 30 40 50 60

60 70 80

PAT LVAEVEGVVAGIAYAGPWKARN
gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.9 bits: 19.5 EQ): 44
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (36-57:71-92)

10 20 30 40 50 60

PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi|106 PHQPQQOFSQPQQPQQQF 1QPQQPFPQOPQQTYPORPOQPFPQTOQPQOPFPQSQQPQQP
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARN
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gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP
110 120 130 140 150 160

>>gi]14285595]|sp| 004004 . 1NLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 72.7 bits: 18.2 EQ: 45
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (13-39:66-92)

10 20 30 40
PAT SPERRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTP
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRQAQ&NCIKELTKSIAYDPKRMPLLS
40 50 60 70 80 90
50 60 70 80

PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi]142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>gi1]139002766|dbj | BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 72.4 bits: 19.1 EQ: 46
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:142-152)

10 20 30 40
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi|139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi|170738]gb|AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.1 bits: 19.6 EQ): 49
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (39-59:121-141)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ
100 110 140 150
70 80

PAT GIAYAGPWKARN

gi |170 PQQQLPQPQQPQQSFPQQQRPF IQPSLQQQLNPCKNILLQQSKPASLVSSLWS I 1WPQSD
160 170 180 190 200 210

>>gi|170736]|gb|AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 71.9 bits: 19.2 EQ: 50
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (20-58:6-44)

10 20 30 40 50 60
PAT___ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
gi|170 MKTLLlLT|LAMAlTléfANMé&bﬁééQVQWPQQQPVPQPHQPFSQ
10 20
70 80

PAT AEVEGVVAGIAYAGPWKARN

gi|170 QPQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQP
60 100

>>qi | 741844 |prf]|2008179A major allergen Par j 1| (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 71.7 bits: 18.3 EQ: 51
Smith-Waterman score: 47; 40.9% identity (69.1% similar) in 22 aa overlap (36-57:111-130)
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10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi | 741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGIWRDP-~RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT___ VVAGIAYAGPWKARN
gi | 741 FSTLG
140

>>gi]269996495]|gh]ACZ57582.1] Ole e 11.0101 allergen pre (364 aa)
initn: 39 initl: 39 opt: 50 Z-score: 71.5 bits: 19.6 EQ: 52
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (2-43:124-167)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD IVNHY 1ET—
gi 269 RVILSLAPGNYSEKVK IGMYKHY I TFYGEDPNNMP I LVFGGTAAEYGTV-DSATLIVESN
100 110 120 130 140 150
40 50 60 70 80
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi]269 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD
160 170 180 190 200 210

>>gi]68270856|gb]AAY88919.1] Ole e 11.0102 allergen prec (364 aa)
initn: 39 initl: 39 opt: 50 Z-score: 71.5 bits: 19.6 EQ: 52
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (2-43:124-167)

10 20 30
PAT SPERRPVEIRPATAADMAAVCDIVNHYIET-
gi]682 RVILSFSPGNYSEKVKIGMYKHY ITFYGEDPNNMP ILVFGGTAAEYGTV-DSATLIVESN
100 110 120 130 140 150
40 50 60 70 80
PAT --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi]682 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD
160 170 180 190 200 210

>>gi]114841617]dbj|BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 51 Z-score: 71.3 bits: 20.1 EQ: 54
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi 50659859 gh]AAT80649.1] lipid transfer protein prec (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.3 bits: 17.9 EQ: 54
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:85-109)

10 20 30
PAT SPERRPVEIRPATAADMAAVCDI-VNHY IETSTVNFRT
gi|506 IRTINSLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN
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gi|506 K

>>0q1]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.3 bits: 17.9 EQ: 54
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:85-109)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD 1 -VNHY IETSTVNFRT
gi ]384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK ISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN
gi]384 K
>>q1]14423814|sp|QIM5X7 . 1INLTP_MALDO RecName: Full=Non-s (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.3 bits: 17.9 EQ: 54
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:85-109)

10 20 30
PAT SPERRPVE I RPATAADMAAVCD | -VNHY IETSTVNFRT
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK ISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80
PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN
gi|144 K
>>gi]534900]emb | CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)

initn: 44 initl: 44 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (43-69:68-92)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAY

i |534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV-- 1EGGAVGDTL
40 50 60 70 80 )

80
PAT AGPWKARN
gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ I KASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>qi]1321714]emb|CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (43-71:69-95)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi 132 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-~ 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARN
gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ I KIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>qi1]1321726]emb|CAA96544 1| major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (43-71:69-95)
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20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi|132 1SSVENIEGNGGPGT IKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV-~ 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARN
gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]261407|gb|AAB24432.1] Aln g | [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (43-71:69-95)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi|261 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-— 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARN
gi]261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHE INAEQIKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]190684061|gb|ACE82291.1]| profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.6 bits: 18.0 EQ: 58
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (38-57:108-126)

10 20 30 40 50 60
PAT___ EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVY
gi 190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD-YPVEQGF

80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARN
>>gi]14423860]sp|Q9M7NO.1]PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.6 bits: 18.0 EQ: 58
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (13-33:5-25)

10 20 30 40 50 60
PAT___ SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
gi|144 MSWQTYVDEHLMCD 1 DGHHL TAAA T 1GHDGSVWAQSSSFPQFKPEEVAA IMK
10 20 30 40 50
70 80

PAT AEVEGVVAGIAYAGPWKARN
gi]144 DFDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTP
60 70 80 90 100 110

>>gi]28881455]emb|CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.6 bits: 18.0 EQ: 58
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (31-54:101-124)

10 20 30 40 50 60
PAT SPERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV

gi|288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMAéLIGIYDEPMTPGQCNMVVERLGbYLIEQG
80 90 100 110 120 130

70 80
PAT AEVEGVVAGIAYAGPWKARN

gi]288 L
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>>gi|170743]gb]AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.4 bits: 20.6 EQ: 60
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (40-57:721-738)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

70 80
PAT IAYAGPWKARN

gi |170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>gi]21743]emb]|CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.3 bits: 20.6 EQ: 60
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (40-57:736-753)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

710 720 730 740 750 760

70 80
PAT IAYAGPWKARN

gi 217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>gi]204324083]gh]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.1 bits: 19.3 EQ): 62
Smith-Waterman score: 49; 23.1% identity (563.8% similar) in 52 aa overlap (7-57:64-114)

10 20 30
PAT SPERRPVEIRPATAADMAAVCDIVNHY IETSTVNFR
gi]204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPI1EDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi 204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi]224036293]pdb]3C3V]A Chain A, Crystal Structure Of (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 69.8 bits: 19.8 EQ): 65
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (33-80:1-40)

10 20 30 40 50 60
PAT __ ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAE
gi|224 1 SFR---QQPEENACQFQRLNAQRPDNRIE
10 20
70 80
PAT__ VEGVVAGIAYAGPWKARN
gi|224 SEG----- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYFG
30 40 50 60 70 80

>>gi]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.7 bits: 18.1 EQ): 66
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (21-75:91-153)

10 20 30 40
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PAT SPERRPVE I RPATAADMAAVCD IVNHY I ETSTVNFRT-EPQTPQEW I ———
gi 139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNAML&IIYREERAADAGHPMAEVFRG
70 80 90 100 110 120
50 60 70 80
PAT___ ---DDLERLQDRYPWLV-AEVEGVVAG IAYAGPIKARN

gi]139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150

>>qi]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)
initn: 46 initl: 46 opt: 46 Z-score: 69.5 bits: 18.1 EQ): 67
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (8-21:25-38)

10 20 30 40
PAT SPERRPVE I RPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQ
gi]413 MSNVEFDITKNGAPLGT IKFKLEDDVVPKTAANERAL CTGEKGFGYAGSHEHRVIPDEML
10 20 30 40 50 60

50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN

gi]413 QGGDFTAGNGTGGKS I YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>qi]736319]emb|CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 68.8 bits: 20.3 EQ: 74
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (35-57:153-175)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi|736 YYPGQASPQRPGQGQQPGQGOQSGOGQOGYYPTSPQQPGQWOQPEQGQPGYYPTSPQQPG
130 140 150 160 170 180

70 80
PAT GVVAGIAYAGPWKARN

gi]736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>qi1]289742475]|gb]|ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.6 bits: 18.6 EQ): 75
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (7-53:12-55)

10 20 30 40 50
PAT SPERRPVE I RPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDR
gi 289 MNFVLATLSLLlLLSAAQéAbQCéLéb--NHVACVMQNV%@éGCPSGAKM|D LNkYQST
10 20 30 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARN

gi]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>0q1]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ): 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (567-77:114-134)

30 40 50 60 70 80
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGP--WKARN
gi|248 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFkaéiiA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200
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>>gi]114841653]dbj|BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841657]dbj|BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ): 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (567-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>qi1]114841663|dbj |BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0q1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ): 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARN

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi 47606004 |sp|Q7M1E7 .1 PGLR2_CHAOB RecName: Full=Poly (514 aa)
initn: 41 initl: 41 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 24.3% identity (561.4% similar) in 70 aa overlap (1-59:435-504)

10 20
PAT SPERRPVEIRPATAADMA-AVC---DIVNH
gi|476 GKPASCVDKNARGFYSGRL IPTCKNLRPGPSPKEFELQQQPTTVMDENKGACAKGDSTCI
410 420 430 440 450 460
30 40 50 60 70
PAT YIETSTVNFRT----- EPQTPQEWIDDLERLQDRYP--WLVAEVEGVVAGIAYAGPWKAR

gi 476 SLSSSPPNCKNKCKGCQPCKPKL I 1IVHPNKPQDYYPQKWVCSCHNKIYNP
470 480 490 500 510

80
PAT N
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>>gi]114841607]dbj|BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]1171004]|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ): 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (567-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0qi1]114841641|dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ): 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (567-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARN

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841635]dbj|BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (567-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN
gi]114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDG I IA--AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ): 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (567-77:114-134)

30 40 50 60 70 80
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PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>0gi]114841671|dbj |BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841665]dbj|BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.2 bits: 19.5 EQ: 79
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (57-77:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARN

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]83715934|dbj | BAE54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.2 bits: 18.7 EQ): 79
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1]837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARN

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715928]dbj | BAE54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.2 bits: 18.7 EQ): 79
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG
i |837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARN

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715932|dbj |BAES4431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.2 bits: 18.7 EQ: 79
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159)

10 20 30 40 50 60
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PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG
i |837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARN

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi]83715936|dbj | BAE54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.2 bits: 18.7 EQ: 79
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1 837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT 1AYAGPWKARN

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi1]83715930|dbj |BAE54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.2 bits: 18.7 EQ: 79
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (40-64:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE
110 120 130 140 150 160

70 80
PAT 1AYAGPWKARN

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi]40807635]|gb|AAR92223.1| phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.1 bits: 17.4 EQ: 80
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (10-76:33-104)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEP
i ]408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRP I ESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60
40 50 60 70 80

PAT QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----1AYAGPWKARN

gi]408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV
70 80 90 100 110

>>q1]42559556 | sp| 096764 .2] TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.1 bits: 18.7 EQ): 80
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (7-65:11-73)

10 20 30 40 50
PAT SPERRPVEIRPATAADMAAVCD I ----VNHY IETSTVNFRTEPQTPQEWIDDLERL
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT
10 20 30 40 50 60
60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARN
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70 80 90 100 110 120

>>gi 258588247 | pdb ]| 3EHK]A Chain A, Crystal Structure OFf (531 aa)
initn: 44 initl: 44 opt: 49 Z-score: 68.0 bits: 19.5 EQ: 81
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (39-72:158-190)

10 20 30 40 50 60
PAT __ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVA
gi 258 QQQERQGRQQGRQQQEEGRQOEQQQGQQGRPOQQQQF-RQLDRHOKTRR IREGDVVAIPA
130 140 150 160 170 180
70 80

PAT GIAYAGPWKARN

gi | 258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>0q1]209484145|gb|AC147547 1] nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.0 bits: 17.4 EQ: 81
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (9-32:89-113)

10 20 30
PAT SPERRPVE IRPATAADMAAVCD 1 -VNHY IETSTVNFRT
gi 209 VKSLNKAAATTADRQAACECLKKTSGS I PGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN
gi]209 K
>>qi]113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)

initn: 45 initl: 45 opt: 48 Z-score: 68.0 bits: 19.1 EQ): 81
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (28-67:87-126)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARN
gi]113 WITFKNDMVINLNQELVVNSDKT IDGRGVKVE I INGGLTLMNVKNI I IHNINIHDVKVLP
120 130 140 150 160 170

>>gi1]166443|gb|AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 22.5% identity (62.5% similar) in 40 aa overlap (28-67:87-126)

10 20 30 40 50
PAT SPERRPVE IRPATAADMAAVCD I VNHY 1 ETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARN
gi]166 WI1FKNDMVINLNQELVVNSDKT IDGRGVKVE I INGGLTLMNVKNI I IHNINIHDVKVLP
120 130 140 150 160 170

>>q1]23894244|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 67.9 bits: 19.1 EQ: 82
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (16-69:94-145)
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10 20 30 40
PAT SPERRPVEIRPATAADMAAVCDIVNH————YIETSTVNFRTEPQT
gi 238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDQiéPDFV VRTSTNG
70 80 90 100 110 120
50 60 70 80
PAT PQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARN
gi]238 T----- NLTRQENVPSWGLAéQGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG
130 140 150 160 170

>>gi|170702]|gb|AAA34272.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 67.8 bits: 18.7 EQ: 83
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (36-57:72-93)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi|170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQﬁééQFPQTQQPQQPFPQPQQTFPQ
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARN

gi]170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 150 160

>>gi 47606039 sp|Q8H6L7.1]PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.1 bits: 17.5 EQ: 91
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (40-75:79-115)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA—

gi|476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARN

gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140

>>gi 1352237 sp|P49278_.1]|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.9 bits: 17.5 EQ: 92
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (12-33:14-35)

10 20 30 40 50
PAT SPERRPVE IRPATAADNAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPY
gi|135 MMYKILCLSLLVAAVARbQVDVKDCANQEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARN

gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]208605346]emb]|CAR82266.1] D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.8 bits: 18.4 EQ: 94
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (39-57:135-153)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi]208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQI PQQPQQFLQQQQFPQQQPPQQHQFPQQQLP
110 120 130 160
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70 80
PAT GIAYAGPWKARN

gi]208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ
170 180 190 200 210 220

>>gi]7387766]sp|Q39967.3]|ALL5_HEVBR RecName: Full=Major (151 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.8 bits: 17.5 EQ): 94
Smith-Waterman score: 44; 45.5% identity (90.9% similar) in 11 aa overlap (1-11:89-99)

10 20 30
PAT SPERRPVEIRPATAADMAAVCDIVNHYIET
gi]738 PEAPAPETEKAEEVEKIEKTEEPAPEADQTTPEEKPAEPEPVAEEEPKHETKETETEAPA
60 70 80 90 100 110
40 50 60 70 80

PAT STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi | 738 APAEGEKPAEEEKPITEAAETATTEVPVEKTEE
120 130 140 150

>>gi]1173071]sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.7 bits: 17.1 EQ): 95
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (49-65:32-48)

20 30 40 50 60 70
PAT____ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK
10 20 30 40 50 60

80
PAT RN

gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi]9954251]|gb| AAG08988.1]AF216519_1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.6 bits: 18.4 EQ): 96
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (44-64:139-159)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi]995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK
110 120 130 140 150 160

80
PAT GPWKARN

gi|995 LAITEVDLERAEARLEAAEAKV IDLEEQLTVVGAN IKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>gi]158121995]gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.3 bits: 17.5 EQ: 99
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (34-59:52-78)

10 20 30 40 50 60

PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRT-EPQTPQEWIDDLERLQDRYPWLVAE

gi | 158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH IRQRVEKEQEQEQDEYPY 1QRG
30 40 50 60 70 80

70 80
PAT VEGVVAGIAYAGPWKARN

gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ I LQNQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

>>gi]32363467]|sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)
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initn: 36 initl: 36 opt: 36 Z-score: 66.3 bits: 14.1 EQ): 1le
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:1-14)

40 50 60 70 80

PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARN

gi]323 GVLFNIQYVNYWFAP
10

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011
Total Scan time: 0.060 Total Display time: 0.060

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

# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/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>>>PAT 3 -82 - 80 aa
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491
sequences

opt EO
< 20 2 i=
22 0 one = represents 3 library sequences
24 0
26 0
28 5
30 9
32 14
34 23
36 52 ==============%*===
38 86 *
40 100 *
42 151 *
44 137 *
46 109 *
48 114 *
50 127 *==
52 131 *
54 91 *
56 48 *
58 47 *
60 44 *
62 38
64 49
66 22
68 28
70 16
72 10
74 9
76 5
78 6
80 7
82 3 :
84 1 3:*
86 2 2:*
88 1 2:* inset = represents 1 library sequences
90 2 1:*
92 0 1:* o*
94 0 1:* o*
96 1 1:-* o*
98 0 0: *



100 0 0: *
102 0 0: *
104 0 0: *
106 0 0: *
108 0 0: *
110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
118 0 0: *
>120 1 0:= *=

339008 residues in 1491 sequences

Statistics: Expectation_n fit: rho(In(x))= 3.35170.00332; mu= 16.4092 0.174

mean_var=41.463011.078, 0"s: 2 Z-trim: 3 B-trim: O in 0/44

Lambda= 0.199179

Kolmogorov-Smirnov statistic: 0.0432 (N=29) 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: 0.070

The best scores are:

gi]5059162|gb|AAD38942.1]|AF144060_1 alpha-amylase ( 496)
gi]51316532]|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=P ( 110)
gi]66840994|emb|CA164396.1] serine carboxypeptidas ( 260)
gi]|18615]emb|CAA26723.1] unnamed protein product [ ( 495)
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444)
gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glyc ( 495)
gi]219806590]dbj |BAH10150.1] tropomyosin [Neptunea ( 284)
gi1]22135348|gb|AAM93157.1] trypsin inhibitor [Arac ( 219)
gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440)
gi]208605344|emb]|CAR82265.1] D-type LMW glutenin s ( 359)
gi]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)
gi|897811|emb]|CAA24933.1] unnamed protein product ( 101)
gi]15886861|emb|CAC85911.1] arginine kinase [Plodi ( 355)
gi]170708]gb|AAA34274_.1] gamma-gliadin B precursor ( 291)
gi]|5712199]gb|AAD47382.1] glycinin [Arachis hypoga ( 530)
gi]199732457|gb|ACH91862.1] arachin Arah3 isoform ( 530)
gi]190684059|gb|ACE82290.1] peroxiredoxin [Triticu ( 218)
gi1]21314465]|gb|AAM46958_1]AF510854_1 allergen Arah ( 538)
gi1]1588669|prf||2209273A Zm13 ( 170)
gi|47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M ( 134)
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 ( 135)
gi]543794|sp|P35747 .1]|ALBU_HORSE RecName: Full=Ser ( 607)
gi]164415595|gb]ABY53034.1] Der p 2 allergen [Derm ( 145)
gi]99644635]|emb | CAK22338.1] Der p 2 allergen precu ( 146)
gi]44409474|gb|AAS47036.1] major cherry allergen P ( 160)
gi1]14423649|sp|Q9TZZ2.2]ALL2_EURMA RecName: Full=M ( 145)
gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprot ( 113)
gi]62484809]|emb|CA178902.1] putative gamma-gliadin ( 285)
gi]44409451|gb|AAS47035.1] major cherry allergen P ( 160)
gi]44409496|gb|AAS47037.1] major cherry allergen P ( 160)
gi 85701146 | sp|POCOY5.1|MTDH_CLAHE RecName: Full=P ( 267)
gi1]9929163|emb|CAC05258.1] Cup a 3 protein [Cupres ( 199)
gi]27462836|gb| AA015607.1|AF462190_1 glutathione S ( 219)
gi]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 ( 225)
gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 ( 225)
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 ( 225)
gi]38456228|gb|AAR21074.1] PR5 allergen Cup s 3.2 ( 225)
gi]9087177]sp|P81295.1|PRR3_JUNAS RecName: Full=Pa ( 225)
gi]223403273|gb]ACM89179.1] sarcoplasmic calcium-b ( 193)
gi|55859466|emb|CAI105848.1] mite allergen Der £ 2 ( 146)
gi]1063270]|dbj |BAA11251.1] gamma-gliadin precursor ( 279)
gi]14285595]|sp| 004004 .1|NLTP6_AMBAR RecName: Full= ( 118)
gi]139002766|dbj |BAF51970.1] thaumatin-like protei ( 225)
gi|170738|gb|AAA34289.1] gamma-gliadin [Triticum a ( 327)
gi|170736]|gb|AAA34288.1] gamma-gliadin [Triticum a ( 251)
gi]741844|prf]|2008179A major allergen Par j 1 ( 143)
gi1]269996495|gb|ACZ57582.1] Ole e 11.0101 allergen ( 364)
gi | 68270856 |gb|AAY88919.1] Ole e 11.0102 allergen ( 364)
91114423814 |sp|Q9M5X7 . 1[NLTP_MALDO RecName: Full=N ( 115)

opt bits
30.
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gi |50659859|gb|AAT80649.1] lipid transfer protein ( 115) 46 17.
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus ( 115) 46 17.
0i1]114841617|dbj |BAF32110.1] pollen allergen [Cryp ( 514) 51 20.
gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula] ( 159) 47 18.
gi]1321714]emb|CAA96546.1] major allergen Bet v 1 ( 160) 47 18.
gi]1321726|emb|CAA96544.1] major allergen Bet v 1 ( 160) 47 18.
gi]261407|gb]AAB24432.1] Aln g I [Alnus glutinosa] ( 160) 47 18.
gi]190684061|gb]ACE82291.1] profilin [Triticum aes ( 131) 46 18.
gi]14423860|sp|Q9M7NO. 1] PROF3_HEVBR RecName: Full= ( 131) 46 18.
gi]28881455]|emb|CAD46560.1] profilin [Malus x dome ( 131) 46 18.
gi]170743]gb|AAB02788.1] HMW glutenin subunit Ax2* ( 815) 52 20.
gi]21743]emb|CAA43331.1] high molecular weight glu ( 830) 52 20.
gi]204324083|gb]ACI101048.1] arginine kinase [Bomby ( 355) 49 19.
gi]224036293|pdb|3C3V]A Chain A, Crystal Structure ( 510) 50 19.
gi]1398916|dbj |BAAO7712.1] allergenic protein [Ory ( 157) 46 18.
gi]4138173]emb|CAA09884.1] allergen [Malassezia sy ( 162) 46 18.
gi]736319]emb|CAA27052.1] glutenin [Triticum aesti ( 838) 51 20.
gi]|289742475|gb|ADD19985.1] antigen 5 precursor [G ( 259) 47 18.
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp ( 514) 49 19.
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp ( 514) 49 19.
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp ( 514) 49 19.
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp ( 514) 49 19.
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp ( 514) 49 19.
gi]1171004|sp|P43212.1]PGLR2_CRYJA RecName: Full=P ( 514) 49 19.
gi]114841607|dbj |BAF32105.1] pollen allergen [Cryp ( 514) 49 19.
gi1]114841635|dbj |BAF32119.1] pollen allergen [Cryp ( 514) 49 19.
0i1]114841629]|dbj |BAF32116.1] pollen allergen [Cryp ( 514) 49 19.
gi]114841641|dbj |BAF32122.1] pollen allergen [Cryp ( 514) 49 19.
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp ( 514) 49 19.
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514) 49 19.

0i]114841671|dbj |BAF32137.1] pollen allergen [Cryp ( 514) 49 19.
gi]40807635]|gb|AAR92223.1] phytocystatin [Actinidi ( 116) 44 17.
gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes ( 284) 47 18.
gi 83715934 |dbj | BAE54432.1] tropomyosin [Ommastrep ( 284) 47 18.
gi]83715930|dbj | BAE54430.1] tropomyosin [Sepioteut ( 284) 47 18.
gi]83715928|dbj |BAES54429.1] tropomyosin [Sepia esc ( 284) 47 18.
gi]83715936|dbj |BAE54433.1] tropomyosin [Octopus v ( 284) 47 18.
gi|42559556|sp| 096764 .2| TPM_CHIKI RecName: Full=Tr ( 285) 47 18.
gi1]209484145|gb|ACI147547 .1] nonspecific lipid tran ( 119) 44 17.
gi1]258588247 | pdb ]| 3EHK]A Chain A, Crystal Structure ( 531) 49 19.

gi]113477]sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397) 48 19.
gi]|166443|gb|AAA32669.1] antigen E [Ambrosia artem ( 397) 48 19.
gi]23894244|emb|CAD23614.1] tri m 2 allergen [Arth ( 404) 48 19.
gi]170702]gb|AAA34272_.1] gamma gliadin precursor [ (
gi]47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P (
gi 1352237 |sp|P49278.1|ALL2_DERPT RecName: Full=Mi (
gi]208605346|emb | CAR82266.1] D-type LMW glutenin s ( 272) 46 18.
gi]1173071]sp|P42037.1]RLA2_ALTAL RecName: Full=60 (
gi]47606048|sp|Q9FY19.1]PGLR2_JUNAS RecName: Full= (
gi]9954251 | gb | AAGO8988.1|AF216519_1 tropomyosin [P ( 284) 46 18.
gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major po ( 15) 36 14.
gi]158121995|gb|ABW17159.1] Ara h 7 allergen precu ( 164) 44 17.

OFRANPWUOOONRPRPPRPOOBRMNNNNNNPOOOOOOOIAAOIAUIOO0OWRRPOWOODOOORMMDIMIMRL OO

>>gi]5059162]gh|AAD38942_1]|AF144060_1 alpha-amylase [Der (496 aa)

initn: 59 initl: 59 opt: 87 Z-score: 127.3 bits: 30.4 EQ: 0.041

le
le
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (21-54:178-210)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL ID1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
60 70 80

PAT LODRYPWLVAEVEGVVAG IAYAGPWKARNA

gi]505 iYééLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN
210 220 230 240 250 260

>>gi]51316532]sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho (110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 96.3 bits: 22.5 EQ: 2.2
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Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (16-75:4-64)

10 20 30 40 50
PAT____ PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQE WIDDL————ERLQDRY
gi]513 AFLLAATLTISSHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQ
10 20 30 40
60 70 80

PAT___ PWLVAEVEGVVAGIAYAGPWKARNA
gi|513 TWTV————NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYT
50 60 70 80 90 100

>>qi]66840994|emb|CA164396.1] serine carboxypeptidase Il (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 90.3 bits: 22.6 EQQ: 4.8
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (8-58:42-98)

10 20 30
PAT PERRPVEIRPATAADMA ————— AVCDIVNHY—IETST
gi]668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV
20 30 40 50 60 70
40 50 60 70 80

PAT____ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi | 668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM
80 90 100 110 120 130

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 42 initl: 42 opt: 63 Z-score: 90.1 bits: 23.5 EQQ: 4.9
Smith-Waterman score: 63; 30.2% identity (48.8% similar) in 43 aa overlap (37-79:113-154)

10 20 30 40 50 60
PAT___ EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVY
i |186 SYTNGPQEIY1QQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPQDRHOK 1 YNSREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNA

gi]186 IAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]125987805]sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 87.5 bits: 22.9 E(QQ: 6.8
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (8-58:228-284)

10 20 30
PAT PERRPVEIRPATAADMA ————— AVCDIVNHY—IETST
gi]125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV
200 210 220 230 240 250
40 50 60 70 80

PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi]125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM
260 270 280 290 300 310

>>gi]18635]emb]|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 41 initl: 41 opt: 61 Z-score: 87.0 bits: 22.9 EQ: 7.3
Smith-Waterman score: 61; 30.2% identity (48.8% similar) in 43 aa overlap (37-79:113-154)

10 20 30 40 50 60
PAT___ ENRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVY
gi|186 SYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR GQSSRPQDRHQK I YNFREGDL
100 110 130 140
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70 80
PAT AGIAYAGPWKARNA

gi|186 IAVPTGVAWIMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>g1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 86.7 bits: 22.1 EQ: 7.5
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (34-69:29-64)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE
gi]219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD
10 20 30 40 50

70 80
PAT GVVAGIAYAGPWKARNA

gi]219 RVNEéLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK
60 70 80 90 100 110

>>qi]22135348|gb|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 85.0 bits: 21.4 EQ: 9.4
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (30-79:21-62)

10 20 30 40 50 60
PAT___ PERRPVEIRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVA
gi|221 NYLHMLLALSVCFCFLVLGAééiéﬁé---QQﬁééNACéﬁééLNAQRPDNR|

10 20 30 40

70 80
PAT__ EVEGVVAGIAYAGPUKARNA
i 221 ESEG---—- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYF

50 60 70 80 90 100

>>q1]6015094|sp|P42040.2]ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 82.9 bits: 22.0 EQ: 12
Smith-Waterman score: 58; 27.7% identity (565.3% similar) in 47 aa overlap (32-77:262-307)

10 20 30 40 50 60

PAT____ ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi]601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT YEQLADQYKQLAAK
240 250 260 270 280 290

70 80

PAT____ VEGVVAGIAYA-GPWKARNA

gi|601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV
300 310 320 330 340 350

>>q1]208605344 |emb | CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 82.4 bits: 21.6 EQ): 13
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:79-98)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi]208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ
50 70 90
70 80

PAT___ GIAYAGPWKARNA

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQI IPQQPQQPFLLESQQPFPQQPQQPFPQ
110 120 130 140 150 160
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>>qi]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 82.2 bits: 20.4 EQ: 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (43-69:83-110)

20 30 40 50 60 70
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY

60 70 80 90 100 110

80
PAT AGPWKARNA
gi]144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]emb|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.2 bits: 19.6 EQ): 15
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (39-56:7-24)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi 897 EKLGQGQQPRQWLQPROGQOGYYPTSPOQSGQGQQL
10 20 30
70 80
PAT__ IAYAGPWKARNA

gi |897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
40 50 60 70 80 90

>>gi1]15886861]|emb|CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 80.9 bits: 21.3 EQ: 16
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (6-56:64-114)

10 20 30
PAT PERRPVE IRPATAADMAAVCD IVNHY IETSTVNER
i | 158 VFDALKNKKTSFGSTLLDS IQSGVENLHSGVG1YAPDAEAYVVFADLFDP I IEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT __ —TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA

gi]158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>gi|170708|gb|AAA34274.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.4 bits: 21.0 EQ: 17
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (19-57:6-44)

10 20 30 40 50 60
PAT___ PERRPVEIRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVA
gi|170 MKTLL ILT1LAMAIT IATANMQADPSGQVQWPQQQPFLOPHOPFSQQ
10 20 30 40
70 80

PAT EVEGVVAGIAYAGPWKARNA

gi|170 PQQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQ
50 60 70 80 90 100

>>gi]5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.4 bits: 21.8 EQ): 17
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (30-79:19-60)

10 20 30 40 50 60
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gi|571 MAKLLELSFCFCFLVLGASS I SFR-—--QQPEENACQFQRLNAQRPDNRI
10 20 30 40
70 80
PAT __ EVEGVVAGIAYAGPWKARNA
gi|571 ESEG---—- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYF
50 60 70 80 90 100

>>gi 199732457 gb|ACH91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.4 bits: 21.8 EQ: 17
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (30-79:19-60)

10 20 30 40 50 60
PAT___ PERRPVE IRPATAADHAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA
i 199 MAKLLELSFCFCFLVLGAés|sﬁé———QQﬁEéNACQFQéLNAQRPDNR|

10 20 30 40

70 80
PAT___ EVEGVVAGIAYAGPWKARNA
gi]199 ESEG---—- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYF

50 60 70 80 90 100

>>gi]190684059]|gb]ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 80.4 bits: 20.5 EQ: 17
Smith-Waterman score: 54; 17.9% identity (65.1% similar) in 78 aa overlap (56-74:39-115)

10 20 30
PAT PERRPVEIRPATAADMAAVCDIVNHYIETSTVNF
gi|190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAG I AYAGPWKARNA
gi|190 LGISCDDVQSHkéWTKbiéAYKPGSRVTYPIMADPDééAiKQLNMVDPDEKDGQGQLPSR
70 80 90 100 110 120

gi]190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG
130 140 150 160 170 180

>>gi1]21314465]|gb | AAM46958 .1 |AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.3 bits: 21.8 EQ): 17
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (30-79:19-60)

10 20 30 40 50 60
PAT___ PERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA
gi|213 MGKLLALSVCFCFLVLGAééiéﬁé———QQ#ééNACé#ééLNAQRPDNR|
10 20 30 40
70 80
PAT___ EVEGVVAGIAYAGPWKARNA
gi]213 ESEG---—- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYF
50 60 70 80 90 100
>>gi | 1588669 | prf] |2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 78.5 bits: 19.8 EQ): 21
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (40-74:109-143)

10 20 30 40 50 60
PAT____ PATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI
gi]158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL
80 90 100 110 120 130

70 80
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PAT __ AYAGPWKARNA
gi | 158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>gi]47605808]sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.4 EQ: 22
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (23-63:25-65)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAG IAYAGPWKARNA
gi|476 KIéibQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>gi]3941386]gb]AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.4 EQ: 22
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (11-32:3-24)

10 20 30 40 50 60
PAT___ PERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVA
gi 394 VAAVAADQVDVKDCANHE 1 KKVMVPGCKGSEPCY I HRGTAFQLEAVFDANQN
10 20 30 40 50
70 80

PAT EVEGVVAGIAYAGPWKARNA
gi ]394 SNAAKIEIKATIDGVE IDVPG IDNNLCHFMKCPLVKGQEYD IKYTWNVPR IAPKSENVVV
60 70 80 90 100 110

>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.1 bits: 21.6 EQ: 23
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (10-32:326-348)

10 20 30
PAT PERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
i 543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKE I CKHYKDAKDVFLGTFLY
300 310 320 330 340 350
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNA

gi1]543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>gi]164415595]gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 51 Z-score: 77.8 bits: 19.5 EQ): 23
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (11-80:13-88)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCDIVNHY IETSTVN--FRTEP----- QTPQEWIDDLERL
gi]164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLEADFEAN
10 20 30 40 50 60
60 70 80

PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNA
i |164 QNRKTAKI-EIKAS IDGLEVDVPG IDPNACHYMKCPLVKGQQYD IKYTWNVPK I APKSEN
70 80 90 100 110

>>gi]99644635]emb|CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 77.8 bits: 19.5 EQ): 24
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Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (11-32:14-35)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPW
gi]996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNA
gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]44409474|gb|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 51 Z-score: 77.3 bits: 19.5 EQ: 25
Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (2-60:97-154)

10 20 30
PAT PERRPVEIRPATAADMAAVCDIVNHYIETST
gi]444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNA

gi 444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN
130 140 150 160

>>gi]14423649]|sp|Q9TZZ2_2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.3 bits: 19.2 EQ): 29
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (11-32:13-34)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi]144 MYKILCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAGIAYAGPWKARNA
gi|144 QNSNAAKIEIKATIDGVE IDVPG IDNNLCHFMKCPLVKGQEYD IKYTWNVPR I APKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.0 bits: 18.8 EQ): 30
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (48-76:32-61)

20 30 40 50 60 70
PAT AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK
gi]185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL ISELEGKDINEL IASGPEK
10 20 30 40 50 60

80
PAT ARNA
gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 75.8 bits: 20.1 EQ: 30
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (38-57:113-130)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi |624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP--EQPQQPFPWQQPTIQLYLQ
90 100 110 120 130 140
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70 80
PAT___ GIAYAGPWKARNA
gii | 624 QQLNPCKEFLLQQCRPVSLLSYLWSK 1VQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>0qi]44409451|gb|AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 75.7 bits: 19.2 EQ): 30
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (2-55:97-151)

10 20 30
PAT PERRPVE I RPATAADMAAVCD IVNHY IETST
i |444 YVKHRIDGLDKDNFVYNYTLVEGDALSDK IEKITYE IKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT___ VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA
gi |444 VEIKEEDVKAGKEKATGLFKL IENYLAANPDACN
130 140 150 160

>>qi]44409496 | gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 75.7 bits: 19.2 EQ: 30
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (2-60:97-154)

10 20 30
PAT PERRPVE I RPATAADMAAVCD IVNHY IETST
gi |444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYE IKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNA

gi|444 VEIKEEDVRAGKEKATGLFKLIENY--LVANPDAYN
130 140 150 160

>>qi1 85701146 sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 74.6 bits: 19.8 EQ): 35
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (15-44:195-223)

10 20 30 40
PAT PERRPVE IRPATAADMAAVCD IVNHY I ETSTVNERTEPQTPQEW
gi 857 1ANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS I SPGY 1DTGLSDF-VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA

g1 ]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>0g1]9929163]emb | CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.6 bits: 19.3 EQ): 35
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:116-126)

10 20 30
PAT PERRPVE I RPATAADMAAVCD IVNHY IETSTVNFRTEPQ
i ]992 QSDQDYYDVSLVDGENIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190
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>>qi]27462836| gb | AA0O15607 .1|AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.1 bits: 19.4 EQ: 38
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (43-66:47-70)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYA
gi|274 QSIRILLTYAGVDFVDKRYK IGSAPDFDRGEWLNDKFNLGLDFPNLPYY IEGDVKLTQSI
20 30 40 50 60 70

80
PAT GPWKARNA
gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>0g1]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ): 38
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (16-75:11-71)

10 20 30 40 50
PAT___ PERRPVEIRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQE-WIDDL----ERLQDRY
gi|384 MARVSELALLLVATSA I SLHMQEAGAVKFD I KNQCRY TVWAAGLPGGGKRLDQGQ
10 20 30 40 50
60 70 80

PAT PWLVAEVEGVVAGIAYAGPWKARNA

60 70 80 90 100 110

>>0gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ: 38
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:142-152)

10 20 30
PAT PERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi ]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVEQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ: 38
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:142-152)

10 20 30
PAT PERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>0g1 138456228 gb|AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ): 38
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (16-75:11-71)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRY
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gi|384 MARVSELALLLVATLAISLHMQEAGAVKFD IKNQCGYTVWAAGLPGGGKRLDQGQ
10 20 30 40 50
60 70 80

PAT PWLVAEVEGVVAG IAYAGPWKARNA

60 70 80 90 100 110

>>gi]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.0 bits: 19.4 EQ): 38
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (16-75:11-71)

10 20 30 40 50
PAT___ PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL -~-~ERLQDRY
gi 908 MARVSELAFLLAATLAISLHMQEAGVVKFD I KNOCGYTVWAAGLPGGGKRLDQGQ
10 20 30 40 50
60 70 80

PAT PWLVAEVEGVVAGIAYAGPWKARNA

60 70 80 90 100 110
>>gi]223403273|gh]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.2 bits: 19.0 EQ: 42
Smith-Waterman score: 49; 31.0% identity (565.2% similar) in 29 aa overlap (48-76:162-190)

20 30 40 50 60 70
PAT AVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

gi]223 TRSAFAEVKE IDDAYNKLTTEDDRKAGGLTLERYQDLYAQF I SNPDESCSACYLFGPLKV

140 150 160 170 180 190
80

PAT___ RNA

gi]223 VQ

>>gi 55859466 emb|CA105848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 73.1 bits: 18.6 EQ: 43
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (11-33:14-36)

10 20 30 40 50
PAT PERRPVE IRPATAADMAAVCDIVNHY I ETSTVNFRTEPQTPQEWI DDLERLQDRYPW
gi 558 MISKILCLSLLVAAVVADQVDVKDCANHE IKKVMVDGCHGSDPC I IHRGKPENLEATFDA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARNA

gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]1063270|dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.9 bits: 19.5 EQ: 44
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (35-56:71-92)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

i ]106 PHQPQQOFSQPQQPQQOF 1QPQQPFPQQPQOTYPQRPQQPFPQTQOPQQPFPQSQQPQQP
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARNA

gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSL 1QQSLQQQLNPCKNFLLQQCKPVSLYSSLWSMILP
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110 120 130 140 150 160

>>gi]14285595]sp] 004004 .1|NLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 72.7 bits: 18.2 EQ): 45
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (12-38:66-92)

10 20 30 40
PAT PERRPVE IRPATAADMAAVCD IVNHY I ETSTVNERTEPQTP
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRQAQ&NCIKELTKSIAYDPKRMPLLS
40 50 60 70 80 90
50 60 70 80

PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNA

gi]142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>gi]139002766]dbj | BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 72.4 bits: 19.1 EQ: 46
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:142-152)

10 20 30
PAT PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi]139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNA

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi|170738]ghb]AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.0 bits: 19.6 EQ): 49
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (38-58:121-141)

10 20 30 40 50 60
PAT____ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ
100 110 140 150
70 80

PAT GIAYAGPWKARNA

gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD
170 180 190 200 210

>>gi]|170736]gb]AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 71.9 bits: 19.2 EQ): 50
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (19-57:6-44)

10 20 30 40 50 60
PAT___ PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA
gi|170 MKTLLlLT|LAMAlT|éfANMé@éﬁééQVQWPQQQPVPQPHQPFSQQ
10 20
70 80

PAT EVEGVVAGIAYAGPWKARNA

gi|170 PQQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQ
70 80 100

>>gi|741844]prf]]2008179A major allergen Par j 1 (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 71.7 bits: 18.3 EQ): 51
Smith-Waterman score: 47; 40.9% identity (569.1% similar) in 22 aa overlap (35-56:111-130)

10 20 30 40 50 60
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PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEG
gi | 741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP-~RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT___ VVAGIAYAGPWKARNA
gi | 741 FSTLG
140

>>0g1]269996495|gb|ACZ57582.1] Ole e 11.0101 allergen pre (364 aa)
initn: 39 initl: 39 opt: 50 Z-score: 71.5 bits: 19.6 EQ): 52
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (1-42:124-167)

10 20
PAT PERRPVE IRPATAADMAAVCD IVNHY IET -
gi 269 RVILSLAPGNYSEKVK IGMYKHY I TFYGEDPNNMP I LVFGGTAAEYGTV-DSATLIVESN
100 110 120 130 140 150
30 40 50 60 70 80
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA

gi]269 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD
160 170 180 190 200 210

>>qi1]68270856 | gb|AAY88919.1] Ole e 11.0102 allergen prec (364 aa)
initn: 39 initl: 39 opt: 50 Z-score: 71.5 bits: 19.6 EQ: 52
Smith-Waterman score: 50; 26.7% identity (66.7% similar) in 45 aa overlap (1-42:124-167)

10 20
PAT PERRPVE IRPATAADMAAVCD IVNHY IET -
gi 682 RVILSFSPGNYSEKVK IGMYKHY I TFYGEDPNNMP I LVFGGTAAEYGTV-DSATLIVESN
100 110 120 130 140 150
30 40 50 60 70 80
PAT___ --STVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA

gi]682 YFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASFYNVKIYGFQDTLCDDKGKHFYKD
160 170 180 190 200 210

>>qi1]14423814|sp|QIM5X7 .1 INLTP_MALDO RecName: Full=Non-s (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.3 bits: 17.9 EQ: 54
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:85-109)

10 20 30
PAT PERRPVE I RPATAADMAAVCD I ~VNHY IETSTVNFRT
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK ISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA
gi]l44 K
>>gi]50659859|gb|AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.3 bits: 17.9 EQ: 54
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:85-109)

10 20 30
PAT PERRPVE I RPATAADMAAVCD I ~VNHY IETSTVNFRT
gi 506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK ISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA
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gi|506 K

>>0gi1]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.3 bits: 17.9 EQ: 54
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:85-109)

10 20 30
PAT PERRPVE IRPATAADMAAVCD I -VNHY IETSTVNFRT
gi|384 IRTINGLARTTADRQTACNCLKNLAGS I SGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi|384 K

>>gi1]114841617|dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 51 Z-score: 71.2 bits: 20.1 EQ: 54
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGREICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200
>>gi]534900]emb]CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)

initn: 44 initl: 44 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (42-68:68-92)

20 30 40 50 60 70
PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi|534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV-— IEGGAVGDTL
40 50 60 70 80 90

80
PAT AGPWKARNA
gi]534 EKICNEIKIVPAPGGGS ILKISNKYHTKGNHEMKAEQ IKASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>gi]1321714]emb] CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (42-70:69-95)

20 30 40 50 60 70
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi]132 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--1EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARNA
gi]132 EKVCNEIKIVAAPDGGS I LKISNKFHTKGDHE INAEQ I K IEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>gi]1321726]emb] CAA96544.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.1 bits: 18.4 EQ: 55
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (42-70:69-95)

20 30 40 50 60 70
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
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gi]132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV——IEGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARNA

gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]261407|gb]AAB24432.1] Aln g 1 [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.1 bits: 18.4 EQ): 55
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (42-70:69-95)

20 30 40 50 60 70
PAT___ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi]261 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV——IEGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARNA

gi]261 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]190684061|gb]ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.6 bits: 18.0 EQ): 59
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (37-56:108-126)

10 20 30 40 50 60
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi]190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD YPVEQGF
80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNA

>>q1]14423860]sp|Q9M7NO.1]PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.6 bits: 18.0 EQ: 59
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (12-32:5-25)

10 20 30 40 50 60
PAT___ PERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVA
gi|144 MSWQTYVDEHLMébiDéHHLTAAAi|GHDGSVWAQSSSFPQFKPEEVAAlMKD
10 20 30 40 50
70 80

PAT EVEGVVAG IAYAGPWKARNA

gi|144 FDEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPG
60 70 80 90 100 110

>>q1]28881455]emb | CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.6 bits: 18.0 EQ): 59
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (30-53:101-124)

10 20 30 40 50
PAT PERRPVE I RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLY
gi|288 KYMVlQGEPGVVlRGKKGPGGVTVKKSTMASLiéiYDéﬁM%ﬁGQCNMVQEéLGDYLlEQG
80 90 100 110 120 130

60 70 80

PAT AEVEGVVAGIAYAGPWKARNA

gi]28s L
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>>gi|170743|gb|AABO2788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.4 bits: 20.6 EQ: 60
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (39-56:721-738)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQ#ééWLéPRQGQQGYYPTSPQQSGQGQQL
700 710 720 730 740 750

70 80
PAT IAYAGPWKARNA

gi | 170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>gi]21743|emb|CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.3 bits: 20.6 EQ): 61
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (39-56:736-753)

10 20 30 40 50 60

PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQ&ééWLéPRQGQQGYYPTSPQQSGQGQQL
710 720 730 740 750

70 80
PAT IAYAGPWKARNA

gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>gi1]204324083|gb]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.0 bits: 19.3 EQ: 63
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (6-56:64-114)

10 20 30
PAT PERRPVE IRPATAADMAAVCD IVNHY IETSTVNER
gi|204 VFDSLKNKKTSFGSTLLDC1QSGVENLDSGVG1YAPDAESYSVFAELFDP I IEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT __ —TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA

gi]204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi]224036293|pdb]3C3V]A Chain A, Crystal Structure OF (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 69.7 bits: 19.8 EQ: 65
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (32-79:1-40)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAE
gi|224 |SFR———QQPEENACéﬁééLNAQRPDNR|E

10 20

70 80
PAT___ VEGVVAGIAYAGPWKARNA
gi|224 SEG-—--- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFG

30 40 50 60 70 80

>>gi1]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.6 bits: 18.1 EQ): 66
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (20-74:91-153)

10 20 30 40
PAT PERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT EPQTPQEWI———



Dow AgroSciences LLC
Study ID: 110330
Page 80

gi]139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLR I 1YREERAADAGHPMAEVFRG

70 80 90 100 110 120
50 60 70 80
PAT —---DDLERLQDRYPWLV-AEVEGVVAGIAYAGPWKARNA

gi 139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150
>>gi]4138173]emb]CAA09884.1] allergen [Malassezia sympod (162 aa)

initn: 46 initl: 46 opt: 46 Z-score: 69.5 bits: 18.1 EQ: 67
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (7-20:25-38)

10 20 30 40
PAT PERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQ
i |413 MSNVFFDITKNGAPLGT IKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRV IPDFML
10 20 30 40 50 60
50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNA

gi]413 QGGDFTAGNGTGGKS1YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>gi]736319]emb]CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 68.7 bits: 20.3 EQ): 74
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (34-56:153-175)

10 20 30 40 50 60
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi 736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPOQPGOWQQPEQGQPGYYPTSPQQPG
130 140 150 160 170 180

70 80
PAT GVVAGIAYAGPWKARNA

gi]736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>gi]289742475]gb]ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.6 bits: 18.6 EQ): 75
Smith-Waterman score: 47; 25.5% identity (565.3% similar) in 47 aa overlap (6-52:12-55)

10 20 30 40 50
PAT PERRPVE IRPATAADMAAVCD 1VNHY I ETSTVNFRTEPQTPQEW I DDLERLQDR
gi 289 MNFVLATLSLLILLSAAVSADYCGLCD--NHVACVMQNVFQSGCPSGAKMID-LNKYQST
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARNA

gi1]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>gi]24898906]dbj|BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841653]dbj |BAF32128.1] pollen allergen [Cryptome (514 aa)
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initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi]114841657|dbj |BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I IQGLRL
150 160 170 180 190 200

>>gi]114841663]dbj|BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]1171004]|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi1]114841607 |dbj |BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (566-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA
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gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGI IA--AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841635]dbj |BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi1]114841641|dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841665]dbj|BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]24898908]dbj | BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNA

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200
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>>gi]114841671|dbj |BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (56-76:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNA

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]|40807635]gbh]AAR92223.1] phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.1 bits: 17.4 EQ: 80
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (9-75:33-104)

10 20 30
PAT PERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEP
i 408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRP I ESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60
40 50 60 70 80

PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG-—-— I AYAGPWKARNA
i ]408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV
70 80 90 100 110

>>gi]83715932|dbj | BAE54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 18.7 EQ: 80
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNA

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi|83715934|dbj | BAE54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 18.7 EQ: 80
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
i 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER I DLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNA

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi|83715930|dbj | BAE54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 18.7 EQ: 80
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
i 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER I DLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160
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70 80
PAT IAYAGPWKARNA

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715928]dbj | BAE54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 18.7 EQ: 80
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi1]837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNA

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715936|dbj |BAES54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.1 bits: 18.7 EQ): 80
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (39-63:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi1]837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT 1AYAGPWKARNA

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]42559556]|sp|096764.2] TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.1 bits: 18.7 EQ: 80
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (6-64:11-73)

10 20 30 40 50
PAT PERRPVEIRPATAADMAAVCD I ----VNHY IETSTVNFRTEPQTPQEWIDDLERL
gi]425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT
10 20 30 40 50 60
60 70 80

PAT QDRYPWLVAEVEGVVAG IAYAGPWKARNA

70 80 90 100 110 120

>>gi1]209484145]gb|AC147547.1] nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.0 bits: 17.4 EQ): 81
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (8-31:89-113)

10 20 30
PAT PERRPVEIRPATAADMAAVCD I -VNHY IETSTVNFRT
gi]209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA

gi 209 K

>>qi]258588247 | pdb] 3EHK]A Chain A, Crystal Structure Of (531 aa)
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initn: 44 initl: 44 opt: 49 Z-score: 68.0 bits: 19.5 EQ: 81
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (38-71:158-190)

10 20 30 40 50 60
PAT IRPATAADMAAVCD I VNHY | ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVA
gi 258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQOQQQF-RQLDRHQKTRR IREGDVVAIPA
130 140 150 160 170 180
70 80

PAT GIAYAGPWKARNA
gi]258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>qi]113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 67.9 bits: 19.1 EQ: 82
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (27-66:87-126)

10 20 30 40 50
PAT PERRPVE I RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi 113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNA
gi]113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi1]166443|gb|AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 67.9 bits: 19.1 EQ: 82
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (27-66:87-126)

10 20 30 40 50
PAT PERRPVE I RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi | 166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNA
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi]23894244|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 67.8 bits: 19.1 EQ: 83
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (15-68:94-145)

10 20 30 40

PAT PERRPVE I RPATAADMAAVCD IVNH-—-—Y IETSTVNFRTEPQT

i |238 MRRSGSSKAMAGMQNKYSLGG I FRAYSGEFDDAMIKDISNHDDVDY 1 EPDFV-VRTSTNG

70 80 90 100 110 120

50 60 70 80

PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNA

gi]238 T-———- NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGI1DIEHEDFGG

130 140 150 160 170

>>qi]170702]gb|AAA34272_.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 67.8 bits: 18.7 EQ: 83
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (35-56:72-93)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi | 170 QPFCQQPQRTIPQPHQTFHHOPQQTFPQPQQTYPHQPQOQFPQTQOPQOPFPOPQQTFPQ



Dow AgroSciences LLC
Study ID: 110330
Page 86

50 60 70 80 90 100

70 80
PAT___ VVAGIAYAGPWKARNA
gi]170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 150 160

>>gi]47606039|sp|Q8HEL7 .1 PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.0 bits: 17.5 EQ): 91
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (39-74:79-115)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA-

50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNA

gi]476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140

>>gi]1352237|sp|P49278.1]ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 66.9 bits: 17.5 EQ: 93
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (11-32:14-35)

10 20 30 40 50
PAT PERRPVE IRPATAADMAAVCD I VNHY I ETSTVNFRTEPQTPQEWI DDLERLQDRYPW
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNA
gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>g1]208605346 | emb | CAR82266.1| D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.8 bits: 18.3 EQ): 94
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (38-56:135-153)

10 20 30 40 50 60

PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi 208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP
110 120 130 140 150 160

70 80
PAT___ GIAYAGPWKARNA
gi]208 QQQQIPQQQQIPQQPQQIPQRQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ
170 180 190 200 210 220

>>gi 1173071 sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.7 bits: 17.1 EQ: 95
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (48-64:32-48)

20 30 40 50 60 70
PAT AVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

10 20 30 40 50 60

80
PAT RNA
gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110
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>>gi|47606048]sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=Poly (507 aa)
initn: 42 initl: 42 opt: 48 Z-score: 66.6 bits: 19.2 EQ: 96
Smith-Waterman score: 48; 25.6% identity (563.5% similar) in 43 aa overlap (38-80:97-137)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA
70 80 90 100 110 120
70 80

PAT___ GIAYAGPWKARNA
i |476 —-AYPDPAKWKNSK IWMHFARLTDFNLMGTGV 1 DGQGNRWWSDQCKT INGRTVCNDKGRP
130 140 150 160 170 180

>>gi]9954251|gb| AAG08988.1]|AF216519 1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.6 bits: 18.4 EQ: 97
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (43-63:139-159)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYA
gi 995 ASGKLEEASKAADESERNRKVLENLNSGNDER IDQLEKQLTEAKWIAEEADKKYEEAARK
110 120 130 140 150 160

80
PAT GPWKARNA
gi]995 LAITEVDLERAEARLEAAEAKV IDLEEQLTVVGANIKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>gi]32363467]|sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.3 bits: 14.1 EQ: 1le
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:1-14)

40 50 60 70 80
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNA
gi|323 GVLFNIQYVNYWFAP
10

>>qi1]158121995|gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.3 bits: 17.5 EQ): 1le
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (33-58:52-78)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRT-EPQTPQEW I DDLERLQDRYPWLVAE
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH IRQRVEKEQEQEQDEYPY IQRG
30 40 50 60 70 80

70 80

PAT___ VEGVVAGIAYAGPWKARNA

gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ I LQNQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011
Total Scan time: 0.070 Total Display time: 0.020

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

# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1

FASTA searches a protein or DNA sequence data bank
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version 35.04 Feb. 20, 2010
Please cite:
W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Query: fasta_input.txt

1>>>PAT__ - 4 - 83 - 80 aa
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11._fasta 339008 residues in
sequences

opt EQ
< 20 2 0:=
22 0 0: one = represents 3 library sequences
24 0 0:
26 0 0:
28 3 0:=
30 9 2:%==
32 17 8:
34 22
36 49
38 78 *=
40 113 *
42 152 *
44 131 *
46 127 *
48 110 *
50 123 *
52 128 *
54 96 *=
56 47 *
58 45 *
60 39
62 38
64 49
66 22
68 29
70 11
72 13
74 9
76 4 :
78 7 6:
80 5 5:=*
82 5 3:*=
84 1 3:*
86 1 2:*
88 2 2:* inset = represents 1 library sequences
90 2 1:*
92 0 1:-* o*
94 0 1:* o*
96 1 1:-* o*
98 0 0: *
100 0 0: *
102 0 0: *
104 0 0: *
106 0 0: *
108 0 0: *
110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
118 0 0: *
>120 1 0:= *=

339008 residues in 1491 sequences
Statistics: Expectation_n fit: rho(In(x))= 3.29980.00327; mu= 16.7340 0.172
mean_var=40.144910.605, 0"s: 2 Z-trim: 3 B-trim: O in 0/44
Lambda= 0.202423
Kolmogorov-Smirnov statistic: 0.0452 (N=29) 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: 0.070

Study ID: 110330
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1491



The best scores are:
gi]|5059162|gb|AAD38942.1]|AF144060_1 alpha-amylase
gi1]51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P
gi]66840994|emb]CA164396.1] serine carboxypeptidas
gi]18615]emb|CAA26723.1] unnamed protein product [
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=
gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glyc
gi]219806590]|dbj | BAH10150.1] tropomyosin [Neptunea
gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arac
gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno
gi]208605344 |emb | CAR82265.1] D-type LMW glutenin s
gi]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=
gi]897811]emb|CAA24933.1] unnamed protein product
gi 15886861 |emb|CAC85911.1] arginine kinase [Plodi
gi|5712199|gb|AAD47382.1] glycinin [Arachis hypoga
gi]199732457|gb]ACH91862.1] arachin Arah3 isoform
gi]170708]gb|AAA34274_.1] gamma-gliadin B precursor
gi]21314465]|gb | AAM46958.1|AF510854_1 allergen Arah
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu
gi]11588669|prf||2209273A Zm13

gi 543794 |sp|P35747.1]ALBU_HORSE RecName: Full=Ser
gi |47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb]ABY53034.1] Der p 2 allergen [Derm
gi]99644635|emb | CAK22338.1] Der p 2 allergen precu
gi]44409474|gb|AAS47036.1] major cherry allergen P
g1 ]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprot
gi]62484809|emb|CA178902.1] putative gamma-gliadin
gi]44409451|gb|AAS47035.1] major cherry allergen P
gi]44409496|gb|AAS47037.1] major cherry allergen P
gi]85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P
gi]9929163]emb|CAC05258.1] Cup a 3 protein [Cupres
gi|27462836|gb| AA015607.1|AF462190_1 glutathione S
gi]38456230|gb]AAR21075.1] PR5 allergen Cup s 3.3
gi 138456224 gb|AAR21072.1] PR5 allergen Jun r 3.2
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1
gi 38456228 |gb|AAR21074.1] PR5 allergen Cup s 3.2
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa
gi]223403273|gb]ACM89179.1] sarcoplasmic calcium-b
gi 155859466 emb|CA105848.1] mite allergen Der f 2
gi|1063270]|dbj |BAA11251.1] gamma-gliadin precursor
gi]14285595|sp| 004004 .1 |NLTP6_AMBAR RecName: Full=
gi]139002766|dbj |BAF51970.1] thaumatin-like protei
gi]170738]gb|AAA34289.1] gamma-gliadin [Triticum a
gi|170736|gb|AAA34288.1] gamma-gliadin [Triticum a
gi]741844|prf] |2008179A major allergen Par j |
gi]114841617|dbj|BAF32110.1] pollen allergen [Cryp
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus
g1 14423814 |sp| QOM5X7 . 1L INLTP_MALDO RecName: Full=N
gi]50659859|gb|AAT80649.1] lipid transfer protein
gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula]
gi]261407]|gb|AAB24432.1] Aln g | [Alnus glutinosa]
gi|1321726|emb|CAA96544.1] major allergen Bet v 1
gi]1321714|emb]|CAA96546.1] major allergen Bet v 1
gi]190684061|gbJACE82291.1] profilin [Triticum aes
gi]28881455]|emb | CAD46560.1] profilin [Malus x dome
gi1]14423860|sp| Q9M7NO.1|PROF3_HEVBR RecName: Full=
gi|170743|gb|AABO2788.1] HMW glutenin subunit Ax2*
gi]21743]emb|CAA43331.1] high molecular weight glu
gi]204324083|gb]JACI01048.1] arginine kinase [Bomby
gi]224036293|pdb|3C3V]A Chain A, Crystal Structure
gi]1398916|dbj |BAAO7712.1] allergenic protein [Ory
gi]4138173]emb|CAA09884.1] allergen [Malassezia sy
gi]736319]emb|CAA27052.1] glutenin [Triticum aesti
gi]|289742475|gb|ADD19985.1] antigen 5 precursor [G
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp
gi]114841657|dbj|BAF32130.1] pollen allergen [Cryp

( 496)
( 110)
( 260)
( 495)
( 444)
495)
284)
219)
440)
359)
152)
101)
355)
530)
530)
291)
538)
218)
170)
607)
134)
135)
145)
146)
160)
145)
113)
285)
160)
160)
267)
199)
219)
225)
225)
225)
225)
225)
193)
146)
279)
118)
225)
327)
251)
143)
514)
115)
115)
115)
159)
160)
160)
160)
131)
131)
131)
815)
( 830)
( 355)
( 510)
( 157)
( 162)
( 838)
( 259)
( 514)
( 514)
( 514)
( 514)
( 514)

AN

opt bits
30.
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gi]114841641|dbj|BAF32122.1] pollen allergen [Cryp
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp
gi]1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P
gi]114841671|dbj |BAF32137.1] pollen allergen [Cryp
gi]114841635|dbj |BAF32119.1] pollen allergen [Cryp
gi1]114841607|dbj |BAF32105.1] pollen allergen [Cryp
gi]114841665|dbj|BAF32134.1] pollen allergen [Cryp
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp
gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes
gi]|83715928|dbj | BAE54429.1| tropomyosin [Sepia esc
gi 83715930 dbj | BAE54430.1] tropomyosin [Sepioteut
gi]83715934|dbj |BAES54432.1] tropomyosin [Ommastrep
gi]83715936|dbj |BAE54433.1] tropomyosin [Octopus v
gi |42559556|sp| 096764 .2 | TPM_CHIKI RecName: Full=Tr
gi]40807635]|gb|AAR92223.1| phytocystatin [Actinidi
gi]258588247 | pdb]3EHK]A Chain A, Crystal Structure
gi]166443|gb|AAA32669.1] antigen E [Ambrosia artem
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po
gi1]209484145|gb|ACI147547.1] nonspecific lipid tran
gi]23894244|emb]|CAD23614.1] tri m 2 allergen [Arth
gi]170702]gb|AAA34272_.1] gamma gliadin precursor [
gi |47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P
g1 1352237 |sp|P49278.1|ALL2_DERPT RecName: Full=Mi
gi]208605346 | emb]CAR82266.1] D-type LMW glutenin s
gi 47606048 |sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=
gi 1173071 |sp|P42037.1|RLA2_ALTAL RecName: Full=60
gi]9954251 | gb | AAGO8988.1]|AF216519_1 tropomyosin [P
gi]158121995|gbJABW17159.1] Ara h 7 allergen precu
gi 83754241 pdb]2B5S|B Chain B, Crystal Structure

gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major po

>>gi1]5059162]gb | AAD38942 1] AF144060_1 alpha-amylase

~
w
©
~
o/

( 119)
( 404)
( 302)
( 143)
( 146)
( 272)
( 507)
( 113)
( 284)
( 164)
¢ 92)
C 15
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initn: 59 initl: 59 opt: 87 Z-score: 128.6 bits: 30.6 E(QQ: 0.035
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (20-53:178-210)

10 20 30 40
PAT ERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWI DDLER
i |505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL 1D 1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
50 60 70 80

PAT LQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

gi|505 IYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN

210 220 230 240 250

>>gi]51316532|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho

260

(110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 97.0 bits: 22.6 EQ:

Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (15-74:4-64)

10 20 30 40 50
PAT _ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL---~ERLQDRYP
gi|513 AFLLAATLT I SSHMQEAGAVKFED I KNOCGYTVWAAGL PGGGKRLDQGQT
10 20 30 40
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAY

60 70 80 90

>>qi1]66840994|emb|CA164396.1] serine carboxypeptidase 11

100

(260 aa)

initn: 49 initl: 49 opt: 61 Z-score: 90.9 bits: 22.7 EQ: 4.4

Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (7-57:42-98)

10
PAT ERRPVEIRPATAADMA----

20

30

AVCDIVNHY-1ETST

i 668 VGTFEFWWNHGLVSDDTYQRLREACLHDSF IHPSPACDAATDVATAEQGN IDMYSLYTPV
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20 30 40 50 60 70

40 50 60 70 80

80 90 100 110 120 130

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 42 initl: 42 opt: 63 Z-score: 90.7 bits: 23.6 EQQ: 4.5
Smith-Waterman score: 63; 30.2% identity (48.8% similar) in 43 aa overlap (36-78:113-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCSSTFEEPQQPQQR-GQSSRPODRHOK I'YNSREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAY

gi |186 IAVPTGVAWWMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 88.1 bits: 23.0 EQQ: 6.3
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (7-57:228-284)

10 20 30
PAT ERRPVE I RPATAADMA -~~~ AVCDIVNHY-IETST
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSF IHPSPACDAATDVATAEQGN IDMYSLYTPV
200 210 220 230 240 250
40 50 60 70 80

260 270 280 290 300 310

>>gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 41 initl: 41 opt: 61 Z-score: 87.6 bits: 23.1 E(QQ: 6.8
Smith-Waterman score: 61; 30.2% identity (48.8% similar) in 43 aa overlap (36-78:113-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIYI1QQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHOK I'YNFREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAY

gi|186 IAVPTGVAWWMYNNEDTPVVAVS I IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]219806590]dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 87.3 bits: 22.2 EQ): 7
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (33-68:29-64)

10 20 30 40 50 60
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]219 MDL IKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD
10 20 30 40 50

70 80
PAT GVVAGIAYAGPWKARNAY

gi]219 RVNEGLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK
60 70 80 90 100 110
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>>gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 85.5 bits: 21.5 E(Q: 8.8
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (29-78:21-62)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADNMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPULVAE
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNRIE

10 20 30 40

70 80
PAT__ VEGVVAGIAYAGPWKARNAY
gi]221 SEG----- GY I ETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGYFG

50 60 70 80 90 100

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 83.4 bits: 22.1 EQ): 12
Smith-Waterman score: 58; 27.7% identity (65.3% similar) in 47 aa overlap (31-76:262-307)

10 20 30 40 50 60

PAT___ ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPULVAE
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLD#KNPDSDKSKWiT YéQLAbQ?KQLAAK
240 250 260 270 280 290

70 80

PAT___ VEGVVAGIAYA-GPWKARNAY
gi]601 YPIVSIEDPFAEDDWéAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV
300 310 320 330 340 350

>>gi]208605344]|emb]|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 82.9 bits: 21.7 EQ: 12
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:79-98)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi]208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ
50 90

70 80
PAT GIAYAGPWKARNAY

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ
110 120 140 150 160

>>gi 14423730 sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 82.7 bits: 20.4 EQ: 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (42-68:83-110)

20 30 40 50 60 70
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER LQDRYPWLVAEVEGVVAGIAY
gi|l1l44 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM

60 70 80 90 100 110

80
PAT AGPWKARNAY

gi]144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]|emb]|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.6 bits: 19.7 EQ: 14
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (38-55:7-24)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG



gi |897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL
10 20 30

70 80
PAT IAYAGPWKARNAY

gi 897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
40 50 60 70 80 90

>>gi]15886861]emb]CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 81.4 bits: 21.4 EQ): 15

Dow AgroSciences LLC
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Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (56-55:64-114)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFR
gi]158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT____ —TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY

gi]158 KTDKHPPKNW GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>gi]5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.9 bits: 21.9 EQ): 16

Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:19-60)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi|571 MAKLLELSFCFCFLVLGAééié#é---QQﬁéENACé#é&LNAQRPDNR|E
10 20 30 40

70 80
PAT _ VEGVVAGIAYAGPWKARNAY
gi|571 SEG----- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYFG

50 60 70 80 90 100

>>gi]199732457|gb]ACH91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.9 bits: 21.9 EQ): 16

Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:19-60)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADNAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi]199 MAKLLELSFCFCFLVLGASS I SFR-—--QQPEENACQFQRLNAQRPDNRIE
10 20 30 40

70 80
PAT___ VEGVVAGIAYAGPWKARNAY
i 199 SEG----- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGYFG

50 60 70 80 90 100

>>gi|170708]|gb|AAA34274_.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.8 bits: 21.0 EQ): 16

Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (18-56:6-44)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi|170 MKTLLILT ILAMAIT I ATANMQADPSGQVQWPQQQPFLOPHQPFSQQP
10 20 30 40
70 80

PAT VEGVVAGIAYAGPWKARNAY
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gi|170 QQIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQ
50 60 70 80 90 100

>>qi1]21314465]gb | AAM46958 .1 |AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (29-78:19-60)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAE
gi|213 MGKLLALSVCFCFLVLGASS I SFR---QQPEENACOFQRLNAQRPDNRIE
10 20 30 40

70 80
PAT___ VEGVVAGIAYAGPWKARNAY
gi 213 SEG----- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYFG

50 60 70 80 90 100

>>qi1]190684059|gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 80.8 bits: 20.6 EQ: 16
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (4-73:39-115)

10 20 30
PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNF
gi|190 TVPNLELDSTHGKIRIHDYVGNGYV ILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAG IAYAGPWKARNAY

gi]190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYP IMADPDRSAIKQLNMVDPDEKDGQGQLPSR

70 80 90 100 110 120

gi 190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVV 1APG
130 140 150 160 170 180

>>gi | 1588669 |prf| |2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 78.9 bits: 19.9 EQ: 20
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (39-73:109-143)

10 20 30 40 50 60
PAT PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI

gi]158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL
80 90 100 110 120 130

70 80

PAT___ AYAGPWKARNAY

i | 158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.6 bits: 21.7 EQ): 21
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (9-31:326-348)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi]543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKE ICKHYKDAKDVFLGTFLY
300 310 320 330 340 350
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

g1 543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>gi]47605808]sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
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Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (22-62:25-65)

10 20 30 40 50
PAT ERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEWI DDLERLQDRYPWL
i |476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAY
gi|476 KIEIDQDHQEE ICEVVLAKSPDKSCSE IEEFRDRARVPLTSNXGIKQQGIRYANP IAFFR
70 80 90 100 110 120

>>q1]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.5 bits: 19.5 EQ): 21

Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (10-31:3-24)

10 20 30 40 50 60
PAT __ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAE
gi ]394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLEAVFDANQNS
10 20 30 40 50
70 80

PAT VEGVVAGIAYAGPWKARNAY

gi ]394 NAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYD IKYTWNVPRIAPKSENVVVT
60 70 80 90 100 110

>>gi1]164415595|gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 51 Z-score: 78.2 bits: 19.5 EQ: 22

Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (10-79:13-88)

10 20 30 40 50

PAT ERRPVE IRPATAADMAAVCD IVNHY I ETSTVN-~FRTEP-———— QTPQEWIDDLERL

i |164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60
60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARNAY

gi|164 QNRKTAKI—EIKASIDéLEVDVﬁGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN
70 80 90 100 110

>>q1]99644635]emb | CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.1 bits: 19.5 EQ: 23

Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (10-31:14-35)

10 20 30 40 50
PAT ERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi 996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAY

gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>qi]44409474|gb|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 51 Z-score: 77.7 bits: 19.6 EQ: 24

Smith-Waterman score: 51; 26.7% identity (60.0% similar) in 60 aa overlap (1-59:97-154)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHY IETST

gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVékISYEIKLVASADGGSIIKSTSNYHT%éD



Dow AgroSciences LLC
Study ID: 110330
Page 96

70 80 90 100 110 120

40 50 60 70 80
PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

gi|444 VEIKEEDVKAGKEKATGLFKLIENY--LVANPDAYN
130 140 150 160

>>0gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.6 bits: 19.3 EQ): 27
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (10-31:13-34)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi]144 MYKILCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAY
gi|144 QNSNAAKIEIKATIDGVEIDVPGIDNNLCHFMKCPLVKGQEYDIKYTWNVPRIAPKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.3 bits: 18.8 EQ): 28
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (47-75:32-61)

20 30 40 50 60 70
PAT___ AVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGV-VAG I AYAGPWK
i 185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL I SELEGKDINEL IASGPEK
10 20 30 40 50 60

80
PAT ARNAY
gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>0q1]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 76.2 bits: 20.2 EQ): 29
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (37-56:113-130)

10 20 30 40 50 60

PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP-~EQPQOPFPWQQPT IQLYLQ
90 100 110 120 130 140

70 80

PAT___ GIAYAGPWKARNAY

gi 624 QQLNPCKEFLLQQCRPVSLLSYLWSK IVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>gi]44409451|gb|AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 76.1 bits: 19.3 EQ: 29
Smith-Waterman score: 50; 23.6% identity (60.0% similar) in 55 aa overlap (1-54:97-151)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHY IETST
gi|444 YVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY
gi|444 VEIKEEDVKAGKEKATGLFKLIENYLAANPDACN
130 140 150 160
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>>gi 44409496 gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 45 initl: 45 opt: 50 Z-score: 76.1 bits: 19.3 EQ: 29
Smith-Waterman score: 50; 26.7% identity (60.0% similar) in 60 aa overlap (1-59:97-154)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHY IETST
gi|444 YVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGS I IKSTSNYHTTGD
70 80 90 100 110 120
40 50 60 70 80

PAT VNFRTEP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

Qi |444 VEIKEEDVRAGKEKATGLFKL IENY~--LVANPDAYN
130 140 150 160

>>gi]85701146]sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 75.0 bits: 19.8 EQ: 34
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (14-43:195-223)

10 20 30 40
PAT ERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW
gi 857 IANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS I SPGY IDTGLSDF-VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAY

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>gi]9929163]emb|CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.9 bits: 19.4 EQ: 34
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:116-126)

10 20 30
PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190

>>gi]|27462836]|gb]AA015607.1|AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.5 EQ: 36
Smith-Waterman score: 50; 37.5% identity (64.2% similar) in 24 aa overlap (42-65:47-70)

20 30 40 50 60 70
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi]274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYY IEGDVKLTQSI
20 30 40 50 60 70

80
PAT GPWKARNAY
gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>gi]38456230]gh]AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 51; 27.7% identity (560.8% similar) in 65 aa overlap (15-74:11-71)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP
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gi|384 MARVSELALLLVATSAISLHMQEAGAVKFD IKNQCRYTVWAAGLPGGGKRLDQGQT
10 20 30 40 50
60 70 80

PAT WLVAEVEGVVAGIAYAGPWKARNAY

60 70 80 90 100 110

>>g1i]38456224|gh]AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:142-152)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456222|gh]AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:142-152)

10 20 30
PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
i ]384 QSDQDYYDVSLVDGENIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456228]|gb]AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (15-74:11-71)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP
gi|384 MARVSELALLLVATLAISLHMQEAGAVKFD IKNQCGYTVWAAGLPGGGKRLDQGQT
10 20 30 40 50
60 70 80

PAT WLVAEVEGVVAGIAYAGPWKARNAY

60 70 80 90 100 110

>>gi]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 56; 29.2% identity (560.8% similar) in 65 aa overlap (15-74:11-71)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYP
gi]908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQT
10 20 30 40 50
60 70 80

PAT WLVAEVEGVVAGIAYAGPWKARNAY
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gi|908 WTV----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQ
60 70 80 90 100 110

>>q1]223403273|gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.5 bits: 19.1 EQ: 40
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (47-75:162-190)

20 30 40 50 60 70
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA

gi]223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV
140 150 160 170 180 190

80
PAT RNAY

gi]223 VQ
>>q1 55859466 emb|CA105848.1] mite allergen Der f 2 [Der (146 aa)

initn: 48 initl: 48 opt: 48 Z-score: 73.4 bits: 18.7 EQ: 41
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (10-32:14-36)

10 20 30 40 50
PAT ERRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi 558 MlSKlLCLSLLVAAQQAB@QDVKDCANHE|KKVMVDGCHGSDPCl|HRGKPFNLEA|FDA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAY

gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 73.2 bits: 19.6 EQ: 42
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (34-55:71-92)

10 20 30 40 50 60

PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG

gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRﬁééPFPQTQQPQQPFPQSQQPQQP
100

70 80
PAT VVAG IAYAGPWKARNAY

gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSL 1QQSLQQQLNPCKNFLLQQCKPVSLYSSLWSMILP
110 120 130 140 150 160

>>qi]14285595]sp| 004004 . 1NLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 72.9 bits: 18.3 EQ: 44
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (11-37:66-92)

10 20 30 40
PAT ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP
gi]142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS
40 50 60 70 80 90
50 60 70 80

PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY

gi|142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>qi1]139002766|dbj |BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 72.7 bits: 19.2 EQ: 45
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:142-152)
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10 20 30
PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi|170738]gb|AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.3 bits: 19.6 EQ): 47
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (37-57:121-141)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVVA

gi|170 PFPQTQQPQQPFPQQPQQPFPQTQOPQQPFPOQPOQPFPQTOQPQOPFPOLQOPQQPFPQ
100 110 120 130 140 150

70 80
PAT___ GIAYAGPWKARNAY
gi |170 PQQQLPQPQQPQQSFPQQQRPF IQPSLQQQLNPCKNILLQQSKPASLVSSLWS I 1WPQSD
160 170 180 190 200 210

>>gi|170736]gb|AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 72.1 bits: 19.2 EQ: 48
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (18-56:6-44)

10 20 30 40 50 60
PAT___ ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAE
gi|170 MKTLL ILT1LAMAIT IGTANMQVDPSSQVQWPQQOQPVPQPHOPFSQQP
10 20 30 20
70 80

PAT VEGVVAGIAYAGPWKARNAY

gi]170 QQTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQ
50 60 70 80 90 100

>>qi | 741844 |prf]|2008179A major allergen Par j | (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 71.9 bits: 18.4 EQ: 49
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (34-55:111-130)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi | 741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP-~RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT VVAG IAYAGPWKARNAY

gi]|741 FSTLG
140

>>qi]114841617|dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 51 Z-score: 71.6 bits: 20.2 EQ): 52
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNAY

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
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150 160 170 180 190 200

>>gi]38492338|gh]AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:85-109)

10 20 30
PAT ERRPVE IRPATAADMAAVCD I ~VNHY IETSTVNFRT
gi ]384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYK ISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAY
gi|384 K
>>gii | 14423814 sp|QOM5X7 . 1NLTP_MALDO RecName: Full=Non-s (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:85-109)

10 20 30
PAT ERRPVEIRPATAADMAAVCDI-VNHY IETSTVNFRT
gi]144 IRTINGLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY
gi|144 K
>>gi 50659859 gh|AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:85-109)

10 20 30
PAT ERRPVEIRPATAADMAAVCD I -VNHY IETSTVNFRT
gi|506 IRTINSLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY
gi|506 K
>>gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)

initn: 44 initl: 44 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (41-67:68-92)

20 30 40 50 60 70

PAT __ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAGIAY

i |534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV-- 1EGGAVGDTL
40 50 60 70 80 90

80
PAT AGPWKARNAY
gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ I KASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>gi]261407|gb]AAB24432.1] Aln g 1 [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (41-69:69-95)

20 30 40 50 60 70
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PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi|261 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARNAY
gi|261 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]1321726]emb|CAA96544 1| major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (41-69:69-95)

20 30 40 50 60 70

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi 132 I1SSVENIEGNGGPGT IKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARNAY
gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>qi]1321714]emb|CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (41-69:69-95)

20 30 40 50 60 70

PAT TAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi]132 VSSVENIEGNGGPGT IKKI TFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

80
PAT AGPWKARNAY
gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ I KIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>qi1]190684061|gb|ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (36-55:108-126)

10 20 30 40 50 60
PAT___ EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV
gi|190 EPGVVIRGKKGTGGITIKKTGMAL ILGIYDEPMTPGQCNLVVERLGD-YPVEQGF

80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAY
>>gi]28881455]emb|CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (29-52:101-124)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLYV
gi]288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG
80 90 100 110 120 130
60 70 80

PAT AEVEGVVAGIAYAGPWKARNAY

gil2ss L
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>>gi]14423860]sp|Q9M7NO.1]PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (11-31:5-25)

10 20 30 40 50 60
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi|144 MSWQTYVDEHLMCD IDGHHLTAAAT I GHDGSVWAQSSSFPQFKPEEVAAIMKDF
10 20 30 40 50
70 80

PAT VEGVVAGIAYAGPWKARNAY

gi]144 DEPGSLAPTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPGQ
60 70 80 90 100 110

>>gi|170743|gb]AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.7 bits: 20.7 EQ: 57
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (38-55:721-738)

10 20 30 40 50 60
PAT___ RPATAADNAAVCDIVNHY I ETSTVNFRTEPQTPQEWIDDLERLQDRYPHLVAEVEGVVAG
gi]170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQﬁééWLéPRQGQQGYYPTSPQQSGQGQQL

700 710 720 730 740 750

70 80
PAT IAYAGPWKARNAY

gi]170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>gi|21743|emb]CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.7 bits: 20.7 EQ: 58
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (38-55:736-753)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL

710 720 730 740 750
70 80
PAT IAYAGPWKARNAY

gi|217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>gi]204324083]gh]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.3 bits: 19.4 EQ: 60
Smith-Waterman score: 49; 23.1% identity (563.8% similar) in 52 aa overlap (56-55:64-114)

10 20 30
PAT ERRPVEIRPATAADMAAVCDIVNHY IETSTVNFR
gi]204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPI1EDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY

gi |204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi]224036293]pdb]3C3V]A Chain A, Crystal Structure Of (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 70.0 bits: 19.9 EQ: 63
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (31-78:1-40)

10 20 30 40 50 60
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
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gi|224 1 SFR---QQPEENACQFQRLNAQRPDNRIE
10 20
70 80
PAT___ VEGVVAGIAYAGPWKARNAY
gi|224 SEG----- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGYFG
30 40 50 60 70 80

>>gi]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.9 bits: 18.1 EQ): 64
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (19-73:91-153)

10 20 30 40
PAT ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT EPQTPQEWI———
gi]139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG
70 80 90 100 110 120
50 60 70 80
PAT ———DDLERLQDRYPWLV—AEVEGVVAGIAYAGPWKARNAY

gi]139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150

>>qi]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)
initn: 46 initl: 46 opt: 46 Z-score: 69.7 bits: 18.1 EQ): 65
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (6-19:25-38)

10 20 30 40
PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQ
gi]413 MSNVEFDI TKNGAPLGT IKFKLEDDVVPKT AANFRAL CTGEKGFGYAGSHFHRY I PDFHL
10 20 30 40 50 60
50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY

g1 1413 QGGDFTAGNGTGGKS I YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>gi]736319]emb]CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 69.0 bits: 20.4 EQ: 71
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (33-55:153-175)

10 20 30 40 50 60
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi 736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPOQPGQWQQPEQGQPGYYPTSPQQPG
130 140 150 160 170 180

70 80
PAT GVVAGIAYAGPWKARNAY

gi]736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>gi]289742475]gb]ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.8 bits: 18.7 EQ): 73
Smith-Waterman score: 47; 25.5% identity (565.3% similar) in 47 aa overlap (5-51:12-55)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR
gi]289 MNFVLATLSLLILLSAAVSADYCGLCD——NHVACVMQNVFQSGCPSGAKMID LNKYQST
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARNAY
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gi]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>0q1]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNAY

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0g1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ): 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGP--WKARNAY

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841663]dbj|BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80

PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY
gi|114 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDG I IA--AYQNPASWKNNRIWLQ

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|114841653]dbj |BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841657|dbj |BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ): 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I IQGLRL
150 160 170 180 190 200

>>gi]114841641|dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)
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30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841629]dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]1171004]|sp|P43212.1|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGP--WKARNAY

90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]114841671|dbj |BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ): 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNAY

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841635]dbj|BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841607]dbj|BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140
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gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi1]114841665|dbj |BAF32134.1]| pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (55-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]24898908|dbj|BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.4 bits: 19.6 EQ: 77
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (565-75:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAY

90 100 110 120 130 140

g1 ]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>gi]83715932]dbj | BAE54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi1]837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNAY

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715928|dbj | BAE54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1]837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT 1AYAGPWKARNAY

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715930|dbj |BAES54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1]837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160
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70 80
PAT IAYAGPWKARNAY

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715934|dbj | BAE54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1]837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNAY

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi]83715936|dbj | BAES54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 77
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (38-62:135-159)

10 20 30 40 50 60

PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

i 837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNAY

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>q1]42559556 | sp| 096764 .2] TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (56-63:11-73)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCD I ----VNHY IETSTVNFRTEPQTPQEWIDDLERL
gi|425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT
10 20 30 40 50 60

60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARNAY

70 80 90 100 110 120

>>qi]40807635]gb|AAR92223.1| phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.3 bits: 17.4 EQ): 78
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (8-74:33-104)

10 20 30
PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEP
i ]408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRP I ESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60
40 50 60 70 80

PAT QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----1AYAGPWKARNAY

i ]408 QY-QSVVRGYTQUVAGTNYRLV I AAKDGAVVGNYEAVVIWDKPWMHFRNLTSFRKV
70 80 90 100 110
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>>gi 258588247 | pdb ]| 3EHK]A Chain A, Crystal Structure OFf (531 aa)
initn: 44 initl: 44 opt: 49 Z-score: 68.2 bits: 19.6 EQ: 78
Smith-Waterman score: 49; 32.4% identity (568.8% similar) in 34 aa overlap (37-70:158-190)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 258 QQQERQGRQQGRQQQEEGRQOEQQQGQQGRPOQQQQF-RQLDRHOKTRR IREGDVVAIPA
130 140 150 160 170 180
70 80

PAT GIAYAGPWKARNAY

gi | 258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>gi1]166443|gb|AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.2 bits: 19.2 EQ): 79
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (26-65:87-126)

10 20 30 40 50
PAT ERRPVE IRPATAADMAAVCD IVNHY 1 ETSTVNFRTEPQTPQEW I DDLERLQDRYP
gi|166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAY
gi]166 WI1FKNDMVINLNQELVVNSDKT IDGRGVKVE I INGGLTLMNVKNI I IHNINIHDVKVLP
120 130 140 150 160 170

>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.2 bits: 19.2 EQ: 79
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (26-65:87-126)

10 20 30 40 50
PAT ERRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAY
gi]113 WITFKNDMVINLNQELVVNSDKT IDGRGVKVE I INGGLTLMNVKNI I IHNINIHDVKVLP
120 130 140 150 160 170

>>gi1]209484145|gb|AC147547 .1 nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.1 bits: 17.4 EQ: 79
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (7-30:89-113)

10 20 30
PAT ERRPVE IRPATAADMAAVCD I ~VNHY IETSTVNFRT
gi 209 VKSLNKAAATTADRQAACECLKKTSGS I PGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAY

gi]209 K

>>q1]23894244|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 68.1 bits: 19.2 EQ): 80
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (14-67:94-145)

10 20 30
PAT ERRPVEIRPATAADMAAVCD IVNH----YIETSTVNFRTEPQT
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gi]238 MRRSGSSKAMAGMQNKYSLGG IFRAYSGEFDDAMIKD ISNHDDVDY IEPDFV-VRTSTNG

70 80 90 100 110 120
40 50 60 70 80
PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAY
gi]238 T-—-— NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTG IDIEHEDFGG
130 140 150 160 170

>>gi|170702]gb]AAA34272.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.0 bits: 18.7 EQ: 81
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (34-55:72-93)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

i |170 QPFCQQPQRT IPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTOQPQQPFPQPQQTFPQ
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARNAY

gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 160

>>gi 47606039 |sp|Q8H6L7.1]PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.2 bits: 17.5 EQ: 90
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (38-73:79-115)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA—
gi 476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAY

i 476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140

>>gi 1352237 sp|P49278_.1]|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.1 bits: 17.5 EQ: 91
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (10-31:14-35)

10 20 30 40 50
PAT ERRPVE IRPATAADMAAVCD IVNHY 1ETSTVNFRTEPQTPQEWI DDLERLQDRYPW
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARNAY

gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]208605346]emb]CAR82266.1] D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.0 bits: 18.4 EQ): 92
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (37-55:135-153)

10 20 30 40 50 60
PAT_ |RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|208 QFnggLPQQEFSQQQISQQPQQLPQQQQIPQQﬁééﬁLééQQFPQQQPPQQHQFPQQQLP
70 80

PAT GIAYAGPWKARNAY

gi 208 QQQQIPQQRQIPQRPQQIPQQRQQIPQOPKQFPQRQFPQRQFPQRQFPQREFPQRQQFPQQ
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170 180 190 200 210 220

>>gi 47606048 sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=Poly (507 aa)
initn: 42 initl: 42 opt: 48 Z-score: 66.9 bits: 19.3 EQ): 93
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (37-79:97-137)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVQNNLVFYGPCQPHFSFkvbé%iA
70 80 90 100 110 120
70 80

PAT____ GIAYAGPWKARNAY
gi|476 ——AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP
130 140 150 160 170 180

>>gi]1173071]sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.8 bits: 17.1 EQ: 94
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (47-63:32-48)

20 30 40 50 60 70
PAT____ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA
gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKLISELEGKDINELIASGSEK
10 20 30 40 50 60

80
PAT RNAY

gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi]9954251]gb| AAG08988.1]AF216519 1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.8 bits: 18.4 EQ): 94
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (42-62:139-159)

20 30 40 50 60 70
PAT____ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi]995 ASGKLEEASKAADESERNRKVLENLNSGNDERIDQLEKQLTEAKWIAEEADKKYEEAARK
110 120 130 140 150 160

80
PAT GPWKARNAY

gi|995 LAITEVDLERAEARLEAAEAKV IDLEEQLTVVGANIKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>gi]158121995]gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.5 bits: 17.6 EQ): 98
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (32-57:52-78)

10 20 30 40 50 60

PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRT-EPQTPQEW I DDLERLQDRYPWLVAE

gi]158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLéPCEEH|RQRVEKEQEQEQ&&?&?iQRG
30 60

70 80
PAT VEGVVAGIAYAGPWKARNAY

gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ I LQNQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

>>gi]83754241|pdb]2B5S|B Chain B, Crystal Structure Of P (92 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.3 bits: 16.7 EQ: 1le
Smith-Waterman score: 42; 24.1% identity (565.2% similar) in 29 aa overlap (7-35:62-90)

10 20 30
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PAT ERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTE
gi 1837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT
40 50 60 70 80 90
40 50 60 70 80

PAT PQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAY
gi]837 K
>>qi 132363467 |sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)

initn: 36 initl: 36 opt: 36 Z-score: 66.3 bits: 14.1 EQ): 1le
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:1-14)

40 50 60 70 80
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAY
gi]323 GVLFNIQYVNYWFAP

10

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:35 2011
Total Scan time: 0.070 Total Display time: 0.050

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

# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/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>>>PAT 5 -84 - 80 aa
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491
sequences

opt EQ
< 20 2 0:=
22 0 : one = represents 3 library sequences
24 0 0:
26 0 0:
28 4 i==
30 14
32 18
34 22
36 49
38 86 *
40 91 *
42 138 *
44 133 *
46 114 *
48 110 *
50 132 *===
52 130 *
54 86 *
56 65 *
58 47 *
60 37
62 47
64 44
66 27
68 29
70 11
72 17
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339008 residues in 1491 sequences
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Statistics: Expectation_n fit: rho(In(x))= 3.26010.00341; mu= 16.9280 0.178

mean_var=38.671810.511, 0"s: 2 Z-trim: 3 B-trim: 57 in 1/43

Lambda= 0.206242

Kolmogorov-Smirnov statistic: 0.0311 (N=29) 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: 0.070

The best scores are:

gi]5059162|gb|AAD38942 .1|AF144060_1 alpha-amylase (
gi]18615]emb|CAA26723.1] unnamed protein product [ (
gi]51316532]|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=P (
gi|18635]emb|CAA33215.1] glycinin subunit G1 [Glyc (
gi]66840994|emb]CA164396.1] serine carboxypeptidas (
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= (
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea (
gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arac (
gi]6015094|sp|P42040.2]|ENO_CLAHE RecName: Full=Eno (
gi]208605344|emb]CAR82265.1] D-type LMW glutenin s (
gi]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= (
gi|897811|emb]|CAA24933.1] unnamed protein product (
gi]15886861|emb]CAC85911.1] arginine kinase [Plodi (
gi]5712199]gb|AAD47382.1] glycinin [Arachis hypoga (
gi]199732457|gb]ACH91862.1] arachin Arah3 isoform (
gi|170708|gb|AAA34274.1] gamma-gliadin B precursor (
gi1]21314465]|gb | AAM46958.1|AF510854_1 allergen Arah
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu
gi]1588669|prf||2209273A Zm13

gi|543794|sp|P35747 .1|ALBU_HORSE RecName: Full=Ser
gi]47605808|sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=M
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi]99644635]|emb | CAK22338.1] Der p 2 allergen precu
gi]14423649|sp|Q9TZZ2.2]|ALL2_EURMA RecName: Full=M
gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprot
gi]62484809|emb]CA178902.1] putative gamma-gliadin
gi|85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P
gi]9929163]emb|CAC05258.1] Cup a 3 protein [Cupres
gi]27462836]|gb|AA015607 .1]|AF462190_1 glutathione S
gi 138456224 gb|AAR21072.1] PR5 allergen Jun r 3.2
gi]38456230|gb]AAR21075.1] PR5 allergen Cup s 3.3
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1
gi]9087177]sp|P81295.1|PRR3_JUNAS RecName: Full=Pa
gi 138456228 gb|AAR21074.1] PR5 allergen Cup s 3.2
gi]223403273|gb|]ACM89179.1] sarcoplasmic calcium-b
gi]55859466|emb]CA105848.1] mite allergen Der £ 2 (

AN

496)
495)

145)
113)

219)
225)

146)

opt bits
87 30.

inset = represents 1 library sequences

ONOODODODOOOOUTTNNOWOWRNDODODOWONRNOOODOMOOOWOWR ONWOWO

E(1491)
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gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor
gi|44409474|gb|AAS47036.1] major cherry allergen P
gi]14285595|sp| 004004 .1 |NLTP6_AMBAR RecName: Full=
gi]139002766|dbj |BAF51970.1] thaumatin-like protei
gi]170738]gb|AAA34289.1] gamma-gliadin [Triticum a
gi|170736]|gb|AAA34288.1] gamma-gliadin [Triticum a
gi]18637]|emb|CAA33216.1] glycinin subunit G2 [Glyc
gi]18609]emb|CAA26575.1] unnamed protein product [
gi | 741844 |prf]|2008179A major allergen Par j 1|
gi1]114841617|dbj |BAF32110.1] pollen allergen [Cryp
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus
91114423814 |sp|Q9M5X7 . 1INLTP_MALDO RecName: Full=N
gi]50659859|gb|AAT80649.1] lipid transfer protein
gi|534900|emb|CAA54695.1] 1 Sc2 [Betula pendulal]
gi1]261407|gb]AAB24432.1] AlIn g I [Alnus glutinosal
gi]44409496|gb|AAS47037.1] major cherry allergen P
gi]1321726]emb|CAA96544 1] major allergen Bet v 1
gi]|1321714|emb|CAA96546.1] major allergen Bet v 1
gi]44409451|gb|AAS47035.1] major cherry allergen P
gi]170743|gb|AAB0O2788.1] HMW glutenin subunit Ax2*
gi]28881455]emb|CAD46560.1] profilin [Malus x dome
gi]190684061|gb|ACE82291.1] profilin [Triticum aes
g1 14423860 sp| Q9M7NO.1|PROF3_HEVBR RecName: Full=
gi]21743]emb|CAA43331.1] high molecular weight glu
gi]204324083|gb]ACI01048.1] arginine kinase [Bomby
g1 224036293 | pdb|3C3V]A Chain A, Crystal Structure
gi]1398916]dbj |BAAO7712.1] allergenic protein [Ory
gi]4138173]emb]|CAA09884.1] allergen [Malassezia sy
gi]736319]emb|CAA27052.1] glutenin [Triticum aesti
gi]289742475|gb|ADD19985.1] antigen 5 precursor [G
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp
gi1]114841629|dbj |BAF32116.1] pollen allergen [Cryp
gi]1171004]|sp|P43212.1]PGLR2_CRYJA RecName: Full=P
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]114841635|dbj |BAF32119.1] pollen allergen [Cryp
gi]114841607|dbj|BAF32105.1] pollen allergen [Cryp
gi]114841641|dbj|BAF32122.1] pollen allergen [Cryp
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp
gi1]114841671|dbj |BAF32137.1] pollen allergen [Cryp
gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes
gi]83715934|dbj |BAE54432.1] tropomyosin [Ommastrep
gi|83715928|dbj | BAE54429.1| tropomyosin [Sepia esc
gi]83715930|dbj |BAES54430.1] tropomyosin [Sepioteut
gi]83715936|dbj |BAE54433.1] tropomyosin [Octopus v
gi 42559556 |sp| 096764 .2] TPM_CHIKI RecName: Full=Tr
g1 258588247 |pdb| 3EHK|A Chain A, Crystal Structure
gi]40807635]|gb|AAR92223.1| phytocystatin [Actinidi
gi]113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po
gi]166443|gb|AAA32669.1] antigen E [Ambrosia artem
gi]23894244|emb|CAD23614.1] tri m 2 allergen [Arth
gi1]209484145|gb|ACI147547.1] nonspecific lipid tran
gi]170702]gb|AAA34272_.1] gamma gliadin precursor [
gi |47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P
gi]1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi
gi]208605346|emb | CAR82266.1] D-type LMW glutenin s
gi]47606048|sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=
gi]1173071]sp|P42037.1]RLA2_ALTAL RecName: Full=60
gi]9954251 | gb | AAGO8988.1|AF216519_1 tropomyosin [P
gi]71153243|sp| Q39547 .1|CUCM1_CUCME RecName: Full=
gi]158121995|gb]ABW17159.1] Ara h 7 allergen precu
gi 83754241 pdb]2B5S|B Chain B, Crystal Structure
gi]|32363467|sp| |P82946_4 [Segment 4 of 4] Major po
gi]256427|gb|AAB23463.1] CG4 beta-conglycinin [Gly
gi]110644964|gb]ABG81318.1] pollen profilin varian
gi]110644952|gb]ABG81312.1] pollen profilin varian
gi]2415702|emb|CAA70610.1] profilin 4 [Phleum prat
gi]110644962|gb|ABG81317.1] pollen profilin varian

514)
514)

514)
514)

284)
284)

397)
397)
404)
119)
302)
143)
146)
272)
507)
113)
284)
731)
164)

92)

15)
439)
130)
131)
131)
131)

ANANAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAND
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gi]464471]sp|P35079.1|PROF1_PHLPR RecName: Full=Pr ( 131) 43 17.2 99
gi]14161635]|gb|AAK54834.1] profilin [Musa acuminat ( 131) 43 17.2 99
gi]261260074|sp|P84177.2|PROF1_CITSI RecName: Full ( 131) 43 17.2 99
gi]2415700]emb|CAA70609.1] profilin 3 [Phleum prat ( 131) 43 17.2 99
gi]110644956|gb|ABG81314.1] pollen profilin varian ( 131) 43 17.2 99
gi]110644954|gb|ABG81313.1] pollen profilin varian ( 131) 43 17.2 99
gi]25361513|gb]AAN73248.1] helix-loop-helix protei ( 450) 47 19.0 le

>>gi]5059162]gb|AAD38942 .1|AF144060_1 alpha-amylase [Der (496 aa)
initn: 59 initl: 59 opt: 87 Z-score: 130.1 bits: 30.9 EQ: 0.029
Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (19-52:178-210)

10 20 30 40
PAT RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER
gi|505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL IDIGVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
50 60 70 80

PAT LQDRYPWLVAEVEGVVAG IAYAGPWKARNAYD
gi]505 1 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN
210 220 230 240 250 260

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 47 initl: 47 opt: 68 Z-score: 99.6 bits: 25.3 EQ: 1.4
Smith-Waterman score: 68; 30.4% identity (50.0% similar) in 46 aa overlap (35-80:113-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIYI1QQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHOK I'YNSREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAYD

gi]186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi1 151316532 sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho (110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 97.8 bits: 22.8 EQQ: 1.8
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (14-73:4-64)

10 20 30 40 50
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL -~-~ERLQDRYPW
gi|513 AFLLAATLT I SSHMQEAGAVKFD I KNOCGY TVWAAGL PGGGKRLDOGQTW
10 20 30 40 50

60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYD

60 70 80 90 100

>>gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 45 initl: 45 opt: 66 Z-score: 96.4 bits: 24.7 EQ: 2.2
Smith-Waterman score: 66; 30.4% identity (50.0% similar) in 46 aa overlap (35-80:113-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCPSTFEEPQQPQQRGQS-SRPODRHOK I'YNFREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAYD

gi|186 IAVPTGVAWWMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200
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>>gi]66840994]|emb|CA164396.1] serine carboxypeptidase 11 (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 91.7 bits: 22.9 EQ: 4
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (6-56:42-98)

10 20
PAT RRPVEIRPATAADMA ————— AVCDIVNHY—IETST
gi | 668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV
20 30 40 50 60 70
30 40 50 60 70 80

PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]668 CN|TSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM
80 90 100 110 120 130

>>gi]125987805]sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 88.9 bits: 23.1 EQ: 5.7
Smith-Waterman score: 61; 26.3% identity (564.4% similar) in 57 aa overlap (6-56:228-284)

10 20
PAT RRPVEIRPATAADMA----— AVCDIVNHY-1ETST
gi]125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFiHéSPACDAATDVATAEQGNIDMYSLYTPV
200 210 220 230 240 250
30 40 50 60 70 80

PAT___ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]125 CN|TSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM
260 270 280 290 300 310

>>gi|219806590]dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 88.0 bits: 22.3 EQQ: 6.4
Smith-Waterman score: 59; 33.3% identity (562.8% similar) in 36 aa overlap (32-67:29-64)

10 20 30 40 50 60

PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEbbLNLLQKKYSQLENEFD
10 20 30 40 50

70 80
PAT GVVAGIAYAGPWKARNAYD

gi]219 RVNEéLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK
60 70 80 90 100 110

>>gi]22135348]|gh|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 86.2 bits: 21.6 EQQ: 8.1
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (28-77:21-62)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADNAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPHLVAEV
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNRIES
10 20 30 40 50

70 80

PAT___ EGVVAGIAYAGPWKARNAYD
gi]221 EG-———- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGL

60 70 80 ) 100

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 84.1 bits: 22.3 EQ): 11
Smith-Waterman score: 58; 27.7% identity (65.3% similar) in 47 aa overlap (30-75:262-307)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
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gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT YEQLADQYKQLAAK
240 250 260 270 280 290

60 70 80

PAT___ VEGVVAGIAYA-GPWKARNAYD
gi|601 YPIVSIEDPFAEDDWéAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV
300 310 320 330 340 350

>>gi]208605344]emb]|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 83.6 bits: 21.9 EQ): 11
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:79-98)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi]208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAYD

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQI IPQQPQQPFLLESQQPFPQQPQQPFPQ
110 120 130 140 150 160

>>gi]14423730]sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 83.3 bits: 20.6 EQ: 12
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (41-67:83-110)

20 30 40 50 60

PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAG IAY

gi|144 LRNTLSDSKVDEKLDAGDKQKLTAE|DKTVéWLbbNQTATkBéQESQQKéLééQANP|MM
60 70 80 90 100 110

70 80
PAT AGPWKARNAYD

gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]emb|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 82.2 bits: 19.8 EQ): 13
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (37-54:7-24)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG
gi |897 EKLGQGQQPRQWLQPRQGQOGYYPTSPQQSGQGQQL
10 20 30
70 80
PAT 1AYAGPWKARNAYD

gi 897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
40 50 60 70 80 90

>>gi]15886861]emb]CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 82.0 bits: 21.6 EQ): 14
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (4-54:64-114)

10 20 30
PAT RRPVEIRPATAADMAAVCDIVNHYIETSTVNFR
gi]158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80

PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD
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gi]158 KTDKHPPKNW-GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>qi]5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 81.6 bits: 22.0 EQ: 15
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:19-60)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV
gi|571 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACOFQRLNAQRPDNRIES
10 20 30 40

70 80
PAT___ EGVVAGIAYAGPWKARNAYD
gi 571 EG-———- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGYFGL

50 60 70 80 90 100

>>qi1]199732457|gb]ACH91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 81.6 bits: 22.0 EQ): 15
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:19-60)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEV
gi 199 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNRIES
10 20 30 40

70 80
PAT___ EGVVAGIAYAGPWKARNAYD
i |199 EG-———- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGL

50 60 70 80 90 100

>>gi|170708|gb|AAA34274.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 81.5 bits: 21.2 EQ): 15
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (17-55:6-44)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEV
gi|170 MKTLLILT ILAMAIT I ATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQ
10 20 30 40
70 80

PAT____ EGVVAGIAYAGPWKARNAYD
gi|170 QIFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQP
50 60 70 80 90 100

>>qi1]21314465]|gb | AAM46958 .1 |AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 81.5 bits: 22.1 EQ): 15
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (28-77:19-60)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV
gi|213 MGKLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNRIES
10 20 30 40

70 80
PAT___ EGVVAGIAYAGPWKARNAYD
gi 213 EG-———- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGYFGL

50 60 70 80 90 100

>>qi1]190684059|gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 81.4 bits: 20.7 EQ: 15
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (3-72:39-115)
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10 20 30
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNF
gi 190 TVPNLELDSTHGK IR THDYVGNGYV I LESHPGORTPYCTTEL AAMANYAKER~EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT___ R————TEPQTPQEWIDDLERLQD————RYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR

80 90 100 110 120
gi |190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVV 1APG
130 140 150 160 170 180
>>gii | 1588669 |prf| [2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 79.5 bits: 20.0 EQ: 19
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (38-72:109-143)

10 20 30 40 50 60

PAT___ PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI

gi|158 |DGVTDATGTYTlELKDSHEEDlCQVVLVAéﬁékDCbé@éALébéAGVLLféNVG|SDSL
80 90 100 110 120 130

70 80

PAT AYAGPWKARNAYD
gi]158 RPANﬁLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>qi]543794|sp|P35747 .1]|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 79.2 bits: 21.8 EQ): 20
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (8-30:326-348)

10 20 30
PAT RRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQ
gi]543 GKLKACCDKPLLQKSHC|AEVKEDDLPSDLPALAA&#AEDKE|CRHQKbAkDVFLGTFLY
300 310 320 330 340 350
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

g1 543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>qi 47605808 sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 79.1 bits: 19.6 EQ: 20
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (21-61:25-65)

10 20 30 40 50
PAT RRPVE IRPATAADMAAVCD I VNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWL
gi 476 DKGPGFVVTGRVYCDPCRAGEETNYSHNVEGATVAVDCRPFDGGESKL KAEATTOKDGIY
10 20 30 40 50 60

60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAYD
gi|476 KIEIDQDHQEE ICEVVLAKSPDKSCSE IEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>q1]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 79.1 bits: 19.6 EQ: 20
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (9-30:3-24)

10 20 30 40 50 60
PAT____ RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV

gi|394 VAAVAADQVDVKDCANHEIKKVMVPGCKGSEPCVIHRGTAFQLEAVFDANQNSN
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10 20 30 40 50

>>gi]164415595]gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 51 Z-score: 78.7 bits: 19.6 EQ): 21
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (9-78:13-88)

10 20 30 40
PAT RRPVE IRPATAADMAAVCD IVNHY I ETSTVN-~FRTEP-———— QTPQEWIDDLERL
i |164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60
50 60 70 80

PAT QDRYPWLVAEVEGVVAG IAYAGPWKARNAYD
gi]164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
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: 78.7 bits: 19.6 EQ: 21
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (9-30:14-35)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPW
gi]996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARNAYD
gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]14423649]|sp|Q9TZZ2_2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 77.1 bits: 19.3 EQ): 26
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (9-30:13-34)

10 20 30 40 50
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi]144 MYKILCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAGIAYAGPWKARNAYD
gi|144 QNSNAAKIEIKATIDGVE IDVPG IDNNLCHFMKCPLVKGQEYD IKYTWNVPR I APKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.8 bits: 18.9 EQ): 27
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (46-74:32-61)

20 30 40 50 60 70
PAT___ AVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGV-VAG I AYAGPWK
i ]185 KHLAAYLLLGLGGNTSPSAADVKAVLESVG I EADSDRLDKL I SELEGKD INEL IASGPEK
10 20 30 40 50 60

80
PAT ARNAYD
gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 76.8 bits: 20.3 EQ): 27

Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (36-55:113-130)

10 20 30 40 50 60

Page 120
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PAT __ IRPATAADMAAVCDIVNHY IETSTVNERTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVA
gi 624 TFPDQLLPQPPHQSFPQPPQSYPQPPLOPFPQPPOQKYP-~EQPQOPFPWQQPT IQLYLQ
90 100 110 120 130 140

70 80

PAT___ GIAYAGPWKARNAYD
gi | 624 QQLNPCKEFLLQQCRPVSLLSYLWSK 1VQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>gi]85701146 | sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 75.5 bits: 19.9 EQ: 31
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (13-42:195-223)

10 20 30 40
PAT RRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTPQEW
gi 857 IANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS I SPGY IDTGLSDF-VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYD

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>g1]9929163]emb | CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 75.4 bits: 19.5 EQ: 32
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:116-126)

10 20 30
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 992 QSDQDYYDVSLVDGENIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190

>>qi1]27462836| gb | AA015607 .1|AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.9 bits: 19.5 EQ): 34
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (41-64:47-70)

20 30 40 50 60 70

PAT___ AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYA

gi 274 QSIRILLTYAGVDFVDKRYK I GSAPDFDRGEWLNDKFNLGLDFPNLPYY IEGDVKLTQSI
20 30 40 50 60 70

80
PAT GPWKARNAYD
gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>qi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.8 bits: 19.6 EQ): 34
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:142-152)

10 20 30
PAT RRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQ
i ]384 QSDQDYYDVSLVDGENIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVEQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD
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gi]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi1]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.8 bits: 19.6 EQ: 34
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (14-73:11-71)

10 20 30 40 50
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW
gi|384  MARVSELALLLVATSAISLHMQEAGAVKFD IKNQCRYTVWAAGLPGGGKRLDQGQTW
10 20 30 40 50

60 70 80
PAT LVAEVEGVVAG IAYAGPWKARNAYD

60 70 80 90 100 110

>>0g1]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.8 bits: 19.6 EQ: 34
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:142-152)

10 20 30
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVEQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>qi]9087177]sp|P81295.1|PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.8 bits: 19.6 EQ): 34
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (14-73:11-71)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW
gi]9o08 MARVSELAFLLAATLAISLHMQEAGVVKFD IKNQCGYTVWAAGLPGGGKRLDQGQTW
10 20 30 40 50

60 70 80
PAT LVAEVEGVVAG IAYAGPWKARNAYD

60 70 80 90 100 110

>>0gi1]38456228|gb|AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.8 bits: 19.6 EQ: 34
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (14-73:11-71)

10 20 30 40 50
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPW
gi|384  MARVSELALLLVATLAISLHMQEAGAVKFD IKNQCGYTVWAAGLPGGGKRLDQGQTW
10 20 30 40 50

60 70 80
PAT LVAEVEGVVAG IAYAGPWKARNAYD

60 70 80 90 100 110

>>g1]223403273|gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 74.0 bits: 19.2 EQ: 38
Smith-Waterman score: 49; 31.0% identity (55.2% similar) in 29 aa overlap (46-74:162-190)
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20 30 40 50 60 70
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKA

gi]223 TRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSACYLFGPLKV
140 150 160 170 180 190

80
PAT RNAYD

gil223 VQ
>>gi 55859466 emb|CA105848.1] mite allergen Der f 2 [Der (146 aa)

initn: 48 initl: 48 opt: 48 Z-score: 73.8 bits: 18.8 EQ): 39
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (9-31:14-36)

10 20 30 40 50
PAT RRPVEIRPATAADNAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPH
gi 558 MISKILCLSLLVAAVVAbQVDVKDCANQEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARNAYD

gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 73.7 bits: 19.7 EQ: 40
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (33-54:71-92)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi]106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARNAYD

gi|106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP
120 130 140 150 160

>>gi|44409474|gb]|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 48 Z-score: 73.4 bits: 18.8 EQ): 41
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (56-58:102-154)

10 20 30
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRT
gi |444 | DGLDKDNFVYSYSLVEGDALSDKVEKI SYE 1 KLVASADGES1 IKSTSNYHTTGDVE IKE
80 90 100 110 120 130
40 50 60 70 80

PAT____ EP QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi|444 EDVKAGKEKATGLFKLIENY——LVANPDAYN
140 150 160

>>gi]14285595]sp|004004.1|NLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.3 bits: 18.4 EQ): 41
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (10-36:66-92)

10 20 30
PAT RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP

gi]142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS
40 50 60 70 80 90
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40 50 60 70 80
PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYD

gi]142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>gi]139002766]dbj | BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.2 bits: 19.3 EQ: 42
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:142-152)

10 20 30
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi]139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYD

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi|170738]gb]AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.8 bits: 19.7 EQ: 44
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (36-56:121-141)

10 20 30 40 50 60
PAT____ IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi]170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ
100 110 140 150
70 80

PAT GIAYAGPWKARNAYD

gi |170 PQQQLPQPQQPQQSFPQQQRPF IQPSLQQQLNPCKNILLQQSKPASLVSSLWS I 1WPQSD
160 170 180 190 200 210

>>gi]|170736]gb]AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 72.6 bits: 19.3 EQ: 45
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (17-55:6-44)

10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPHLVAEY
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQ
10 20
70 80

PAT EGVVAGIAYAGPWKARNAYD

gi|170 QTFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQL
50 60 80 100

>>gi]18637]emb]CAA33216.1] glycinin subunit G2 [Glycine (485 aa)
initn: 42 initl: 42 opt: 51 Z-score: 72.4 bits: 20.2 EQ): 47
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (35-80:110-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

i |186 SYTNGPQEIY 1QQGNG I FGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHOKVHRFREGDL
80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYD

gi|186 IAVPTGVAWMIMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 180 190

>>gi]18609]emb|CAA26575.1] unnamed protein product [Glyc (485 aa)
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initn: 42 initl: 42 opt: 51 Z-score: 72.4 bits: 20.2 EQ: 47
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (35-80:110-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi 186 SYTNGPQEIY 1QQGNG I FGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL
80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYD

gi|186 IAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 180 190

>>qi]741844|prf]|2008179A major allergen Par j 1| (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 72.3 bits: 18.4 EQ): 47
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (33-54:111-130)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi | 741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT___ VVAGIAYAGPWKARNAYD
gi | 741 FSTLG
140

>>0qi1]114841617|dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 51 Z-score: 72.1 bits: 20.2 EQ): 49
Smith-Waterman score: 51; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0g1]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.9 bits: 18.0 EQ: 50
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:85-109)

10 20 30
PAT RRPVE IRPATAADMAAVCD I ~VNHY IETSTVNFRT
gi|384 IRTINGLARTTADRQTACNCLKNLAGS I SGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi|384 K

>>qi]14423814|sp|QIM5X7 .1 INLTP_MALDO RecName: Full=Non-s (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.9 bits: 18.0 EQ): 50
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:85-109)

10 20 30
PAT RRPVEIRPATAADMAAVCD I -VNHY IETSTVNFRT

gi|144 IRTINGLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110

40 50 60 70 80
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PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD
gi|144 K
>>gi 50659859 gh]AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.9 bits: 18.0 EQ: 50
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:85-109)

10 20 30
PAT RRPVEIRPATAADMAAVCD I -VNHY IETSTVNFRT
gi|506 IRTINSLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD
gi|506 K
>>gi]534900]emb | CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)

initn: 44 initl: 44 opt: 47 Z-score: 71.8 bits: 18.5 EQ): 50
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (40-66:68-92)

10 20 30 40 50 60
PAT___ TAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi|534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV-— 1EGGAVGDTL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYD
gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ I KASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>gi]261407]gb]AAB24432.1] Aln g 1 [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.8 bits: 18.5 EQ): 51
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (40-68:69-95)

10 20 30 40 50 60
PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi 261 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-— 1 EGGAVGDAL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYD
gi]261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHE INAEQIKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]44409496 | gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.8 bits: 18.5 EQ): 51
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (56-58:102-154)

10 20 30
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRT
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGS I IKSTSNYHTTGDVEIKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

Qi |444 EDVRAGKEKATGLFKLIENY--LVANPDAYN
140 150 160

>>gi]1321726]emb] CAA96544.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.8 bits: 18.5 EQ): 51
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Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (40-68:69-95)

10 20 30 40 50 60
PAT____ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi]132 ISSVENIEGNGGPGTIKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV——IEGGAVGDAL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYD

gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]1321714]emb] CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.8 bits: 18.5 EQ): 51
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (40-68:69-95)

10 20 30 40 50 60
PAT____ TAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi]132 VSSVENIEGNGGPGTIKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV——IEGGAVGDAL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYD

gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ I KIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>g1i]44409451|gb]AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.8 bits: 18.5 EQ): 51
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (5-53:102-151)

10 20 30
PAT RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRT
gi|444 IDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNYHTTGDVEIKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi |444 EDVKAGKEKATGLFKL IENYLAANPDACN
140 150 160

>>gi|170743]|gb]AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 71.3 bits: 20.8 EQ): 54
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (37-54:721-738)

10 20 30 40 50 60
PAT __ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi]170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQﬁééWLéPRQGQQGYYPTSPQQSGQGQQL

710 720 730 740 750

70 80
PAT IAYAGPWKARNAYD

gi | 170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>0qi]28881455]emb|CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 71.2 bits: 18.1 EQ): 54
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (28-51:101-124)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV
gi]288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG
80 90 100 110 120 130
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60 70 80
PAT AEVEGVVAGIAYAGPWKARNAYD

gi]288 L

>>gi1]190684061|gb|ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 71.2 bits: 18.1 EQ): 54
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (35-54:108-126)

10 20 30 40 50 60
PAT___ EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV
gi|190 EPGVVIRGKKGTGGITIKKTGMAL ILGIYDEPMTPGQCNLVVERLGD-YPVEQGF

80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYD
>>q1]14423860|sp|Q9M7NO. 1] PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 71.2 bits: 18.1 EQ: 54
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (10-30:5-25)

10 20 30 40 50 60

PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV

gi|144 MSWQTYVDEHLMCD 1 DGHHL TAAA T 1 GHDGSVWAQSSSFPQFKPEEVAA IMKDFD
10 20 30 40 50

>>gi]21743]emb]CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 71.2 bits: 20.8 EQ): 54
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (37-54:736-753)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

710 720 730 740 750 760
70 80
PAT IAYAGPWKARNAYD

gi 217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>gi]204324083]gh]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.8 bits: 19.5 EQ): 57
Smith-Waterman score: 49; 23.1% identity (563.8% similar) in 52 aa overlap (4-54:64-114)

10 20 30
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFR
gi]204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPI1EDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi]224036293]pdb]3C3V]A Chain A, Crystal Structure Of (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 70.5 bits: 19.9 EQ: 59
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (30-77:1-40)

10 20 30 40 50 60

PAT___ RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEV

gi|224 1 SFR---QQPEENACQFQRLNAQRPDNRIES
10 20
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70 80
PAT___ EGVVAGIAYAGPWKARNAYD
gi 224 EG-———- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F 1QQGRGYFGL
30 40 50 60 70 80

>>gi1]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.2 bits: 18.2 EQ): 61
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (18-72:91-153)

10 20 30 40
PAT RRPVE IRPATAADMAAVCD I VNHY I ETSTVNERT-EPQTPQEWE ———
gi|139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNQML&IIYREERAADAGHPMAEVFRG
70 80 90 100 110 120

50 60 70 80

PAT__ ---DDLERLQDRYPWLV-AEVEGVVAG IAYAGPIKARNAYD

gi]139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150

>>qi]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.1 bits: 18.2 EQ): 62
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (5-18:25-38)

10 20 30 40
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQ
gi]413 MSNVEFDITKNGAPLGT IKFKLEDDVVPKTAANFRAL CTGEKGFGYAGSHFHRY I PDEML
10 20 30 40 50 60

50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi]413 QGGDFTAGNGTGGKS I YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>qi]736319]emb|CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 69.5 bits: 20.5 EQ): 67
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (32-54:153-175)

10 20 30 40 50 60
PAT____ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi|736 YYPGQASPQRPGQGQQPGQGOQSGOGQOGYYPTSPQQPGQWOQPEQGQPGYYPTSPQQPG
130 140 150 160 170 180

70 80
PAT GVVAGIAYAGPWKARNAYD

gi]736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQRQPGQGQQGQQP
190 200 210 220 230 240
>>qi1]289742475|gb]ADD19985.1] antigen 5 precursor [Gloss (259 aa)

initn: 41 initl: 41 opt: 47 Z-score: 69.2 bits: 18.7 EQ): 69
Smith-Waterman score: 47; 25.5% identity (565.3% similar) in 47 aa overlap (4-50:12-55)

10 20 30 40 50
PAT RRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDR
gi 289 MNFVLATLSLLlLLSAAQéAb?CéLéb--NHVACVMQNVﬁééGCPSGAKM|D LNkYQST
10 20 30 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARNAYD

gi1]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110
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>>0gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNAYD

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841653|dbj|BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841657]dbj |BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ): 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>qi1]114841663|dbj |BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi1]114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|1171004|sp|P43212.1]|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD
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90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0q1]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi1]114841635|dbj |BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGP--WKARNAYD

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841607]dbj|BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ): 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841641]dbj|BAF32122_.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ): 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841665|dbj |BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ): 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200
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>>gi]24898908|dbj|BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>gi]114841671]dbj|BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 49 Z-score: 68.8 bits: 19.6 EQ: 73
Smith-Waterman score: 49; 39.1% identity (69.6% similar) in 23 aa overlap (54-74:114-134)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGP--WKARNAYD

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]83715932|dbj |BAES54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.7 bits: 18.8 EQ): 74
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYD

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>qi1]83715934|dbj |BAES54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.7 bits: 18.8 EQ): 74
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG

gi |837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYD

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE ISEQEASQREDSYEET
170 180 190 200 210 220

>>qi]83715928|dbj | BAES54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.7 bits: 18.8 EQ): 74
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160

70 80
PAT IAYAGPWKARNAYD
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gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE ISEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715930|dbj |BAE54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.7 bits: 18.8 EQ: 74
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYD

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE ISEQEASQREDSYEET
170 180 190 200 210 220

>>gi1]83715936|dbj | BAE54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.7 bits: 18.8 EQ): 74
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (37-61:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYD

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>q1]42559556 | sp| 096764 .2] TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.7 bits: 18.8 EQ): 74
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (4-62:11-73)

10 20 30 40
PAT RRPVE IRPATAADMAAVCD I -——~VNHY 1 ETSTVNFRTEPQTPQEW I DDLERL
gi 425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKK 1QTIENDLDQT
10 20 30 40 50 60

50 60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

70 80 90 100 110 120

>>gi 258588247 | pdb ]| 3EHK]A Chain A, Crystal Structure OF (531 aa)
initn: 44 initl: 44 opt: 49 Z-score: 68.7 bits: 19.7 EQ: 74
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (36-69:158-190)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVA
gi 258 QQQERQGRQQGRQQQEEGRQOEQQQGQQGRPOQQQQF-RQLDRHOKTRR IREGDVVAIPA
130 140 150 160 170 180
70 80

PAT___ GIAYAGPWKARNAYD
gi | 258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>gi]40807635]|gb|AAR92223.1| phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.6 bits: 17.5 EQ: 75
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (7-73:33-104)
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10 20 30
PAT RRPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEP
i 408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRP I ESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60
40 50 60 70 80

PAT QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG----1AYAGPWKARNAYD
gi]408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKYV
70 80 90 100 110

>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.6 bits: 19.2 EQ: 75
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (25-64:87-126)

10 20 30 40 50
PAT RRPVE IRPATAADMAAVCD I VNHY 1 ETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi|113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT___ WLVAEVEGVVAGIAYAGPWKARNAYD
gi |113 WI1FKNDMV INLNQELVVNSDKT IDGRGVKVE INGGLTLMNVKNT I THNINTHDVKVLP
120 130 140 150 160 170

>>gi]166443|gh]AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.6 bits: 19.2 EQ): 75
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (25-64:87-126)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT___ WLVAEVEGVVAGIAYAGPWKARNAYD
i |166 WI1FKNDMV INLNQELVVNSDKT IDGRGVKVEI INGGLTLMNVKNT I THNINTHDVKVLP
120 130 140 150 160 170

>>gi]23894244]|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 68.5 bits: 19.2 EQ: 76
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (13-66:94-145)

10 20 30
PAT RRPVE IRPATAADMAAVCD I VNH----Y IETSTVNFRTEPQT
gi|238 MRRSGSSKAMAGMQNKYSLGG I FRAYSGEFDDAMIKD I SNHDDVDY I EPDFV-VRTSTNG
70 80 90 100 110 120
40 50 60 70 80
PAT__ PQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYD
gi|238 T---—- NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYV IDTG DI EHEDFGG
130 140 150 160 170

>>gi]209484145]gb|AC147547.1] nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.5 bits: 17.5 EQ: 76
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (6-29:89-113)

10 20 30
PAT RRPVEIRPATAADMAAVCDI-VNHY IETSTVNFRT

gi 209 VKSLNKAAATTADRQAACECLKKTSGS I PGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
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40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi 209 K

>>gi]|170702]gb]AAA34272.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.4 bits: 18.8 EQ): 77
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (33-54:72-93)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi |170 QPFCQQPQRT IPQPHQTFHHQPQQTFPQPQQTYPHQPQQQFPQTOQPQQPFPQPQQTFPQ
50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARNAYD

gi]170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 150 160

>>gi]47606039]sp|Q8H6L7 .1 PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.5 bits: 17.6 EQ: 86
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (37-72:79-115)

10 20 30 40 50 60
PAT____ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA—
gi 476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAYD

gi|476 GIRYANPIAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140

>>gi]1352237|sp|P49278.1]|ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.4 bits: 17.6 EQ: 87
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (9-30:14-35)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPW
gi]135 MMYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARNAYD

gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]208605346]emb] CAR82266.1] D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.4 bits: 18.5 EQ): 88
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (36-54:135-153)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi ]208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQﬁéé#LééQQFPQQQPPQQHQFPQQQLP

110 120 130 160

70 80

PAT GIAYAGPWKARNAYD

gi]208 QQQQ 1 PQQQQ 1PQQPQQIPQQQQ IPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ
180 190 200 210 220

>>gi | 47606048 | sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=Poly (507 aa)
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initn: 42 initl: 42 opt: 48 Z-score: 67.3 bits: 19.3 EQ: 88
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (36-78:97-137)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
i |476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHESFKVDGT IA
70 80 90 100 110 120
70 80

PAT GIAYAGPWKARNAYD
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGV IDGQGNRWWSDQCKT INGRTVCNDKGRP
130 140 150 160 170 180

>>qi]1173071]sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 67.1 bits: 17.1 EQ: 90
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (46-62:32-48)

20 30 40 50 60 70

PAT __ AVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG I AYAGPWKA

gi 117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL I SELEGKDINEL 1ASGSEK
10 20 30 40 50 60

80
PAT RNAYD
gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>0g1]9954251]|gb | AAGO8988.1]AF216519_1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 67.1 bits: 18.5 EQ: 90
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (41-61:139-159)

20 30 40 50 60 70

PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA

gi]995 ASGKLEEASKAADESERNRKVLENLNSGNDER IDQLEKQLTEAKWIAEEADKKYEEAARK
110 120 130 140 150 160

80
PAT GPWKARNAYD
gi|995 LAITEVDLERAEARLEAAEAKYV IDLEEQLTVVGANIKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>qi]71153243|sp| Q39547 .1]CUCM1_CUCME RecName: Full=Cucu (731 aa)
initn: 44 initl: 44 opt: 49 Z-score: 67.0 bits: 19.8 EQ: 92
Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (4-80:82-151)

10 20 30
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFR
gi 711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKL TEEEAEK I ASMEGVVSVFL-———— NEM
60 70 80 90 100
40 50 60 70 80

PAT TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYD
gi]|711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK
110 120 130 140 150 160

gi ] 711 GTCETSNNFRCNRKI IGARSYHIGRP I SPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY
170 180 190 200 210 220

>>gi]158121995]gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.8 bits: 17.6 EQ: 94
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (31-56:52-78)

10 20 30 40 50
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PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRT-EPQTPQEW I DDLERLQDRYPWLVAE
gi 158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH IRQRVEKEQEQEQDEYPY 1QRG
30 40 50 60 70 80

60 70 80
PAT___ VEGVVAGIAYAGPWKARNAYD
gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ I LQNQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

>>qi]83754241|pdb]2B5S|B Chain B, Crystal Structure Of P (92 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.6 bits: 16.8 EQ): 96
Smith-Waterman score: 42; 24.1% identity (565.2% similar) in 29 aa overlap (6-34:62-90)

10 20 30
PAT RRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTE
gi 837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT
40 50 60 70 80 90
40 50 60 70 80

PAT PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYD
gi]837 K
>>qi1 132363467 |sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)

initn: 36 initl: 36 opt: 36 Z-score: 66.5 bits: 14.1 EQ: 98
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:1-14)

40 50 60 70 80
PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYD
gi|323 GVLFNIQYVNYWFAP

10

>>gi|256427]|gb|AAB23463.1] CG4 beta-conglycinin [Glycine (439 aa)
initn: 44 initl: 44 opt: 47 Z-score: 66.5 bits: 19.0 EQ: 98
Smith-Waterman score: 47; 28.0% identity (562.0% similar) in 50 aa overlap (14-56:17-66)

10 20 30 40 50
PAT RRPVE IRPATAADMAAYC -~~~ ——— DIVNHY IETSTVNFRTEPQTPQEWIDDLERLQ
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN
10 20 30 40 50 60

60 70 80

PAT DRYPWLVAEVEGVVAG I AYAGPWKARNAYD

gi]256 KéSﬁQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP
70 80 90 100 110 120

>>gi]110644964|gb|ABG81318.1] pollen profilin variant 7 (130 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ: 99
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi]110 MVIQGEPGAVIRGKKGSGG I TVKKTGQAMVVG I YDEPMTPGQCNMVVERLGDYLLNRA
80 90 100 110 120 130
60 70 80

PAT VEGVVAGIAYAGPWKARNAYD

>>gi]110644952|gb|ABG81312.1] pollen profilin variant 1 (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ: 99
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25)

10 20 30 40 50 60
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PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEV
gi|110 MSWQTYVDEHLMCE 1 EGHHLSSAA1VGHDGAVWAQSTAFPQFKPEEMTN I IKDFD
10 20 30 40 50

>>gi]2415702]emb]CAA70610.1] profilin 4 [Phleum pratense (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ: 99
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25)

10 20 30 40 50 60

PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV

gi]241 MSWQTYVDEHLMCE IEGHHLASAATLGHDGTVWAQSADFPQFKPEEI TG IMKDFD
10 20 30 40 50

>>qi1]110644962|gb]ABG81317.1] pollen profilin variant 6 (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ): 99
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124)

10 20 30 40 50
PAT RRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAE
gi 110 MVIQGEPGAVIRGKKGSGG I TVKKTGQAMVVG I YDEPMTPGQCNMVVERLGDYLLEQGL
80 90 100 110 120 130
60 70 80

PAT VEGVVAGIAYAGPWKARNAYD
>>qi]464471]sp|P35079.1|PROF1_PHLPR RecName: Full=Profil (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ: 99
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25)

10 20 30 40 50 60

PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV

gi 464 MSWQTYVDEHLMCE I EGHHLASAA I LGHDGTVWAQSADFPQFKPEE I TG IMKDFD
10 20 30 40 50

>>gi]14161635]gb]AAK54834.1] profilin [Musa acuminata] (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ: 99
Smith-Waterman score: 43; 36.4% identity (68.2% similar) in 22 aa overlap (30-51:103-124)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi]141 MVIQGEPGAVIRGKKGSGGVTIKKTNLALIIGIYNEPMTPGQCNMVVERLGDYLFDQGF
80 90 100 110 120 130
60 70 80

PAT VEGVVAGIAYAGPWKARNAYD
>>q1]261260074|sp|P84177.2|PROF1_CITSI RecName: Full=Pro (131 aa)
initn: 40 initl: 40 opt: 43 Z-score: 66.4 bits: 17.2 EQ: 99
Smith-Waterman score: 43; 31.2% identity (59.4% similar) in 32 aa overlap (20-51:93-124)

10 20 30 40
PAT RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERL
gi]261 TGLFLGGTKYMVIQGEAGAV IRGKKGSGG I IVKKTNQAL I IGIYDEPLTPGQCNMIVERL
70 80 90 100 110 120
50 60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARNAYD

gi|261 GDYLIEQGL
130

>>qi1]2415700]emb|CAA70609.1] profilin 3 [Phleum pratense (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ): 99
Smith-Waterman score: 43; 23.8% identity (71.4% similar) in 21 aa overlap (10-30:5-25)
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10 20 30 40 50 60
PAT___ RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEV
gi|241 MSWQTYVDEHLMCE I EGHHLASAA I FGHDGTVWAQSADFPQFKPEE 1 TG IMKDLD
10 20 30 40 50

>>gi]110644956|gb|ABG81314.1] pollen profilin variant 3 (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ): 99
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi]110 MVIQGEPGAVIRGKKGSGG I TVKKTGQALVVGIYDEPMTPGQCNMVVERLGDYLLKQGL
80 90 100 110 120 130
60 70 80

PAT VEGVVAGIAYAGPWKARNAYD
>>qi1]110644954|gb]ABG81313.1] pollen profilin variant 2 (131 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.4 bits: 17.2 EQ): 99
Smith-Waterman score: 43; 40.9% identity (63.6% similar) in 22 aa overlap (30-51:103-124)

10 20 30 40 50
PAT RRPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAE
gi 110 MVIQGEPGAVIRGKKGSGG I TVKKTGQAMVVGIYDEPMTPGQCNMVVERLGDYLLEQGL
80 90 100 110 120 130
60 70 80

PAT VEGVVAGIAYAGPWKARNAYD
>>gi]25361513|gb|AAN73248.1] helix-loop-helix protein [F (450 aa)
initn: 38 initl: 38 opt: 47 Z-score: 66.3 bits: 19.0 EQ: le
Smith-Waterman score: 47; 40.9% identity (72.7% similar) in 22 aa overlap (25-46:213-232)

10 20 30 40 50
PAT RRPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi1]253 NVSGHPTHLEHSSTNPNSFHYEHN IVSPSS IHPSTAHFDGE--VPSQWDDSLGHGASTPK
190 200 210 220 230 240
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAYD
gi]253 VRTPSHHVSSNPWAE INEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSS
250 260 270 280 290 300

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:35 2011 done: Wed Jan 19 14:40:36 2011
Total Scan time: 0.070 Total Display time: 0.050

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

# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/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>>>PAT 16 -85 - 80 aa
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491
sequences

opt EQ
< 20 2 i=



22 0 0: one = represents 3 library sequences
24 0 0:
26 0 0:
28 4 0:==
30 12 2:
32 14 8:
34 27 22:
36 47 44:
38 85 73: *
40 92 : *
42 137 *
44 134 *
46 117 *
48 112 *
50 145
52 118 *
54 79 *
56 52 *
58 57 *
60 43
62 46
64 46
66 23
68 16
70 14 :
72 15 :
74 8 :
76 4 8:==*
78 20 Br=*=====
80 9 5i=*=
82 5 3:*=
84 1 3:*
86 1 2:*
88 1 2:* inset = represents 1 library sequences
90 1 1:*
92 0 1:* o*
94 0 1:* o*
96 2 1:* t*=
98 1 0:= *=
100 0 0: *
102 0 0: *
104 0 0: *
106 0 0: *
108 0 0: *
110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
118 0 0: *
>120 1 0:= *=
339008 residues in 1491 sequences
Statistics: Expectation_n fit: rho(In(x))= 3.39540.00344; mu= 16.3113 0.180

mean_var=39.726210.614, 0"s: 2 Z-trim: 3 B-trim: 57 in 1/43

Lambda= 0.203487

Kolmogorov-Smirnov statistic: 0.0285 (N=29) 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:
Scan time: 0.080

32

The best scores are:
gi|5059162|gb|AAD38942.1]|AF144060_1 alpha-amylase
gi|18615]emb|CAA26723.1] unnamed protein product [
gi]51316532|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=P
gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glyc
gi|66840994|emb|CAI64396.1] serine carboxypeptidas
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=
gi]219806590]|dbj | BAH10150.1] tropomyosin [Neptunea
gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arac
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno
gi]208605344 |emb|CAR82265.1] D-type LMW glutenin s

( 496)
( 495)
( 110)
( 495)
( 260)
( 444)
( 284)
( 219)
( 440)
( 359)

opt bits
87 30.

NP ONOOUINE N

E(1491)

0.035

1.

2
4.
6

o

NNO~NWAONO
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gi]14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=
gi|897811|emb|CAA24933.1] unnamed protein product
gi]15886861|emb]|CAC85911.1] arginine kinase [Plodi
gi]47606048|sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp
gi|170708|gb|AAA34274.1] gamma-gliadin B precursor
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu
gi]5712199]gb|AAD47382.1] glycinin [Arachis hypoga
gi]199732457|gb]ACH91862.1] arachin Arah3 isoform
gi]21314465]|gb | AAM46958.1|AF510854_1 allergen Arah
gi1]2832430]emb | CAAO5978.1] prohevein [Hevea brasil
gi]158342650|gb]ABW34946.1] hevein [Hevea brasilie
gi]123062]sp|P02877.2|HEVE_HEVBR RecName: Full=Pro
gi]32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C
gi]1588669|prf||2209273A Zm13
gi]47605808|sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=M
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi|543794|sp|P35747 .1|ALBU_HORSE RecName: Full=Ser
gi1]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi]99644635]emb ]| CAK22338.1] Der p 2 allergen precu
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp
gi1]114841671|dbj |BAF32137.1] pollen allergen [Cryp
gi]114841629|dbj|BAF32116.1] pollen allergen [Cryp
gi]114841641|dbj|BAF32122.1] pollen allergen [Cryp
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]114841653|dbj|BAF32128.1] pollen allergen [Cryp
gi]114841607|dbj | BAF32105.1] pollen allergen [Cryp
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp
gi1]114841635|dbj |BAF32119.1] pollen allergen [Cryp
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp
gi]1171004]|sp|P43212.1]PGLR2_CRYJA RecName: Full=P
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp
gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1850540|gb|AAB48041.1] ribosomal P2 phosphoprot
gi]62484809|emb]CA178902.1] putative gamma-gliadin
gi]85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P
gi]9929163|emb|CAC05258.1] Cup a 3 protein [Cupres
gi]27462836|gb| AA015607.1|AF462190_1 glutathione S
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1
gi 138456230 gb|AAR21075.1] PR5 allergen Cup s 3.3
gi|9087177|sp|P81295.1|PRR3_JUNAS RecName: Full=Pa
gi]38456228|gb|AAR21074.1] PR5 allergen Cup s 3.2
gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2
gi]223403273|gb]ACM89179.1] sarcoplasmic calcium-b
gi|55859466 | emb|CAI05848.1] mite allergen Der f 2
gi]1063270]|dbj |BAA11251.1] gamma-gliadin precursor
gi]14285595]|sp|004004.1|NLTP6_AMBAR RecName: Full=
gi]44409474|gb|AAS47036.1] major cherry allergen P
gi]139002766|dbj |BAF51970.1] thaumatin-like protei
gi|170738|gb|AAA34289.1] gamma-gliadin [Triticum a
gi]170736]gb|AAA34288.1] gamma-gliadin [Triticum a
gi|741844|prf]|2008179A major allergen Par j 1
gi|18609]|emb|CAA26575.1] unnamed protein product [
gi]18637]|emb|CAA33216.1] glycinin subunit G2 [Glyc
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus
gi]14423814|sp| QOM5X7 . 1 INLTP_MALDO RecName: Full=N
gi | 50659859 | gb|AAT80649.1] lipid transfer protein
gi]534900|emb | CAA54695.1] 1 Sc2 [Betula pendulal
gi]1321726]emb|CAA96544 1] major allergen Bet v 1
gi]261407]gb|AAB24432_.1] Aln g | [Alnus glutinosa]
gi|44409496|gb|AAS47037.1] major cherry allergen P
gi]1321714|emb]|CAA96546.1] major allergen Bet v 1
gi]44409451|gb|AAS47035.1] major cherry allergen P
gi]114841683|dbj |BAF32143.1] pollen allergen [Cham
gi]14423860|sp| QOM7NO.1|PROF3_HEVBR RecName: Full=
gi]28881455]|emb | CAD46560.1] profilin [Malus x dome
gi]190684061|gb]ACE82291.1] profilin [Triticum aes
gi]170743|gb|AABO2788.1] HMW glutenin subunit Ax2*
gi|21743|emb|CAA43331.1] high molecular weight glu
gi]204324083|gb]AC101048.1] arginine kinase [Bomby

AAAAAAAAAAAAAAAAA
N
o
s
Y

( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
514)
514)
145)
113)
285)
267)
199)
219)
225)
225)
225)
225)
225)
193)
146)
279)
118)
160)
225)
327)
251)
143)
485)
485)
115)
115)
115)
159)
160)
160)
160)
160)
160)
419)
131)
131)
131)
815)
( 830)
( 355)
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gi]1398916]dbj |BAA07712.1] allergenic protein [Ory
g1 224036293 | pdb|3C3V]A Chain A, Crystal Structure
gi]4138173|emb|CAA09884.1| allergen [Malassezia sy
gi]736319]emb|CAA27052.1] glutenin [Triticum aesti
gi]289742475|gb]ADD19985.1] antigen 5 precursor [G
gi]40807635]|gb|AAR92223.1| phytocystatin [Actinidi
gi]|83715934|dbj | BAE54432.1] tropomyosin [Ommastrep
gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes
gi 83715928 |dbj |BAE54429.1] tropomyosin [Sepia esc
gi 83715930 dbj | BAE54430.1] tropomyosin [Sepioteut
gi]83715936|dbj | BAES54433.1] tropomyosin [Octopus v
gi]42559556|sp| 096764 2] TPM_CHIKI RecName: Full=Tr
gi]209484145|gb]AC147547.1] nonspecific lipid tran
gi]258588247 | pdb | 3EHK]A Chain A, Crystal Structure
gi]113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po
gi]166443|gb|AAA32669.1] antigen E [Ambrosia artem
gi]23894244|emb|CAD23614.1] tri m 2 allergen [Arth
gi|170702|gb|AAA34272.1] gamma gliadin precursor [
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P
gi]1352237|sp|P49278.1]|ALL2_DERPT RecName: Full=Mi
gi]208605346|emb]CAR82266.1] D-type LMW glutenin s
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60
gi]9954251 | gb | AAGO8988.1|AF216519_1 tropomyosin [P
gi 132363467 |sp| |P82946_4 [Segment 4 of 4] Major po
gi]158121995|gbJABW17159.1] Ara h 7 allergen precu
gi 83754241 |pdb|2B5S|B Chain B, Crystal Structure

gi]71153243|sp| Q39547 .1|CUCM1_CUCME RecName: Full=

>>gi]5059162]gb | AAD38942 1| AF144060_1 alpha-amylase

( 157)
( 510)
( 162)
( 838)
( 259)
( 116)
( 284)
( 284)
( 284)
( 284)
( 284)
( 285)
( 119)
( 531)
( 397)
( 397)
( 404)
( 302)
( 143)
( 146)
( 272)
( 113)
( 284)
( 15)
( 164)
C 92)
( 731)

[Der

(496
initn: 59 initl: 59 opt: 87 Z-score: 128.7 bits: 30.7 EQQ: 0.035

aa)
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (18-51:178-210)

10 20 30
PAT RPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLER
gi 505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL ID1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
50 60 70 80

PAT LQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi]505 1YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN

210 220 230 240 250

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 47 initl: 47 opt: 68 Z-score: 98.6 bits: 25.1 EQ:

260

1.6

Smith-Waterman score: 68; 30.4% identity (50.0% similar) in 46 aa overlap (34-79:113-157)

10 20 30 40

50

60

PAT EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPODRHOK I'YNSREGDL

90 100 110 120

70 80
PAT AGIAYAGPWKARNAYDW

130

140

gi 186 IAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG

150 160 170 180

190

>>gi]51316532|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho

200

(110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 97.2 bits: 22.7 EQ):

Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (13-72:4-64)

10 20 30 40

50

PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL

gi|513 AFLLAATLT I SSHMQEAGAVKFD I KNOCGYTVWAAGLPGGGKRLDQGQTWT

10 20 30

60 70 80

40

50
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PAT___ VAEVEGVVAGIAYAGPWKARNAYDW
gi|513 V----NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSD
60 70 80 90 100

>>gi]18635]emb]|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 45 initl: 45 opt: 66 Z-score: 95.4 bits: 24.5 EQQ: 2.5
Smith-Waterman score: 66; 30.4% identity (50.0% similar) in 46 aa overlap (34-79:113-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi | 186 SYTNGPQEIY 1QQGKG IFGMIYPGCPSTFEEPQQPQQRGQS—-SRPQDRHQK 1 YNFREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAYDW

gi 186 IAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]66840994|emb|CA164396.1] serine carboxypeptidase 11 (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 90.9 bits: 22.8 EQQ: 4.4
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (5-55:42-98)

10 20
PAT RPVE IRPATAADMA-———~— AVCD IVNHY- IETST
i 668 VGTFEFWWNHGLVSDDTYQRLREACLHDSF IHPSPACDAATDVATAEQGNIDMYSLYTPV
20 30 40 50 60 70
30 40 50 60 70 80

gi|668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM
80 90 100 110 120 130

>>gi]125987805]sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 88.1 bits: 23.0 EQQ: 6.3
Smith-Waterman score: 61; 26.3% identity (64.4% similar) in 57 aa overlap (56-55:228-284)

10 20
PAT RPVE IRPATAADMA-———— AVCDIVNHY-IETST
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSF IHPSPACDAATDVATAEQGNIDMYSLYTPV
200 210 220 230 240 250
30 40 50 60 70 80

gi 125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM
260 270 280 290 300 310

>>gi]219806590]dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 87.3 bits: 22.2 EQ): 7
Smith-Waterman score: 59; 33.3% identity (562.8% similar) in 36 aa overlap (31-66:29-64)

10 20 30 40 50 60

PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]219 MDL IKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFD
10 20 30 40 50

70 80
PAT GVVAGIAYAGPWKARNAYDW

gi]219 RVNEéLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATK
60 70 80 90 100 110

>>gi]22135348]|gh|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 85.5 bits: 21.5 E(Q: 8.8
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Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (27-76:21-62)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPVLVAEVE
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACOFQRLNAQRPDNR I ESE
10 20 30 40 50

70 80

PAT___ GVVAGIAYAGPWKARNAYDW
gi|221 G--——- GY IETWNPNNQEFECAGVAL SRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGL I

60 70 80 ) 100

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 83.4 bits: 22.1 EQ): 12
Smith-Waterman score: 58; 27.7% identity (565.3% similar) in 47 aa overlap (29-74:262-307)

10 20 30 40 50
PAT RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT YEQLADQYKQLAAK
240 250 260 270 280 290
60 70 80

PAT___ VEGVVAGIAYA-GPWKARNAYDW
gi|601 YPIVSIEDPFAEDDWéAWSYFYKTSGSDFQIVGDDLTVTNPEFIKKAIETKACNALLLKV
300 310 320 330 340 350

>>gi]208605344]|emb]|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 82.9 bits: 21.7 EQ): 12
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:79-98)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi|208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAYDW

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQIIPQQPQQPFLLESQQPFPQQPQQPFPQ
110 120 140 150 160

>>gi]14423730]sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 82.7 bits: 20.5 EQ): 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (40-66:83-110)

10 20 30 40 50 60
PAT____ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLER LQDRYPWLVAEVEGVVAGIAY
gi|l1l44 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMM
60 70 80 90 100 110

70 80
PAT AGPWKARNAYDW

gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]emb|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.8 bits: 19.7 EQ: 14
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:7-24)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi | 897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL
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70 80
PAT 1AYAGPWKARNAYDW

gi |897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
60 70 80 90

>>gi1]15886861]|emb|CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 81.3 bits: 21.4 EQ): 15
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (3-53:64-114)

10 20 30
PAT RPVE IRPATAADMAAVCD IVNHY IETSTVNER
gi|158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAQQ@FADLFDPIIEDYHNéﬁk
40 50 60 70 80 90
40 50 60 70 80
PAT___ ~TEPQTPQEW IDDLERLQDRYPWLVAEVEGVVAG I AYAGPHKARNAYDI

gi]158 KTDKHPPKNW GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>qi 47606048 sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=Poly (507 aa)
initn: 42 initl: 42 opt: 57 Z-score: 81.0 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (35-80:97-140)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVQNNLVFYGPCQPHFSFkaéfiA
70 80 90 100 110 120
70 80

PAT___ GIAYAGPWKARNAYDW
gi|476 ——AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP
130 140 150 160 170 180

>>qi1]114841617|dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 57 Z-score: 80.9 bits: 21.9 EQ): 16
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (563-80:114-139)

30 40 50 60 70 80
PAT____ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi]l14 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA——AYQNPASWKNNRIWLQ

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|170708|gb|AAA34274.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.8 bits: 21.0 EQ: 16
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (16-54:6-44)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVE
gi|170 MKTLLlLT|LAMAlT|AfANMéAbﬁéGQVQWPQQQPFLQPHQPFSQQPQQ
10 20 20 50

70 80

PAT GVVAGIAYAGPWKARNAYDW

gi]170 IFPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPF
70 100 110

>>gi1]190684059|gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 80.8 bits: 20.6 EQ: 16
Smith-Waterman score: 54; 17.9% identity (55.1% similar) in 78 aa overlap (2-71:39-115)



10 20 30
PAT RPVE IRPATAADMAAVCD IVNHY IETSTVNE
gi 190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT___ R----TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAG I AYAGPWKARNAYDW
gi 190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYP IMADPDRSAIKQLNMVDPDEKDGQGQLPSR
70 80 90 100 110 120

gi]190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPG
130 140 150 160 170 180

>>gi]5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ): 16
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Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (27-76:19-60)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE
gi|571 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESE
10 20 30 40

70 80
PAT___ GVVAGIAYAGPWKARNAYDW
Qi 571 G-—mn GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGLI

50 60 70 80 90 100

>>gi]199732457|gb]ACHI91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ: 16

Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (27-76:19-60)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVE
i 199 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESE
10 20 30 40

70 80
PAT___ GVVAGIAYAGPWKARNAYDW
9i]199 G-———- GY I ETWNPNNQEFECAGVAL SRLVLRRNALRRPEYSNAPQE I F1QQGRGYFGLI

50 60 70 80 90 100

>>gi]21314465|gb | AAM46958 .1 |AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.7 bits: 21.9 EQ: 16

Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (27-76:19-60)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE
gi|213 MGKLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESE
10 20 30 40

70 80
PAT___ GVVAGIAYAGPWKARNAYDW
gi]213 G-———- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGLI

50 60 70 80 90 100

>>0g1]2832430]emb | CAA05978.1| prohevein [Hevea brasiliens (187 aa)
initn: 53 initl: 53 opt: 53 Z-score: 80.0 bits: 20.3 EQ): 18

Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:74-90)

40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW
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gi]283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
50 60 70 80 90 100

g1 ]283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
110 120 130 140 150 160

>>gi]158342650|gb|ABW34946.1] hevein [Hevea brasiliensis (204 aa)
initn: 53 initl: 53 opt: 53 Z-score: 79.6 bits: 20.3 EQ: 19
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:91-107)

40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

i | 158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
70 80 90 100 110 120

g1 ]158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
130 140 150 160 170 180

>>qi1]123062]|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev (204 aa)
initn: 53 initl: 53 opt: 53 Z-score: 79.6 bits: 20.3 EQ: 19
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:91-107)

40 50 60 70 80

PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

gi 123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
70 80 90 100 110 120

gi]123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV
130 140 150 160 170 180

>>gi 132363456 | sp|P81729.1]CHAL_BRARA RecName: Full=Chiti (91 aa)
initn: 50 initl: 50 opt: 50 Z-score: 79.1 bits: 19.1 EQ: 20
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (67-80:53-66)

40 50 60 70 80
PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi]323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL

30 40 50 60 70 80
gi]323 RTNAAVTVR

90
>>gi]1588669|prf||2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 79.0 bits: 19.9 EQ: 20
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (37-71:109-143)

10 20 30 40 50 60
PAT___ PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGI
gi|158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL
80 90 100 110 120 130

70 80

PAT AYAGPWKARNAYDW
gi]158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>gi 47605808 sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.7 bits: 19.5 EQ): 21
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (20-60:25-65)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWL
i |476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60
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60 70 80

PAT VAEVEGVVAGIAYAGPWKARNAYDW
gi|476 KIéibQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>gi]3941386]gb]AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.6 bits: 19.5 EQ): 21
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (8-29:3-24)

10 20 30 40 50 60

PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi|394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV IHRGTAFQLEAVFDANQNSNA
10 20 30 40 50

>>qi|543794|sp|P35747 .1|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.4 bits: 21.7 EQ): 22
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (7-29:326-348)

10 20 30
PAT RPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQ
i |543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKE I CKHYKDAKDVFLGTFLY
300 310 320 330 340 350
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

gi]543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>gi]164415595|gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 51 Z-score: 78.2 bits: 19.6 EQ: 22
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (8-77:13-88)

10 20 30 40
PAT RPVEIRPATAADMAAVCDIVNHY IETSTVN--FRTEP----- QTPQEWIDDLERL
gi]164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60
50 60 70 80

PAT QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi]164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110

>>g1]99644635]emb | CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.6 EQ: 22
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (8-29:14-35)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi 996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDW
gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi1]114841665|dbj |BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDW
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gi|114 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPHFTFKVDGI IA--AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841663]dbj |BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841671|dbj |BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841641]dbj|BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]24898904]|dbj|BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200



Dow AgroSciences LLC
Study ID: 110330
Page 150

>>gi]114841653|dbj |BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (563-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841607]dbj|BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841657]dbj |BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>qi1]114841635|dbj |BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (563-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0g1]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|1171004|sp|P43212.1]|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
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90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0q1]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (53-80:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>qi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.6 bits: 19.3 EQ: 27
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (8-29:13-34)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWL
gi 144 MYKILCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAYDW
gi|144 QNSNAAKIEIKATIDGVE IDVPGIDNNLCHFMKCPLVKGQEYD IKYTWNVPR I APKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.4 bits: 18.9 EQ): 28
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (45-73:32-61)

20 30 40 50 60 70
PAT AVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAG IAYAGPWK

10 20 30 40 50 60

80
PAT ARNAYDW
gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>0g1]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 76.2 bits: 20.2 EQ: 29
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (35-54:113-130)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP-~EQPQOPFPWQQPTIQLYLQ
90 100 110 120 130 140
70 80

PAT___ GIAYAGPWKARNAYDW
gii | 624 QQLNPCKEFLLQQCRPVSLLSYLWSK 1VQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>gi1]85701146 | sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 74.9 bits: 19.8 EQ: 34
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (12-41:195-223)
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10 20 30 40
PAT RPVEIRPATAADNAAVCDIVNHY IETSTVNFRTEPQTPQEN
gi|857 IANFPQEQTSYNVAKAGCIHMARSLANEWRbFARVNSISPGQiD%GLSDF VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDW

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>gi]9929163|emb|CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.9 bits: 19.4 EQ: 34
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:116-126)

10 20 30
PAT RPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 992 QSDQDYYDVSLVDGENIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190

>>gi]27462836]|gb]AA015607.1|AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.4 EQ): 36
Smith-Waterman score: 50; 37.5% identity (564.2% similar) in 24 aa overlap (40-63:47-70)

10 20 30 40 50 60
PAT___ AADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi|274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYYIEGDVKLTQSI
20 30 40 50 60 70

70 80
PAT GPWKARNAYDW

gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>gi]38456222|gh]AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:142-152)

10 20 30
PAT RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi|384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAbINAV&PSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456230]gb]AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 51; 27.7% identity (560.8% similar) in 65 aa overlap (13-72:11-71)

10 20 30 40 50
PAT___ RPVEIRPATAADNAAVCDIVNHY IETSTVNFRTEPQTPQE-IIDDL ----ERLQDRYPIL
gi|384 MARVSELALLLVATSAISLHMQEAGAVK#DIKNQCRYTVWAAGLPGGGKéLDQGQTWT
10 20 30 40 50
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60 70 80
PAT VAEVEGVVAGIAYAGPWKARNAYDW

60 70 80 90 100 110

>>gi]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (13-72:11-71)

10 20 30 40 50
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL

gi]908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT
10 20 30 40 50

60 70 80
PAT VAEVEGVVAGIAYAGPWKARNAYDW

60 70 80 90 100 110

>>gi]38456228]|gb]AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (13-72:11-71)

10 20 30 40 50
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWL

gi|384  MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT
10 20 30 40 50

60 70 80
PAT VAEVEGVVAG IAYAGPWKARNAYDW

60 70 80 90 100 110

>>gi]38456224|gh]AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:142-152)

10 20 30
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

g1 ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]223403273]gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.5 bits: 19.1 EQ): 40
Smith-Waterman score: 49; 31.0% identity (565.2% similar) in 29 aa overlap (45-73:162-190)

20 30 40 50 60 70
PAT AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

gi]223 TRSAFAEVKE IDDAYNKLTTEDDRKAGGLTLERYQDLYAQF I SNPDESCSACYLFGPLKV
140 150 160 170 180 190

80
PAT RNAYDW

gi]223 VQ

>>gi]55859466]|emb]CA105848.1] mite allergen Der f 2 [Der (146 aa)
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initn: 48 initl: 48 opt: 48 Z-score: 73.4 bits: 18.7 EQ: 41
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (8-30:14-36)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD I VNHY 1ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
i 1558 MISKILCLSLLVAAVVADQVDVKDCANHE IKKVMVDGCHGSDPC I IHRGKPENLEATFDA
10 20 30 40 50 60

60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDW
gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>qi]1063270]dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 73.1 bits: 19.6 EQ: 43
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (32-53:71-92)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi|106 PHQPQQOFSQPQQPQQQF 1QPQQPFPQOPQQTYPORPOQPFPQTOQPQOPFPQSQQPQQP

50 60 70 80 90 100

70 80

PAT___ VVAGIAYAGPWKARNAYDW

gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSL 1QQSLQQQLNPCKNFLLQQCKPVSLYSSLWSMILP
110 120 130 140 150 160

>>qi]14285595]sp| 004004 . 1INLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.0 bits: 18.3 EQ): 43
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (9-35:66-92)

10 20 30
PAT RPVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQTP
i |142 1LAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNC IKELTKS IAYDPKRMPLLS
40 50 60 70 80 90
40 50 60 70 80

PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi]|142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>qi]44409474|gb|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 48 Z-score: 72.9 bits: 18.7 EQ: 44
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (4-57:102-154)

10 20 30

PAT RPVE IRPATAADMAAVCD I VNHY IETSTVNFRT

gi 444 1DGLDKDNFVYSYSLVEGDALSDKVEKISYE IKLVASADGGSI IKSTSNYHTTGDVE IKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi | 444 EDVKAGKEKATGLFKLIENY--LVANPDAYN
140 150 160

>>qi1]139002766|dbj |BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 72.7 bits: 19.2 EQ): 45
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:142-152)

10 20 30
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQ

gi]139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAﬁACKADVNAVCPAELKVDGGCKSACAAFQT
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120 130 140 150 160 170

40 50 60 70 80
PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi 170738 gb|AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.3 bits: 19.6 EQ: 47
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (35-55:121-141)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQ
100 110 140 150
70 80

PAT GIAYAGPWKARNAYDW

gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD
170 180 190 200 210

>>gi 170736 gb|AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 72.1 bits: 19.2 EQ: 48
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (16-54:6-44)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE
gi|170 MKTLLlLT|LAMAlT|éfANMé&bﬁééQVQWPQQQPVPQPHQPFSQQPQQ
10 20 30 40 50

70 80

PAT GVVAGIAYAGPWKARNAYDW

gi]170 TFPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLF
100 110

>>qi|741844|prf]|2008179A major allergen Par j 1| (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 72.0 bits: 18.4 EQ): 49
Smith-Waterman score: 47; 40.9% identity (69.1% similar) in 22 aa overlap (32-53:111-130)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi | 741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP-~RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT VVAG IAYAGPWKARNAYDW

gi | 741 FSTLG
140

>>gi]18609]emb]|CAA26575.1] unnamed protein product [Glyc (485 aa)
initn: 42 initl: 42 opt: 51 Z-score: 71.7 bits: 20.1 EQ: 51
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (34-79:110-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPODRHOKVHRFREGDL
80 90 100 110 120 130

70 80
PAT____ AGIAYAGPWKARNAYDW

gi 186 ITAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 1 190
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>>gi]18637]emb]CAA33216.1] glycinin subunit G2 [Glycine (485 aa)
initn: 42 initl: 42 opt: 51 Z-score: 71.7 bits: 20.1 EQ: 51
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (34-79:110-154)

10 20 30 40 50 60
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

i |186 SYTNGPQEIY 1QQGNG I FGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHOKVHRFREGDL
80 90 100 110 120 130

70 80
PAT___ AGIAYAGPWKARNAYDW

gi]186 IAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 180 190

>>gi]38492338]|gh]AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ: 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:85-109)

10 20 30
PAT RPVE IRPATAADMAAVCD I ~VNHY IETSTVNFRT
gi|384 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKIS%é%NCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi|384 K
>>gi]|14423814|sp|QIM5X7 . 1NLTP_MALDO RecName: Full=Non-s (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:85-109)

10 20 30
PAT RPVEIRPATAADMAAVCD I -VNHY IETSTVNFRT
gi|144 IRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKIS%é%NCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi|144 K
>>gi 50659859 ghb|AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ: 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:85-109)

10 20 30

PAT RPVEIRPATAADMAAVCDI VNHYIETSTVNFRT
gi | 506 IRTINSLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV

60 70 80 90 100 110

40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi|506 K
>>gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)

initn: 44 initl: 44 opt: 47 Z-score: 71.4 bits: 18.4 EQ: 53
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (39-65:68-92)

10 20 30 40 50 60
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
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gi 534 VSCVENIEGNGGPGT IKK I TFPEGSPFKYVKERVDEVDRVNFKYSYSV-- IEGGAVGDTL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYDW
gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ I KASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>gi]1321726]emb] CAA96544._.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (39-67:69-95)

10 20 30 40 50 60
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

i |132 I1SSVENIEGNGGPGT IKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYDW

gi]132 EKVCNEIKIVAAPDGGS I LKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]261407]gb]AAB24432.1] Aln g 1 [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (39-67:69-95)

10 20 30 40 50 60
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

i |261 VSSVENIEGNGGPGT IKK I TFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYDW

gi]261 EKVCNEIKIVAAPDGGS I LKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>g1i 44409496 gb]AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (4-57:102-154)

10 20 30
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRT
gi]444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSI IKSTSNYHTTGDVEIKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi |444 EDVRAGKEKATGLFKL IENY--LVANPDAYN
140 150 160

>>gi]1321714]emb] CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (39-67:69-95)

10 20 30 40 50 60
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi]132 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV--1EGGAVGDAL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYDW
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gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>qi]44409451|gb|AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (4-52:102-151)

10 20 30
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRT
gi|444 I1DGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGS I IKSTSNYHTTGDVE IKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi |444 EDVKAGKEKATGLFKL IENYLAANPDACN
140 150 160

>>qi1]114841683|dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 37 initl: 37 opt: 50 Z-score: 70.9 bits: 19.7 EQ: 56
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (35-80:66-109)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI -
40 50 60 70 80 90
70 80

PAT GIAYAGPWKARNAYDW
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGV IDGQGQQWWAGQCKVVNGRTVCNDRNRP
100 110 120 130 140 150

>>0qi]14423860]sp|Q9M7NO.1]PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 18.0 EQ): 57
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (9-29:5-25)

10 20 30 40 50 60

PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi|l1l44 MSWQTYVDEHLMCD IDGHHLTAAAT 1 GHDGSVWAQSSSFPQFKPEEVAAIMKDFDE
10 20 30 40 50

>>gi]28881455]emb|CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (27-50:101-124)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLY
gi 288 KYMVIQGEPGVV IRGKKGPGGVTVKKSTMASL 1G1YDEPMTPGQCNMVVERLGDYL I1EQG
80 90 100 110 120 130

60 70 80

PAT AEVEGVVAGIAYAGPWKARNAYDW

gi]2ss L

>>gi]190684061|gb]ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (34-53:108-126)

10 20 30 40 50 60
PAT EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGb—QéVEQGF
80 90 100 110 120 130
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70 80
PAT AGIAYAGPWKARNAYDW

>>qi]170743|gb|AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.5 bits: 20.6 EQ: 59
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:721-738)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQ&ééWLéPRQGQQGYYPTSPQQSGQGQQL

700 710 720 730 740 750

70 80
PAT 1AYAGPWKARNAYDW

gi | 170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>qi1]21743|emb|CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.4 bits: 20.6 EQ: 60
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (36-53:736-753)

10 20 30 40 50 60
PAT____ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL

70 80
PAT 1AYAGPWKARNAYDW

gi |217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>0g1i1]204324083|gb]ACI101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.2 bits: 19.4 EQ: 61
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (3-53:64-114)

10 20 30
PAT RPVE IRPATAADMAAVCD I VNHY IETSTVNFR
gi 204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAEéQéQFAELFDPIIEDYHNéﬁk
40 50 60 70 80 90
40 50 60 70 80
PAT___ ~TEPQTPQEW IDDLERLQDRYPWLVAEVEGVVAG I AYAGPHKARNAYDI

gi|204 KTDKHPPKNW GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>qi1]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.9 bits: 18.1 EQ): 64
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (17-71:91-153)

10 20 30 40
PAT RPVEIRPATAADMAAVCDIVNHYIETSTVNFRT EPQTPQEWI———
gi]139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRIIYREERAADAGHPMAEVFRG
70 80 90 100 110 120
50 60 70 80
PAT ———DDLERLQDRYPWLV AEVEGVVAGIAYAGPWKARNAYDW

gi]139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150

>>qi1]224036293|pdb]3C3V]A Chain A, Crystal Structure OFf (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 69.9 bits: 19.8 EQ: 64
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (29-76:1-40)
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10 20 30 40 50 60

PAT___ RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVE

gi|224 iéﬁé———QQ#EéNAC@#é&LNAQRPDNR|ESE
10 20

70 80
PAT GVVAGIAYAGPWKARNAYDW

gi]224 G-———- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGLI
30 40 50 60 70 80

>>qi]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)
initn: 46 initl: 46 opt: 46 Z-score: 69.7 bits: 18.1 EQ): 65
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (4-17:25-38)

10 20 30
PAT RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ
gi]413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML
10 20 30 40 50 60
40 50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW

gi]413 QGGDFTAGNGTGGKS1YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>gi]736319]emb|CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 68.8 bits: 20.3 EQ: 73
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (31-53:153-175)

10 20 30 40 50 60
PAT___ RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi|736 YYPGQASPQRPGQGQQPGQGQQSGOGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG
130 140 150 160 170 180

70 80
PAT GVVAGIAYAGPWKARNAYDW

gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>qi1]289742475|gb|ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.8 bits: 18.6 EQ): 74
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (3-49:12-55)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY 1 ETSTVNFRTEPQTPQEW I DDLERLQDR
gi 289 MNFVLATLSLLlLLSAAVéAb?CéLéb——NHVACVMQNV#@éGCPSGAKM|D LNkYQST
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARNAYDW

gi1]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>qi]40807635]|gb|AAR92223.1| phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.3 bits: 17.4 EQ): 78
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (6-72:33-104)

10 20 30
PAT RPVEIRPATAADMAAVCDIVNHYIETSTVNFRTEP
gi]408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60

40 50 60 70 80
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PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG-—-— 1 AYAGPWKARNAYDW
i ]408 QY-QSVVRGYTQVVAGTNYRLVIAAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV
70 80 90 100 110

>>gi]83715934|dbj | BAE54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT 1AYAGPWKARNAYDW

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715932|dbj | BAE54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

i 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER I DLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDW

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi|83715928|dbj | BAE54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDW

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715930]dbj | BAE54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT 1AYAGPWKARNAYDW

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715936]dbj | BAE54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
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Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (36-60:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi1]837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT 1AYAGPWKARNAYDW

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]42559556]|sp|096764.2| TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.2 bits: 18.7 EQ: 79
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (3-61:11-73)

10 20 30 40
PAT RPVEIRPATAADMAAVCDI ----VNHY IETSTVNFRTEPQTPQEWIDDLERL
gi]425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT
10 20 30 40 50 60
50 60 70 80

PAT QDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW

70 80 90 100 110 120

>>gi1]209484145]gb|AC147547.1] nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.2 bits: 17.4 EQ: 79
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (5-28:89-113)

10 20 30
PAT RPVEIRPATAADMAAVCDI-VNHY IETSTVNFRT
gi]209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi]209 K
>>qi]258588247 | pdb] 3EHK]A Chain A, Crystal Structure Of (531 aa)

initn: 44 initl: 44 opt: 49 Z-score: 68.1 bits: 19.5 EQ): 80
Smith-Waterman score: 49; 32.4% identity (568.8% similar) in 34 aa overlap (35-68:158-190)

10 20 30 40 50 60
PAT __ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
i |258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-ROLDRHOKTRRIREGDVVAIPA
130 140 150 160 170 180
70 80

PAT___ GIAYAGPWKARNAYDW
gi 258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>gi|113477]sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (24-63:87-126)

10 20 30 40 50
PAT RPVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
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60 70 80
PAT WLVAEVEGVVAG IAYAGPWKARNAYDW
gi]113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi1]166443|gb|AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (24-63:87-126)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD I VNHY 1ETSTVNFRTEPQTPQEW I DDLERLQDRYP
gi | 166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAYDW
gi]166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi]23894244|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 67.9 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (12-65:94-145)

10 20 30
PAT RPVE IRPATAADMAAVCD I VNH- - —-Y IETSTVNFRTEPQT
i |238 MRRSGSSKAMAGMQNKYSLGG I FRAYSGEFDDAMIKDISNHDDVDY 1 EPDFV-VRTSTNG
70 80 90 100 110 120

40 50 60 70 80

PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDW
gi]238 T-———- NLTRQENVPSWGLARVGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG

130 140 150 160 170

>>qi]|170702]gb|AAA34272_.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 67.9 bits: 18.7 EQ: 82
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (32-53:72-93)

10 20 30 40 50 60
PAT __ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi | 170 QPFCQQPQRTIPQPHQTFHHOPQQTFPQPQQTYPHQPQOQFPQTQOPQOPFPOPQQTFPQ

50 60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARNAYDW

gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 150 160

>>qi]47606039|sp|Q8H6L7 . 1] PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.2 bits: 17.5 EQ): 89
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (36-71:79-115)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA-

gi 476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPL%SNNGIKQQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAYDW

gi|476 éiRYANPIAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140
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>>gi]1352237|sp|P49278.1]ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.1 bits: 17.5 EQ: 91
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (8-29:14-35)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi|135 MMYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDW
gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>0g1]208605346 | emb | CAR82266.1| D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.9 bits: 18.4 EQ): 93
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (35-53:135-153)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLP
110 120 130 140 150 160

70 80

PAT___ GIAYAGPWKARNAYDW

gi]208 QQQQIPQQQQIPQQPQQIPQRQQIPQQPKQFPQQQFPQRQQFPQQQFPQQEFPQQQQFPQQ
170 180 190 200 210 220

>>gi]1173071]sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.9 bits: 17.1 EQ: 93
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (45-61:32-48)

20 30 40 50 60 70
PAT AVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

10 20 30 40 50 60

80
PAT RNAYDW
gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi1]9954251]|gb | AAGO8988.1|AF216519_1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.7 bits: 18.4 EQ: 95
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (40-60:139-159)

10 20 30 40 50 60
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA

110 120 130 140 150 160

70 80

PAT GPWKARNAYDW

gi]995 LAITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>qi 132363467 |sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.6 bits: 14.1 EQ): 96
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (61-74:1-14)

40 50 60 70 80
PAT FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
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gi]323 GVLFNIQYVNYWFAP
10

>>gi1]158121995|gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.5 bits: 17.6 EQ: 98
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (30-55:52-78)

10 20 30 40 50
PAT RPVE IRPATAADMAAVCD IVNHY 1 ETSTVNFRT-EPQTPQEW I DDLERLQDRYPWLVAE
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLORANLRPCEEH IRQRVEKEQEQEQDEYPY I1QRG
30 40 50 60 70 80

60 70 80

PAT___ VEGVVAGIAYAGPWKARNAYDW
gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ I LQNQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

>>qi]83754241|pdb]2B5S|B Chain B, Crystal Structure Of P (92 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.4 bits: 16.7 EQ: 99
Smith-Waterman score: 42; 24.1% identity (55.2% similar) in 29 aa overlap (5-33:62-90)

10 20 30
PAT RPVE IRPATAADMAAVCD I VNHY IETSTVNFRTE
gi 837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT
40 50 60 70 80 90

40 50 60 70 80

PAT PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDW
gi]837 K
>>gi]71153243|sp| Q39547 .1]CUCM1_CUCME RecName: Full=Cucu (731 aa)

initn: 44 initl: 44 opt: 49 Z-score: 66.3 bits: 19.7 EQ: 99
Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (3-79:82-151)

10 20 30
PAT RPVE IRPATAADMAAVCD I VNHY IETSTVNFR
i |711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKL TEEEAEK I ASMEGVVSVFL-———— NEM
60 70 80 90 100
40 50 60 70 80

PAT TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDW

gi|711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK
110 120 130 140 150 160

gi | 711 GTCETSNNFRCNRKI IGARSYHIGRP I SPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY
170 180 190 200 210 220

80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011
Total Scan time: 0.080 Total Display time: 0.040

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

# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/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
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1>>>PAT___ 7 - 86 - 80 aa
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491
sequences
opt EQ
< 20 2 :
22 0 one = represents 3 library sequences
24 0
26 0
28 4
30 10
32 16
34 28
36 45 T——————————————
38 87 *
40 90 *
42 140 *
44 129 *
46 117 *
48 118 *
50 146
52 118 *
54 79 *
56 51 *
58 57 *
60 43 : *
62 42 :
64 44 :
66 26 :
68 16 :
70 14 :
72 15 :
74 8 :
76 3 :
78 21 6:
80 9 5:
82 5 3:
84 1 3:
86 1 2:
88 1 2: inset = represents 1 library sequences
90 1 1:
92 0 1: :
94 0 1: :
96 2 1: :
98 1 0:= *=
100 0 0: *
102 0 0: *
104 0 0: *
106 0 0: *
108 0 0: *
110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
118 0 0: *
>120 1 0:= *=

339008 residues in 1491 sequences

Statistics: Expectation_n fit: rho(In(x))= 3.36600.00343; mu= 16.4525 0.179

mean_var=39.690110.629, 0"s: 2 Z-trim: 3 B-trim: 57 in 1/43

Lambda= 0.203579

Kolmogorov-Smirnov statistic: 0.0298 (N=29) 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: 0.070

The best scores are:

gi]5059162]gb|AAD38942 _1]|AF144060_1 alpha-amylase ( 496)
gi]18615]emb|CAA26723.1] unnamed protein product [ ( 495)
gi]51316532|sp|Q9LD79.2|PRR3_JUNVI RecName: Full=P ( 110)
gi]18635]emb]|CAA33215.1] glycinin subunit G1 [Glyc ( 495)

opt bits E(1491)

87 30.7
68 25.1
62 22.7
66 24.5

0.034
1.6

2

2.4
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gi 66840994 |emb|CA164396.1] serine carboxypeptidas
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=
gi]219806590|dbj | BAH10150.1] tropomyosin [Neptunea
gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arac
gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno
gi]208605344 |emb | CAR82265.1] D-type LMW glutenin s
0114423730 sp|P78983.2|HSP70_ALTAL RecName: Full=
gi]897811]emb|CAA24933.1] unnamed protein product
gi]15886861|emb|CAC85911.1] arginine kinase [Plodi
gi |47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full=
gi1]114841617|dbj |BAF32110.1] pollen allergen [Cryp
gi]170708]gb|AAA34274_.1] gamma-gliadin B precursor
gi]5712199]gb|AAD47382.1] glycinin [Arachis hypoga
gi]199732457|gb]ACH91862.1] arachin Arah3 isoform
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu
gi1]21314465]|gb|AAM46958.1]AF510854_1 allergen Arah
gi1]2832430]emb | CAA05978.1] prohevein [Hevea brasil
gi]158342650|gb|ABW34946.1] hevein [Hevea brasilie
gi]123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro
gi]32363456|sp|P81729.1]CHAL_BRARA RecName: Full=C
gi]1588669|prf||2209273A Zm13

gi |47605808|sp|Q7M1X5.1|LOLB_LOLPR RecName: Full=M
gi]3941386]gb|AAC82350.1] group 2 allergen Eur m 2
gi 543794 |sp|P35747 .1|ALBU_HORSE RecName: Full=Ser
gi]164415595|gb|ABY53034.1] Der p 2 allergen [Derm
gi]99644635]|emb | CAK22338.1] Der p 2 allergen precu
gi]114841665|dbj|BAF32134.1] pollen allergen [Cryp
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp
gi]114841671|dbj |BAF32137.1] pollen allergen [Cryp
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp
gi]114841641|dbj |BAF32122.1] pollen allergen [Cryp
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp
gi]114841653|dbj |BAF32128.1] pollen allergen [Cryp
gi]114841607|dbj |BAF32105.1] pollen allergen [Cryp
gi1]114841657|dbj |BAF32130.1] pollen allergen [Cryp
gi]114841635|dbj |BAF32119.1] pollen allergen [Cryp
gi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp
gi]|1171004|sp|P43212.1|PGLR2_CRYJA RecName: Full=P
gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp
gi]14423649|sp|Q9TZZ2.2|ALL2_EURMA RecName: Full=M
gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprot
gi]62484809]|emb|CA178902.1] putative gamma-gliadin
gi]85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P
gi]9929163]emb]|CAC05258.1] Cup a 3 protein [Cupres
gi]27462836]|gb|AA015607 .1]|AF462190_1 glutathione S
gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1
gi]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3
gi]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pa
gi 138456228 gb|AAR21074.1] PR5 allergen Cup s 3.2
gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2
01223403273 gb]ACM89179.1] sarcoplasmic calcium-b
gi 155859466 emb|CA105848.1] mite allergen Der f 2
gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor
gi]14285595|sp| 004004 .1 |NLTP6_AMBAR RecName: Full=
gi]44409474|gb|AAS47036.1] major cherry allergen P
gi]139002766|dbj |BAF51970.1] thaumatin-like protei
gi|170738|gb|AAA34289.1] gamma-gliadin [Triticum a
gi]170736]gb|AAA34288.1] gamma-gliadin [Triticum a
gi]741844|prf]|2008179A major allergen Par j |
gi]18609]emb|CAA26575.1] unnamed protein product [
gi]18637]emb|CAA33216.1] glycinin subunit G2 [Glyc
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus
0114423814 |sp| QOM5X7 .1 INLTP_MALDO RecName: Full=N
gi]50659859|gb|AAT80649.1] lipid transfer protein
gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula]
gi|1321726|emb|CAA96544.1] major allergen Bet v 1
gi]261407|gb]AAB24432.1] Aln g I [Alnus glutinosal
gi]44409496|gb|AAS47037.1] major cherry allergen P
gi]1321714]emb|CAA96546.1] major allergen Bet v 1
gi]44409451|gb|AAS47035.1] major cherry allergen P
0i1]114841683|dbj |BAF32143.1] pollen allergen [Cham

260)
444)
284)
219)
440)
359)
152)
101)
355)
( 507)
( 514)
( 291)
530)
530)
218)
538)
187)
204)
204)
91)
170)
134)
135)
607)
145)
146)
514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 514)
( 145)
( 113)
( 285)
( 267)
( 199)
( 219)
( 225)
( 225)
( 225)
( 225)
( 225)
( 193)
( 146)
( 279)
( 118)
( 160)
(

(

(

(

(

(

(

(

(

(

(

(

(

(

(

(

AN

AN

225)
327)
251)
143)
485)
485)
115)
115)
115)
159)
160)
160)
160)
160)
160)
419)

NADRMPADAMDMNDPMNOOORREPANONNWONROOAUIAUORARONOWWWWWWWWWWWWWWOONTUORPRWWWOOOOOROOMNNAONREUONOO®

Dow AgroSciences LLC
Study ID: 110330
Page 167



gi]14423860|sp|Q9M7NO. 1] PROF3_HEVBR RecName: Full= ( 131) 46 18.
gi]28881455]|emb | CAD46560.1] profilin [Malus x dome ( 131) 46 18.
gi]190684061|gb|ACE82291.1] profilin [Triticum aes ( 131) 46 18.
gi]170743|gb|AAB02788.1] HMW glutenin subunit Ax2* ( 815) 52 20.
gi]21743]emb|CAA43331.1] high molecular weight glu ( 830) 52 20.
gi]204324083|gb]AC101048.1] arginine kinase [Bomby ( 355) 49 19.

01224036293 | pdb|3C3V]A Chain A, Crystal Structure ( 510) 50 19.
gi]1398916]dbj |BAA07712.1] allergenic protein [Ory ( 157) 46 18.
gi]4138173]emb|CAA09884.1] allergen [Malassezia sy ( 162) 46 18.
gi]736319]emb|CAA27052_1] glutenin [Triticum aesti ( 838) 51 20.
gi]289742475|gb|ADD19985.1] antigen 5 precursor [G ( 259) 47 18.
gi]40807635|gb|AAR92223.1] phytocystatin [Actinidi ( 116) 44 17.
gi]83715934|dbj |BAES54432.1] tropomyosin [Ommastrep ( 284) 47 18.
gi|83715932|dbj | BAE54431.1] tropomyosin [Todarodes ( 284) 47 18.
gi]83715928|dbj |BAES4429.1] tropomyosin [Sepia esc ( 284) 47 18.
gi]83715930]dbj |BAES54430.1] tropomyosin [Sepioteut ( 284) 47 18.
gi]83715936|dbj |BAE54433.1] tropomyosin [Octopus v ( 284) 47 18.
gi]42559556|sp| 096764 .2| TPM_CHIKI RecName: Full=Tr ( 285) 47 18.
gi1]209484145|gb|ACI147547 .1] nonspecific lipid tran ( 119) 44 17.
gi1]258588247 | pdb | 3EHK]A Chain A, Crystal Structure ( 531) 49 19.

gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397) 48 19.
gi]166443|gb|AAA32669.1] antigen E [Ambrosia artem ( 397) 48 19.
gi]23894244|emb|CAD23614.1] tri m 2 allergen [Arth ( 404) 48 19.

NNORARMRPAOUNRRPRODMNNNSNNNDNORMRRPOMNODODOOO

gi]170702]gb|AAA34272_.1] gamma gliadin precursor [ ( 302) 47 18.
gi]47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143) 44 17.
gi]1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146) 44 17.
gi]208605346|emb | CAR82266.1] D-type LMW glutenin s ( 272) 46 18.
gi]1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113) 43 17.
gi ]| 76097507 |gb|ABA39436.1] Der ¥ 1 allergen precur ( 276) 46 18.
gi1]9954251 | gb | AAGO8988.1|AF216519 1 tropomyosin [P ( 284) 46 18.
gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major po ( 15) 36 14.
gi]158121995|gb]JABW17159.1] Ara h 7 allergen precu ( 164) 44 17.
gi]71153243|sp|Q39547.1]CUCM1_CUCME RecName: Full= ( 731) 49 19.
gi 83754241 |pdb|2B5S|B Chain B, Crystal Structure ( 92) 42 16.

>>gi]5059162]gb|AAD38942 1| AF144060_1 alpha-amylase [Der (496 aa)

initn: 59 initl: 59 opt: 87 Z-score: 128.8 bits: 30.7 EQQ: 0.034
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (17-50:178-210)

10 20 30 40
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLER
i |505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL 1D 1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
50 60 70 80

PAT LQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

gi|505 IYSéLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN
210 220 230 240 250 260

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 47 initl: 47 opt: 68 Z-score: 98.7 bits: 25.1 EQ: 1.

6

Smith-Waterman score: 68; 30.4% identity (50.0% similar) in 46 aa overlap (33-78:113-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPODRHOK I'YNSREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAYDWT

gi|186 IAVPTGVAWIMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>qi1]51316532]sp|Q9LD79.2]PRR3_JUNVI RecName: Full=Patho (110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 97.2 bits: 22.7 EQ:

2

Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (12-71:4-64)
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10 20 30 40 50
PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL---~ERLQDRYPWLV
gi|513 AFLLAATLT I SSHMQEAGAVKFD I KNOCGY TVWAAGLPGGGKRLDQGQTWTV
10 20 30 40 50

60 70 80
PAT AEVEGVVAGIAYAGPWKARNAYDWT

60 70 80 90 100

>>gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 45 initl: 45 opt: 66 Z-score: 95.5 bits: 24.5 EQ: 2.4
Smith-Waterman score: 66; 30.4% identity (50.0% similar) in 46 aa overlap (33-78:113-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGKGIFGMIYPGCPSTFEEPQQPQQRGQS-SRPODRHOK I'YNFREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAYDWT

gi|186 IAVPTGVAWWMYNNEDTPVVAVS I IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>0g1]66840994|emb|CA164396.1] serine carboxypeptidase Il (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 91.0 bits: 22.8 EQ: 4.4
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (4-54:42-98)

10 20
PAT PVE IRPATAADMA-———- AVCDIVNHY- IETST
i 668 VGTFEFWWNHGLVSDDTYQRLREACLHDSF IHPSPACDAATDVATAEQGNIDMYSLYTPV
20 30 40 50 60 70
30 40 50 60 70 80

i 1668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM
80 90 100 110 120 130

>>gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 88.1 bits: 23.0 EQQ: 6.3
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (4-54:228-284)

10 20
PAT PVEIRPATAADMA-———— AVCDIVNHY- IETST
gi|125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSF IHPSPACDAATDVATAEQGN IDMYSLYTPV
200 210 220 230 240 250
30 40 50 60 70 80

gi 125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQMALHANVTGAM
260 270 280 290 300 310

>>g1]219806590|dbj | BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 87.4 bits: 22.2 EQ): 7
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (30-65:29-64)

10 20 30 40 50 60
PAT PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi]219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDR
10 20 30 40 50

70 80



Dow AgroSciences LLC
Study ID: 110330
Page 170

PAT VVAGIAYAGPWKARNAYDWT

gi]219 QNEéLLDANAKLETQDKRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKA
60 70 80 90 100 110

>>gi]22135348]|gh|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 85.6 bits: 21.5 EQQ: 8.7
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (26-75:21-62)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESEG
10 20 30 40 50
70 80
PAT___ VVAGIAYAGPWKARNAYDWT
gi|221 ————- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGLIF
60 70 80 90 100

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 83.4 bits: 22.1 EQ): 12
Smith-Waterman score: 58; 27.7% identity (65.3% similar) in 47 aa overlap (28-73:262-307)

10 20 30 40 50
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAE
gi 601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK
240 250 260 270 280 290
60 70 80

PAT _ VEGVVAGIAYA-GPWKARNAYDWT
gi 601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEF IKKAIETKACNALLLKY
300 310 320 330 340 350

>>gi]208605344]|emb|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 82.9 bits: 21.7 EQ): 12
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:79-98)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 1208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPWQPQQPFPQTQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAYDWT

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQI IPQQPQQPFLLESQQPFPQQPQQPFPQ
110 120 130 140 150 160

>>gi]14423730]|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
initn: 41 initl: 41 opt: 54 Z-score: 82.8 bits: 20.5 EQ): 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (39-65:83-110)

10 20 30 40 50 60
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY
gi]|144 LRNTLSDSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANP IMM
60 70 80 90 100 110

70 80
PAT AGPWKARNAYDWT
gi]144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>gi]897811]emb]|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.8 bits: 19.7 EQ: 14
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Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (35-52:7-24)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG
gi |897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL
10 20 30
70 80
PAT 1 AYAGPWKARNAYDWT

gi |897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
60 70 80 90

>>gi]15886861]emb]CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 81.4 bits: 21.4 EQ): 15
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (2-52:64-114)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFR
gi]158 VFDALKNKKTSFGSTLLDSIQSGVENLHSGVGIYAPDAEAYVVFADLFDPIIEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT____ —TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi]158 KTDKHPPKNW GDVETLGNLDPAGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>gi]47606048]sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=Poly (507 aa)
initn: 42 initl: 42 opt: 57 Z-score: 81.1 bits: 21.9 EQ): 15
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (34-79:97-140)

10 20 30 40 50 60
PAT IRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHFSFKVDGTIA
70 80 90 100 110 120
70 80

PAT____ GIAYAGPWKARNAYDWT
gi|476 ——AYPDPAKWKNSKIWMHFARLTDFNLMGTGVIDGQGNRWWSDQCKTINGRTVCNDKGRP
130 140 150 160 170 180

>>gi]114841617]dbj|BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 57 Z-score: 81.0 bits: 21.9 EQ): 16
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80

PAT____ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
gi|l14 AACKNPSAMLLVPGSKKFVVNNLFFNGPCQPQFTFKVDGIIA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]|170708|gb|AAA34274 1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.9 bits: 21.1 EQ): 16
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (15-53:6-44)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi|170 MKTLLlLT|LAMAlT|AfANMéAbﬁéGQVQWPQQQPFLQPHQPFSQQPQQ|
10 20 20 50

70 80

PAT VVAGIAYAGPWKARNAYDWT
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gi|170 FPQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFP
60 70 100 110

>>gi]5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 30.0% identity (62.0% similar) in 50 aa overlap (26-75:19-60)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi|571 MAKLLELSFCFCFLVLGAééiéﬁé———QQ#EENAC@#@&LNAQRPDNR|ESEG
10 20 30 40 50

70 80

PAT___ VVAGIAYAGPWKARNAYDWT
gi|571 ———— GY I ETWNPNNQEFECAGVALSRLVLRRNALRRPEYSNAPQE I F1QQGRGYFGLIF

60 70 80 90 100

>>gi1]199732457|gb]ACHI91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (26-75:19-60)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEG
i 199 MAKLLELSFCFCFLVLGAééiéﬁé———QQ#ééNACé#ééLNAQRPDNR|ESEG
10 20 30 40 50

70 80

PAT___ VVAGIAYAGPWKARNAYDWT
gi]199 ————- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGLIF

60 70 80 90 100

>>gi1]190684059|gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 54 Z-score: 80.8 bits: 20.6 EQ): 16
Smith-Waterman score: 54; 17.9% identity (565.1% similar) in 78 aa overlap (1-70:39-115)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNF
gi 190 TVPNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF EKRGVKL
10 20 30 40 50 60
40 50 60 70 80

PAT____ R————TEPQTPQEWIDDLERLQD————RYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
gi]190 LGISCDDVQSHKEWTKDIEAYKPGSRVTYPIMADPDRSAIKQLNMVDPDEKDGQGQLPSR
70 80 90 100 110 120

gi]190 TLHIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVV IAPG
130 140 150 160 170 180

>>qi1]21314465]gb | AAM46958 .1 |AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ): 16
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (26-75:19-60)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi|213 MGKLLALSVCFCFLVLGAééiéﬁé---QQﬁééNAcéﬁééLNAQRPDNR|ESEG
10 20 30 40 50

70 80

PAT VVAGIAYAGPWKARNAYDWT

gi]213 -———- G;IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF
60 70 80 90 100
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>>gi]2832430]emb|CAA05978.1| prohevein [Hevea brasiliens (187 aa)
initn: 53 initl: 53 opt: 53 Z-score: 80.1 bits: 20.3 EQ: 18
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:74-90)

40 50 60 70 80

PAT __ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

i |283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPY
50 60 70 80 90 100

gi1]283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
110 120 130 140 150 160

>>gi]158342650|gb|ABW34946.1] hevein [Hevea brasiliensis (204 aa)
initn: 53 initl: 53 opt: 53 Z-score: 79.6 bits: 20.3 EQ: 19
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:91-107)

40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi | 158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPY
70 80 90 100 110 120

gi]158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
130 140 150 160 170 180

>>gi]123062]sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev (204 aa)
initn: 53 initl: 53 opt: 53 Z-score: 79.6 bits: 20.3 EQ): 19
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (63-79:91-107)

40 50 60 70 80

PAT__ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWT
i |123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
70 80 90 100 110 120

gi]123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV
130 140 150 160 170 180

>>qi]32363456|sp|P81729.1]|CHAL_BRARA RecName: Full=Chiti (91 aa)
initn: 50 initl: 50 opt: 50 Z-score: 79.1 bits: 19.1 EQ: 20
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (66-79:53-66)

40 50 60 70 80
PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

i |323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL

30 40 50 60 70 80
gi|323 RTNAAVTVR

20
>>gi | 1588669 | prf| |2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 79.0 bits: 19.9 EQ: 20
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (36-70:109-143)

10 20 30 40 50 60
PAT___ PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi|158 1DGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL
80 90 100 110 120 130

70 80

PAT AYAGPWKARNAYDWT
gi]158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>qi1]47605808|sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.7 bits: 19.5 EQ: 21
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (19-59:25-65)
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10 20 30 40 50
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWL
i |476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60

60 70 80

PAT VAEVEGVVAGIAYAGPWKARNAYDWT
gi 476 KIéibQDHQEEICEVVLAKSPDKSCSEIEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>gi]3941386]gb]AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.6 bits: 19.5 EQ): 21
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (7-28:3-24)

10 20 30 40 50 60

PAT___ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi ]394 VAAVAADQVDVKDCANHE I KKVMVPGCKGSEPCV I HRGTAFQLEAVFDANQNSNAA
10 20 30 40 50

>>qi]543794|sp|P35747 .1]|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.5 bits: 21.7 EQ: 21
Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (6-28:326-348)

10 20 30
PAT PVE IRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi |543 GKLKACCDKPLLQKSHC I AEVKEDDLPSDLPALAADFAEDKE I CKHYKDAKDVFLGTFLY
300 310 320 330 340 350
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

g1 543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>qi1]164415595|gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 51 Z-score: 78.2 bits: 19.6 EQ: 22
Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (7-76:13-88)

10 20 30 40
PAT PVEIRPATAADMAAVCDIVNHY IETSTVN-~FRTEP-———— QTPQEWIDDLERL
i |164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60

50 60 70 80

PAT___ QDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWT
gi|164 QNRKTAKI-EIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPK I APKSEN
70 80 90 100 110

>>q1]99644635]emb | CAK22338.1] Der p 2 allergen precursor (146 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.2 bits: 19.6 EQ): 22
Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (7-28:14-35)

10 20 30 40 50
PAT PVE IRPATAADMAAVCDIVNHY 1ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi |996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEALFEA
10 20 30 40 50 60

60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDWT

gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120
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>>gi]114841665|dbj |BAF32134.1]| pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841663]dbj|BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841671]dbj |BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841629|dbj |BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (562-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi1]114841641|dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]24898904|dbj|BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
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90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841653|dbj |BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi1]114841607|dbj |BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841657]dbj|BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>gi]114841635]dbj|BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0q1]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (562-79:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200
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>>gi]1171004|sp|P43212.1]|PGLR2_CRYJA RecName: Full=Polyg (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80
PAT___ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi|117 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0qi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 23
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (52-79:114-139)

30 40 50 60 70 80

PAT____ YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
gi]248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDGIIA——AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLRL
150 160 170 180 190 200

>>qi]14423649|sp|Q9TZZ2_2]|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.7 bits: 19.3 EQ: 27
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (7-28:13-34)

10 20 30 40 50
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWL
gi|144 MYKlLCLSLLVAAVAABQQDlKDCANHElKKVMVPGCKGSEPCVlHRGTAFQLEAVFDAN
10 20 30 40 50 60

60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAYDWT

gi|144 QNSNAAKIEIKATIDGVE IDVPG IDNNLCHFMKCPLVKGQEYD IKYTWNVPRIAPKSENV
70 80 90 100 110 120

>>qi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.4 bits: 18.9 EQ: 28
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (44-72:32-61)

20 30 40 50 60 70

PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY-VAGIAYAGPWK

gi|185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGH EADSDRLDKL I SEL EGKDINEL JASGPEK
10 20 30 40 50 60

80
PAT ARNAYDWT

gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>0q1]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 76.2 bits: 20.2 EQ): 29
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (34-53:113-130)

10 20 30 40 50 60

PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEGVVA

gi|624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPﬁé@KYP--EQPQQP#ﬁWQQPT|QLYLQ
90 100 110 120 130 140
70 80

PAT GIAYAGPWKARNAYDWT
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gi 624 QQLNPCKEFLLQQCRPVSLLSYLWSK IVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
150 160 170 180 190 200

>>gi1]85701146 | sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 75.0 bits: 19.8 EQ: 34
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (11-40:195-223)

10 20 30 40
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW
gi 857 IANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS I SPGY IDTGLSDF-VPKETQQLW
170 180 190 200 210 220
50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWT

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>g1]9929163]emb | CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 75.0 bits: 19.4 EQ: 34
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:116-126)

10 20 30
PAT PVE IRPATAADMAAVCD I VNHY IETSTVNFRTEPQ
gi 992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190

>>qi1]27462836| gb | AA0O15607 .1|AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.5 bits: 19.5 EQ): 36
Smith-Waterman score: 50; 37.5% identity (54.2% similar) in 24 aa overlap (39-62:47-70)

10 20 30 40 50 60
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi]274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYY IEGDVKLTQSI
20 30 40 50 60 70

70 80
PAT GPWKARNAYDWT
gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>0gi]38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:142-152)

10 20 30
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi ]384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVEQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>0g1]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (12-71:11-71)
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10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV

gi|384 MARVSELALLLVATSAISLHMQEAGAVKFD IKNQCRYTVWAAGLPGGGKRLDQGQTWT

10 20 30 40 50
60 70 80
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT
gi ]384 ----NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGOLSCTVSGAVPATLAEYTQSDQ
60 70 80 90 100 110

>>gi]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 56; 29.2% identity (560.8% similar) in 65 aa overlap (12-71:11-71)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV

gi|908 MARVSELAFLLAATLAISLHMQEAGVVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT

10 20 30 40 50
60 70 80
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT
gi |908 —---NLAAGTASARFWGRTGCTFDASGKGSCQTGDCGGQLSCTVSGAVPATLAEYTQSDQ
60 70 80 90 100 110

>>gi]38456228]|gh]AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 51; 27.7% identity (560.8% similar) in 65 aa overlap (12-71:11-71)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLV

gi|384 MARVSELALLLVATLAISLHMQEAGAVKFDIKNQCGYTVWAAGLPGGGKRLDQGQTWT

10 20 30 40 50
60 70 80
PAT___ AEVEGVVAGIAYAGPWKARNAYDWT
i ]384 —---NLAAGTASARFWGRTGCTFDASGKGSCRSGDCGGQLSCTVSGAVPATLAEYTQSDK
60 70 80 90 100 110

>>gi|38456224|gh]AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:142-152)

10 20 30
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi 384 QSDQDYYDVSLVDGFNIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]223403273]|gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.5 bits: 19.1 EQ: 40
Smith-Waterman score: 49; 31.0% identity (65.2% similar) in 29 aa overlap (44-72:162-190)

20 30 40 50 60 70
PAT AVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

i |223 TRSAFAEVKE 1DDAYNKLTTEDDRKAGGLTLERYQDLYAQF I SNPDESCSACYLFGPLKV
140 150 160 170 180 190
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80
PAT RNAYDWT

gil223 VQ
>>gi]55859466]emb]CA105848.1] mite allergen Der f 2 [Der (146 aa)

initn: 48 initl: 48 opt: 48 Z-score: 73.4 bits: 18.7 EQ: 41
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (7-29:14-36)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPW
gi|558 MISKILCLSLLVAAVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAGIAYAGPWKARNAYDWT

gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]1063270]dbj | BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 73.2 bits: 19.6 EQ): 42
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (31-52:71-92)

10 20 30 40 50 60
PAT____ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi]106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP
100

70 80
PAT VVAGIAYAGPWKARNAYDWT

gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP
120 130 140 150 160

>>gi]14285595]sp] 004004 .1|NLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.0 bits: 18.3 EQ): 43
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (8-34:66-92)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTP
gi|l142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLS
40 50 60 70 80 90
40 50 60 70 80

PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

gi]142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>g1i]44409474]|gb]AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 48 Z-score: 73.0 bits: 18.7 EQ: 43
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (3-56:102-154)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRT
gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHTTGDVEIKE
80 90 100 110 120 130
40 50 60 70 80

PAT____ EP QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi|444 EDVKAGKEKATGLFKLIENY——LVANPDAYN
140 150 160

>>gi]139002766]dbj | BAF51970.1] thaumatin-like protein [C (225 aa)
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initn: 49 initl: 49 opt: 49 Z-score: 72.7 bits: 19.2 EQ): 45
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:142-152)

10 20 30
PAT PVE IRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi 139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKAbQNA@éPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>qi]|170738]gb|AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.3 bits: 19.6 EQ: 47
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (34-54:121-141)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQﬁééPFPQTQQPQQPFPQLQQPQQPFPQ
100 110 140 150
70 80

PAT GIAYAGPWKARNAYDWT

gi|170 PQQQLPQPQQPQQSFPQQQRPFIQPSLQQQLNPCKNILLQQSKPASLVSSLWSIIWPQSD
170 180 190 200 210

>>qi]|170736]gb|AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 72.1 bits: 19.2 EQ): 48
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (15-53:6-44)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEG
gi|170 MKTLLlLT|LAMAlT|éfANMé@bﬁééQVQWPQQQPVPQPHQPFSQQPQQT
10 20
70 80

PAT VVAG IAYAGPWKARNAYDWT

gi|170 FPQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFP
60 70 80 100 110

>>qi]741844|prf]|2008179A major allergen Par j 1 (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 72.0 bits: 18.4 EQ): 49
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (31-52:111-130)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi]741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP——RLEFRPPHRKKPNPA
90 100 110 120 130

70 80
PAT VVAGIAYAGPWKARNAYDWT

gi | 741 FSTLG
140

>>qi]18609]|emb|CAA26575.1] unnamed protein product [Glyc (485 aa)
initn: 42 initl: 42 opt: 51 Z-score: 71.8 bits: 20.1 EQ): 50
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (33-78:110-154)

10 20 30 40 50 60
PAT____ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi 186 SYTNGPQEIY 1QQGNG I FGMIFPGCPSTYQEPQESQQRGRS-QRPQDRHQKVHRFREGDL
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80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYDWT

gi]186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 180 190

>>gi]18637]emb|CAA33216.1] glycinin subunit G2 [Glycine (485 aa)
initn: 42 initl: 42 opt: 51 Z-score: 71.8 bits: 20.1 EQ): 50
Smith-Waterman score: 51; 28.3% identity (47.8% similar) in 46 aa overlap (33-78:110-154)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY 1QQGNGIFGMIFPGCPSTYQEPQESQQRGRS-QRPODRHOKVHRFREGDL
80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYDWT

gi]186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 1 190

>>0gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ: 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:85-109)

10 20 30
PAT PVEIRPATAADMAAVCDI ~VNHY IETSTVNFRT
gi|384 IRTINGLARTTADRQTACNCLKNLAGS I SGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWT
gi|384 K
>>0q1]14423814|sp|QIM5X7 . 1INLTP_MALDO RecName: Full=Non-s (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:85-109)

10 20 30
PAT PVEIRPATAADMAAVCDI ~VNHY IETSTVNFRT
gi|144 IRTINGLARTTADRQTACNCLKNLAGS I SGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
gi|144 K
>>gi 50659859 gb]AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ: 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:85-109)

10 20 30
PAT PVEIRPATAADMAAVCDI-VNHY IETSTVNFRT
gi|506 IRTINSLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi|506 K
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>>gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)
initn: 44 initl: 44 opt: 47 Z-score: 71.4 bits: 18.4 EQ: 53
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (38-64:68-92)

10 20 30 40 50 60
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi]|534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV--1EGGAVGDTL
40 50 60 70 80 90

70 80
PAT AGPWKARNAYDWT
gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ IKASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>gi]1321726]emb] CAA96544.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ: 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (38-66:69-95)

10 20 30 40 50 60
PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi|132 1SSVENIEGNGGPGT IKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV-— 1 EGGAVGDAL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWT

gi]132 EKVCNEIKIVAAPDGGS I LKISNKFHTKGDHE INAEQ I K IEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi]261407]gb]AAB24432.1] Aln g 1 [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (38-66:69-95)

10 20 30 40 50 60
PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
gi 261 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-— 1 EGGAVGDAL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWT

gi|261 EKVCNEIKIVAAPDGGSILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>gi|44409496 | gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (3-56:102-154)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRT
gi]444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSI IKSTSNYHTTGDVEIKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi |444 EDVRAGKEKATGLFKLIENY--LVANPDAYN
140 150 160

>>gi]1321714]emb] CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.4 bits: 18.4 EQ: 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (38-66:69-95)

10 20 30 40 50 60
PAT TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY
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gi 132 VSSVENIEGNGGPGT IKK I TFPEGSPFKYVKERVDEVDRVNFKYSFSV-- IEGGAVGDAL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWT

gi]132 EKVCNEIKIVAAPDGGS I LKISNKFHTKGDHE INAEQ I KIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>g1i]44409451|gb]AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (3-51:102-151)

10 20 30
PAT PVEIRPATAADMAAVCD IVNHY IETSTVNFRT
gi]444 I1DGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSI IKSTSNYHTTGDVEIKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

gi |444 EDVKAGKEKATGLFKL IENYLAANPDACN
140 150 160

>>gi]114841683]dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 37 initl: 37 opt: 50 Z-score: 71.0 bits: 19.7 EQ: 56
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (34-79:66-109)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI -
40 50 60 70 80 90
70 80

PAT GIAYAGPWKARNAYDWT
gi|114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGV IDGQGQQWWAGQCKVVNGRTVCNDRNRP
100 110 120 130 140 150

>>gi]14423860]sp|Q9M7NO.1]PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.9 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (8-28:5-25)

10 20 30 40 50 60

PAT PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi|l1l44 MSWQTYVDEHLMCD I1DGHHLTAAAT I GHDGSVWAQSSSFPQFKPEEVAAIMKDFDEP
10 20 30 40 50

>>0g1]28881455]emb | CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.9 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (26-49:101-124)

10 20 30 40 50
PAT PVE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLY
gi 288 KYMVIQGEPGVV IRGKKGPGGVTVKKSTMASL 1G1YDEPMTPGQCNMVVERLGDYL 1EQG
80 90 100 110 120 130
60 70 80

PAT AEVEGVVAGIAYAGPWKARNAYDWT

gi]288 L

>>gi1]190684061|gb|ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.9 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (33-52:108-126)
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10 20 30 40 50 60
PAT___ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi 190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD YPVEQGF
80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYDWT

>>gi|170743]gb]AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.6 bits: 20.6 EQ): 58
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (35-52:721-738)

10 20 30 40 50 60
PAT __ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi]170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQéééWLéPRQGQQGYYPTSPQQSGQGQQL

710 720 730 740 750

70 80
PAT IAYAGPWKARNAYDWT

gi |170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>gi]21743]emb]CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.5 bits: 20.6 EQ: 59
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (35-52:736-753)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL

70 80
PAT IAYAGPWKARNAYDWT

gi 217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>gi]204324083]ghb]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.3 bits: 19.4 EQ: 61
Smith-Waterman score: 49; 23.1% identity (563.8% similar) in 52 aa overlap (2-52:64-114)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFR
gi]204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAESYSVFAELFDPIIEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT____ —TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi|204 KTDKHPPKNW GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi]224036293]pdb]3C3V]A Chain A, Crystal Structure OF (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 69.9 bits: 19.8 EQ): 63
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (28-75:1-40)

10 20 30 40 50 60
PAT___ PVEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEG
gi|224 1 SFR---QQPEENACQFQRLNAQRPDNR 1ESEG
10 20 30

70 80

PAT VVAGIAYAGPWKARNAYDWT
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gi]224 —-——-- GY IETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIF
40 50 60 70 80

>>qi1]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.9 bits: 18.1 EQ: 64
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (16-70:91-153)

10 20 30 40
PAT PVE IRPATAADMAAVCD IVNHY I ETSTVNFRT-EPQTPQEW ———
gi]139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNAML&IIYREERAADAGHPMAEVFRG
70 80 90 100 110 120

50 60 70 80

PAT___ ---DDLERLQDRYPWLV-AEVEGVVAG IAYAGPUKARNAYDIT

gi]139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150

>>qi1]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)
initn: 46 initl: 46 opt: 46 Z-score: 69.7 bits: 18.1 EQ): 65
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (3-16:25-38)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQ
gi]413 MSNVEFDITKNGAPLGT IKFKLEDDVVPKTAANFRAL CTGEKGFGYAGSHEHRYIPDEML
10 20 30 40 50 60

40 50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi]413 QGGDFTAGNGTGGKS I YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>gi]736319]emb|CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 68.9 bits: 20.4 EQ: 73
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (30-52:153-175)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi]736 YYPGQASPQRPGQGQQPGQGQQSGQGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG
150 160 170 180

60 70 80
PAT GVVAGIAYAGPWKARNAYDWT

gi]736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>qi1]289742475]|gb]|ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.8 bits: 18.6 EQ: 73
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (2-48:12-55)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDR
gi]289 MNFVLATLSLLILLSAAVSADYCGLCD——NHVACVMQNVFQSGCPSGAKMID LNKYQST
10 20 30 40 50
60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARNAYDWT

gi1]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>qi]40807635]|gb|AAR92223.1| phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.3 bits: 17.4 EQ: 78
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (5-71:33-104)
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10 20 30
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTEP
i 408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRP I ESLNSAEVQDVAQFAVSEHNKQANDEL
10 20 30 40 50 60
40 50 60 70 80

PAT___ QTPQEWIDDLERL--QDRYPWLVAEVEGVVAG-——- 1 AYAGPWKARNAYDWT
i ]408 QY-QSVVRGYTQVVAGTNYRLV1AAKDGAVVGNYEAVVWDKPWMHFRNLTSFRKV
70 80 90 100 110

>>gi]83715934|dbj |BAES54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ): 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWT

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE ISEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715932|dbj |BAE54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWT

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE ISEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715928|dbj | BAES54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWT

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715930|dbj |BAE54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ): 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
g1 837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKW I AEDADRKFDE
110 120 130 140 150 160

70 80
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PAT IAYAGPWKARNAYDWT

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715936|dbj | BAE54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (35-59:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1 837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWT

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi 42559556 sp|096764.2| TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (2-60:11-73)

10 20 30 40
PAT PVE IRPATAADMAAVCD I -~ -~VNHY I ETSTVNFRTEPQTPQEW I DDLERL
gi 425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKK 1QTIENDLDQT
10 20 30 40 50 60
50 60 70 80

PAT QDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWT

70 80 90 100 110 120

>>gi]209484145]gb|AC147547.1] nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.2 bits: 17.4 EQ: 79
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (4-27:89-113)

10 20 30
PAT PVE IRPATAADMAAVCD I ~VNHY IETSTVNFRT
gi 209 VKSLNKAAATTADRQAACECLKKTSGS I PGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
gi 209 K
>>gi]258588247]|pdb]|3EHK]A Chain A, Crystal Structure OFf (531 aa)

initn: 44 initl: 44 opt: 49 Z-score: 68.1 bits: 19.6 EQ: 80
Smith-Waterman score: 49; 32.4% identity (568.8% similar) in 34 aa overlap (34-67:158-190)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY | ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVA
gi | 258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQF-RQLDRHQKTRR IREGDVVAIPA
130 140 150 160 170 180
70 80

PAT___ GIAYAGPWKARNAYDWT
i |258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>gi|113477]|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.1 bits: 19.1 EQ: 80
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Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (23-62:87-126)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWT
gi]113 WiiFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi]166443|gb|AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 45 initl: 45 opt: 48 Z-score: 68.1 bits: 19.1 EQ: 80
Smith-Waterman score: 48; 22.5% identity (562.5% similar) in 40 aa overlap (23-62:87-126)

10 20 30 40 50
PAT PVEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYP
gi]166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT___ WLVAEVEGVVAGIAYAGPWKARNAYDWT
gi|166 WiiFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>gi]23894244]|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (11-64:94-145)

10 20 30
PAT PVEIRPATAADMAAVCDIVNH————YIETSTVNFRTEPQT
gi]238 MRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFV VRTSTNG
70 80 90 100 110 120
40 50 60 70 80
PAT PQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWT
gi]238 T----- NLTRQENVPSWGLAéQGSKQAGGTTYYYDSSAGKGVTAYVIDTGIDIEHEDFGG
130 140 150 160 170

>>gi]|170702]gb]AAA34272.1] gamma gliadin precursor [Trit (302 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.0 bits: 18.7 EQ): 81
Smith-Waterman score: 47; 27.3% identity (68.2% similar) in 22 aa overlap (31-52:72-93)

10 20 30 40 50 60

PAT __ PVEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEG

gi]170 QPFCQQPQRTIPQPHQTFHHQPQQTFPQPQQTYPHQﬁééQFPQTQQPQQPFPQPQQTFPQ
60 70 80 90 100

70 80
PAT VVAGIAYAGPWKARNAYDWT

gi|170 QPQLPFPQQPQQPFPQPQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQ
110 120 130 140 160

>>gi]47606039]sp|Q8H6L7.1]PHLB_PHLPR RecName: Full=Polle (143 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.2 bits: 17.5 EQ: 89
Smith-Waterman score: 50; 27.0% identity (64.9% similar) in 37 aa overlap (35-70:79-115)

10 20 30 40 50 60
PAT____ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA—
gi 476 KAEATTDGLGWYKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQ
50 60 70 80 90 100
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70 80
PAT___ GIAYAGPWKARNAYDWT
gi 476 GIRQAN&IAFFRKEPLKECGGILQAYDLRDAPETP
110 120 130 140

>>qi1 1352237 sp|P49278.1]ALL2_DERPT RecName: Full=Mite g (146 aa)
initn: 44 initl: 44 opt: 44 Z-score: 67.1 bits: 17.5 EQ: 91
Smith-Waterman score: 44; 40.9% identity (63.6% similar) in 22 aa overlap (7-28:14-35)

10 20 30 40 50
PAT PVE IRPATAADMAAVCD IVNHY 1ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi 135 MMYKILCLSLLVAAQARbéQDVKDCANQEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDWT

gi]135 NQNTKTAKIEIKASIDGLEVDVPGIDPNACHYMKCPLVKGQQYD IKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>qi1]208605346 |emb | CAR82266.1] D-type LMW glutenin subun (272 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.9 bits: 18.4 EQ): 92
Smith-Waterman score: 46; 31.6% identity (73.7% similar) in 19 aa overlap (34-52:135-153)

10 20 30 40 50 60
PAT__ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 208 QFPQQQLPQQEFSQQQISQQPQQLPQQQQIPQQﬁééﬁLééQQFPéééPPQQHQFPQQQLP
110 120 160
70 80

PAT GIAYAGPWKARNAYDWT

gi]208 QQQQIPQQQQIPQQPQQIPQQQQIPQQPKQFPQQQFPQQQFPQQQFPQQEFPQQQQFPQQ
170 180 190 200 210 220

>>qi]1173071]sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac (113 aa)
initn: 43 initl: 43 opt: 43 Z-score: 66.9 bits: 17.1 EQ: 93
Smith-Waterman score: 43; 41.2% identity (70.6% similar) in 17 aa overlap (44-60:32-48)

20 30 40 50 60 70

PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

gi|117 KHLAAYLLLGLGGNTSPSAADVKAVLESVGH EADSDRLDKL I SEL EGKDINEL JASGSEK
10 20 30 40 50 60

80
PAT RNAYDWT

gi]117 LASVPSGGAGGAAASGGAAAAGGSAQAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi ] 76097507 |gb|ABA39436.1] Der £ 1 allergen precursor (276 aa)
initn: 39 initl: 39 opt: 46 Z-score: 66.9 bits: 18.4 EQ): 93
Smith-Waterman score: 46; 38.1% identity (61.9% similar) in 21 aa overlap (60-80:259-276)

30 40 50 60 70 80

PAT___ FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWT

gi 760 RAFQHYDGRTIIQRDNGYQPNYHAVNIVGYGSTQGVDY———WIQéNéWbTT
230 240 250 260 270

>>gi]9954251|gb| AAG08988.1]|AF216519 1 tropomyosin [Perna (284 aa)
initn: 46 initl: 46 opt: 46 Z-score: 66.7 bits: 18.4 EQ: 95
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (39-59:139-159)

10 20 30 40 50 60
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
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gi]995 ASGKLEEASKAADESERNRKVLENLNSGNDER IDQLEKQLTEAKWIAEEADKKYEEAARK
110 120 130 140 150 160

70 80

PAT GPWKARNAYDWT

gi]995 LAITEVDLERAEARLEAAEAKV IDLEEQLTVVGANIKTLQVQNDQASQREDSYEET IRDL
170 180 190 200 210 220

>>gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major pollen (15 aa)
initn: 36 initl: 36 opt: 36 Z-score: 66.6 bits: 14.1 EQ): 97
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (60-73:1-14)

30 40 50 60 70 80
PAT FRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT
gi]323 GVLFNIQYVNYWFAP
10

>>gi1]158121995|gb|ABW17159.1] Ara h 7 allergen precursor (164 aa)
initn: 42 initl: 42 opt: 44 Z-score: 66.5 bits: 17.6 EQ: 98
Smith-Waterman score: 44; 33.3% identity (63.0% similar) in 27 aa overlap (29-54:52-78)

10 20 30 40 50
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRT-EPQTPQEW I DDLERLQDRYPWLVAE
gi|158 RWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH IRQRVEKEQEQEQDEYPY I1QRG
30 40 50 60 70 80
60 70 80

PAT___ VEGVVAGIAYAGPWKARNAYDWT
gi | 158 SRGQRPGESDEDQEQRCCNELNRFQNNQRCMCQALQQ ILQNQSFRFQQDRSQLHQMEREL
90 100 110 120 130 140

>>gi]71153243|sp| Q39547 .1]CUCM1_CUCME RecName: Full=Cucu (731 aa)
initn: 44 initl: 44 opt: 49 Z-score: 66.4 bits: 19.7 EQ): 98
Smith-Waterman score: 49; 21.8% identity (51.3% similar) in 78 aa overlap (2-78:82-151)

10 20 30
PAT PVEIRPATAADMAAVCDIVNHY IETSTVNFR
gi]711 HRAMLEQVVGSTFAPESVLHTYKRSFNGFAVKLTEEEAEKIASMEGVVSVFL----- NEM
60 70 80 90 100
40 50 60 70 80

PAT TEPQTPQEWIDDLERLQDRYPWLVAEVEG-VVAGIAYAGPWKARNAYDWT

gi]711 NELHTTRSW--DFLGFPLTVPRR-SQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWK
110 120 130 140 150 160

gi | 711 GTCETSNNFRCNRKI IGARSYHIGRP ISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLY
170 180 190 200 210 220

>>qi]83754241|pdb]2B5S|B Chain B, Crystal Structure Of P (92 aa)
initn: 42 initl: 42 opt: 42 Z-score: 66.4 bits: 16.7 EQ): 99
Smith-Waterman score: 42; 24.1% identity (565.2% similar) in 29 aa overlap (4-32:62-90)

10 20 30
PAT PVE IRPATAADMAAVCD IVNHY IETSTVNFRTE
gi 1837 IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCAT
40 50 60 70 80 90

40 50 60 70 80

PAT PQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWT

gi|837 K
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80 residues in 1 query sequences

339008 residues in 1491 library sequences

Scomplib [35.04]

start: Wed Jan 19 14:40:36 2011 done: Wed Jan 19 14:40:36 2011
Total Scan time: 0.070 Total Display time: 0.050

Function used was FASTA [version 35.04 Feb. 20, 2010]
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt
/bioinformatics/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>>>PAT 18 -87 - 80 aa
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 339008 residues in 1491
sequences

opt EQO
< 20 2 :
22 0 one = represents 3 library sequences
24 0
26 0
28 4
30 11
32 15
34 27
36 45 s==============%
38 94 *.
40 90 *
42 136 *
44 129 *
46 119 *
48 115 *
50 146 *:
52 118 *.
54 77 *
56 49 *
58 57 *
60 43 *
62 43
64 47
66 25
68 16
70 14
72 16
74 8 :
76 4 :
78 20 6:
80 8 5i=*=
82 5 3:*=
84 1 3:*
86 1 2:*
88 1 2:* inset = represents 1 library sequences
90 1 1:*
92 0 1:* o*
94 0 1:* o*
96 2 1:* tr=
98 0 0: *
100 1 0:= *=
102 0 0: *
104 0 0: *
106 0 0: *
108 0 0: *
110 0 0: *
112 0 0: *
114 0 0: *
116 0 0: *
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118 0 0: *
>120 1 0:= *=
339008 residues in 1491 sequences
Statistics: Expectation_n fit: rho(In(x))= 3.39170.00344; mu= 16.3407 0.180
mean_var=39.669310.587, 0"s: 2 Z-trim: 3 B-trim: 57 in 1/43
Lambda= 0.203632
Kolmogorov-Smirnov statistic: 0.0315 (N=29) at 38
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: 0.080

The best scores are: opt bits E(1491)

gi|5059162|gb|AAD38942.1]|AF144060_1 alpha-amylase ( 496) 87 30.7 0.034
gi]18615]emb]|CAA26723.1] unnamed protein product [ ( 495) 69 25.4 1.3
gi]51316532]|sp|Q9LD79.2]PRR3_JUNVI RecName: Full=P ( 110) 62 22.7 2
gi]18635]emb|CAA33215.1] glycinin subunit G1 [Glyc ( 495) 67 24.8 2
gi|66840994|emb|CAI64396.1] serine carboxypeptidas ( 260) 61 22.8 4.4
gi]125987805|sp|P08819.2|CBP2_WHEAT RecName: Full= ( 444) 61 23.0 6.3
gi]219806590]dbj |BAH10150.1] tropomyosin [Neptunea ( 284) 59 22.2 7
gi]22135348|gb|AAM93157.1] trypsin inhibitor [Arac ( 219) 57 21.5 8.8
gi|6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Eno ( 440) 58 22.1 12
gi]208605344|emb|CAR82265.1] D-type LMW glutenin s ( 359) 57 21.7 12
gi]14423730]|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152) 54 20.5 13
gi]|897811]emb|CAA24933.1] unnamed protein product ( 101) 52 19.7 14
gi]15886861|emb|CAC85911.1] arginine kinase [Plodi ( 355) 56 21.4 15
gi|47606048|sp|Q9FY19.1|PGLR2_JUNAS RecName: Full= ( 507) 57 21.9 16
gi]114841617|dbj |BAF32110.1] pollen allergen [Cryp ( 514) 57 21.9 16
gi 170708 gb|AAA34274_.1] gamma-gliadin B precursor ( 291) 55 21.0 16
gi]5712199|gb|AAD47382.1] glycinin [Arachis hypoga ( 530) 57 21.9 16
gi]199732457|gb|ACH91862.1] arachin Arah3 isoform ( 530) 57 21.9 16
gi1]21314465]|gb|AAM46958.1]AF510854_1 allergen Arah ( 538) 57 21.9 16
gi]2832430]emb|CAA05978.1] prohevein [Hevea brasil ( 187) 53 20.3 18
gi]158342650|gb|ABW34946.1] hevein [Hevea brasilie ( 204) 53 20.3 19
gi]123062]sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204) 53 20.3 19
gi]32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C ( 91) 50 19.1 20
gi]1588669|prf||2209273A Zm13 ( 170) 52 19.9 20
gi]47605808]|sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=M ( 134) 51 19.5 21
gi]3941386]gb]AAC82350.1] group 2 allergen Eur m 2 ( 135) 51 19.5 21
gi]543794]|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607) 56 21.7 22
gi]164415595|gb]ABY53034.1] Der p 2 allergen [Derm ( 145) 51 19.6 22
gi]99644635]|emb | CAK22338.1] Der p 2 allergen precu ( 146) 51 19.6 22
gi]114841671|dbj |BAF32137.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]114841665|dbj |BAF32134.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]114841663|dbj |BAF32133.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]114841629|dbj |BAF32116.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi1]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryp ( 514) 55 21.3 24
gi]114841641|dbj |BAF32122.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]24898904|dbj |BAC23082.1] allergen Cry j 2 [Cryp ( 514) 55 21.3 24
gi1]114841653|dbj |BAF32128.1] pollen allergen [Cryp ( 514) 55 21.3 24
0i1]114841607|dbj | BAF32105.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]114841657|dbj |BAF32130.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]114841635|dbj |BAF32119.1] pollen allergen [Cryp ( 514) 55 21.3 24
gi]1171004|sp|P43212.1]PGLR2_CRYJA RecName: Full=P ( 514) 55 21.3 24
gi1]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryp ( 514) 55 21.3 24
gi1]14423649|sp|Q9TZZ2.2]ALL2_EURMA RecName: Full=M ( 145) 50 19.3 27
gi]1850540|gb|AAB48041.1] ribosomal P2 phosphoprot ( 113) 49 18.9 28
gi1]62484809]|emb|CAI78902.1] putative gamma-gliadin ( 285) 52 20.2 29
gi]85701146|sp|POCOY5.1|MTDH_CLAHE RecName: Full=P ( 267) 51 19.8 34
gi]9929163]emb ]| CAC05258.1] Cup a 3 protein [Cupres ( 199) 50 19.4 34
gi]27462836]|gb|AA015607 .1]AF462190_1 glutathione S ( 219) 50 19.4 36
gi]|38456222|gb|AAR21071.1] PR5 allergen Jun r 3.1 ( 225) 50 19.5 37
gi]38456230|gb|AAR21075.1] PR5 allergen Cup s 3.3 ( 225) 50 19.5 37
gi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 ( 225) 50 19.5 37
gi]9087177|sp|P81295.1]PRR3_JUNAS RecName: Full=Pa ( 225) 50 19.5 37
gi]38456228|gb|AAR21074.1] PR5 allergen Cup s 3.2 ( 225) 50 19.5 37
gi1]223403273|gb|]ACM89179.1] sarcoplasmic calcium-b ( 193) 49 19.1 40
gi]55859466emb|]CA105848.1] mite allergen Der f 2 ( 146) 48 18.7 41
gi]18637]emb|CAA33216.1] glycinin subunit G2 [Glyc ( 485) 52 20.4 41
gi|18609]|emb|CAA26575.1] unnamed protein product [ ( 485) 52 20.4 41
gi]1063270]|dbj |BAA11251.1] gamma-gliadin precursor ( 279) 50 19.6 43



gi]14285595|sp| 004004 . 1|NLTP6_AMBAR RecName: Full=
gi|44409474|gb|AAS47036.1] major cherry allergen P
gi]139002766|dbj | BAF51970.1] thaumatin-like protei
gi]170738]gb|AAA34289.1] gamma-gliadin [Triticum a
gi]170736]gb|AAA34288.1] gamma-gliadin [Triticum a
gi]|741844|prf] |2008179A major allergen Par j |
gi]38492338|gb|AAR22488.1] allergen Mal d 3 [Malus
gi]50659859|gb|AAT80649.1] lipid transfer protein
gi]14423814|sp|QIM5X7 . 1INLTP_MALDO RecName: Full=N
gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula]
gi]261407|gb]AAB24432.1] AlIn g I [Alnus glutinosa]
gi]1321726]emb|CAA96544 1] major allergen Bet v 1
gi]1321714]emb|CAA96546.1] major allergen Bet v 1
gi|44409496|gb|AAS47037.1] major cherry allergen P
gi]44409451|gb]AAS47035.1] major cherry allergen P
gi]190684059|gb]ACE82290.1] peroxiredoxin [Triticu
gi]114841683|dbj |BAF32143.1] pollen allergen [Cham 419) 50 19.
gi]14423860|sp| QOM7NO.1|PROF3_HEVBR RecName: Full= 131) 46 18.

( 118) 47 18.
(
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(
(
(
(
(
(
(
(
(
(
(
(
(
E

gi | 28881455 | emb | CAD46560.1] profilin [Malus x dome ( 131) 46 18.
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(
(

160) 48 18.
225) 49 19.
327) 50 19.
251) 49 19.
143) 47 18.
115) 46 18.
115) 46 18.
115) 46 18.
159) 47 18.
160) 47 18.
160) 47 18.
160) 47 18.
160) 47 18.
160) 47 18.
218) 48 18.

gi]190684061|gb]ACE82291.1] profilin [Triticum aes 131) 46 18.
gi|170743|gb|AABO2788.1] HMW glutenin subunit Ax2* ( 815) 52 20.
gi|21743|emb|CAA43331.1] high molecular weight glu 830) 52 20.
gi]204324083|gb]ACI01048.1] arginine kinase [Bomby ( 355) 49 19.
gi]224036293|pdb]3C3V]A Chain A, Crystal Structure 510) 50 19.
gi]1398916]dbj |BAA07712.1] allergenic protein [Ory 157) 46 18.
gi]4138173|emb|CAA09884.1| allergen [Malassezia sy 162) 46 18.
gi]|736319]emb|CAA27052.1] glutenin [Triticum aesti 838) 51 20.
gi]289742475|gb]ADD19985.1] antigen 5 precursor [G 259) 47 18.
gi]40807635|gb|AAR92223.1] phytocystatin [Actinidi 116) 44 17.
gi]|83715934|dbj | BAE54432.1] tropomyosin [Ommastrep 284) 47 18.
gi]83715932|dbj |BAES54431.1] tropomyosin [Todarodes 284) 47 18.
gi]83715928|dbj |BAE54429.1] tropomyosin [Sepia esc 284) 47 18.
gi]83715930|dbj |BAE54430.1] tropomyosin [Sepioteut 284) 47 18.
gi]83715936|dbj | BAE54433.1] tropomyosin [Octopus v ( 284) 47 18.
gi]42559556|sp|096764.2] TPM_CHIKI RecName: Full=Tr ( 285) 47 18.
gi]209484145|gb]AC147547.1] nonspecific lipid tran 119) 44 17.
gi]258588247 | pdb]3EHK]A Chain A, Crystal Structure 531) 49 19.
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397) 48 19.
gi]166443|gb]AAA32669.1] antigen E [Ambrosia artem ( 397) 48 19.
gi]23894244emb|CAD23614.1] tri m 2 allergen [Arth ( 404) 48 19.

gi]170702]gb|AAA34272_.1] gamma gliadin precursor [ ( 302) 47 18.
gi|47606039|sp|Q8H6EL7.1|PHLB_PHLPR RecName: Full=P ( 143) 44 17.
gi]1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146) 44 17.
gi]208605346 | emb|CAR82266.1] D-type LMW glutenin s ( 272) 46 18.
gi]1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113) 43 17.
gi | 76097507 |gb|ABA39436.1] Der £ 1 allergen precur ( 276) 46 18.
gi]9954251|gb|AAGO8988.1|AF216519_ 1 tropomyosin [P ( 284) 46 18.
gi]32363467|sp| |P82946_4 [Segment 4 of 4] Major po ( 15) 36 14.
gi]158121995|gb|ABW17159.1] Ara h 7 allergen precu ( 164) 44 17.

gi 83754241 |pdb|2B5S|B Chain B, Crystal Structure ( 92) 42 16.
gi 71153243 sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731) 49 19.

N~NOoORPRARMPRPRMNOONPRPRPPRPOAMANNSNSNNANPPOWRPRPORPOODOOOO~NORMPMRMIMDIMMOOOARANONNW

>>gi]5059162]gb|AAD38942 1| AF144060_1 alpha-amylase [Der (496 aa)
initn: 59 initl: 59 opt: 87 Z-score: 128.8 bits: 30.7 EQQ: 0.034
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Smith-Waterman score: 87; 38.2% identity (76.5% similar) in 34 aa overlap (16-49:178-210)

10 20 30 40
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLER
gi 505 YTNPKEARNCRLSGLRDLKQQSEYVRQKQVDFLNHL ID1GVAGFRSDASTHQ-WPDDLRS
150 160 170 180 190 200
50 60 70 80

PAT LQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]505 1 YSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYKEITNVFRGN
210 220 230 240 250 260

>>gi]18615]emb|CAA26723.1] unnamed protein product [Glyc (495 aa)
initn: 48 initl: 48 opt: 69 Z-score: 100.2 bits: 25.4 EQ: 1.3

Smith-Waterman score: 69; 30.6% identity (46.9% similar) in 49 aa overlap (32-80:113-160)
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10 20 30 40 50 60

PAT___ EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEN I DDLERLQDRYPWLVAEVEGVV

gi 186 SYTNGPQEIYIQQGKGIFGMIYPGCSSTFEéééQééQR GQSSRPébéHQKlYNSREGDL
100 110 130 140

70 80
PAT AGIAYAGPWKARNAYDWTV

gi|186 IAVPTGVAWIMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi 51316532 sp|Q9LD79.2|PRR3_JUNVI RecName: Full=Patho (110 aa)
initn: 43 initl: 43 opt: 62 Z-score: 97.2 bits: 22.7 EQ): 2
Smith-Waterman score: 62; 29.2% identity (52.3% similar) in 65 aa overlap (11-70:4-64)

10 20 30 40 50
PAT___ VEIRPATAADVAAVCDIVNHY I ETSTVNFRTEPQTPQE-WIDDL -~ --ERLQDRYPWLVA
gi|513 AFLLAATLTlssHMQéAGAVKﬁDlKNQCGYTVWAAGLPGGGKéLDQGQTWTV—
10 20 30 40 50
60 70 80

PAT___ EVEGVVAGIAYAGPWKARNAYDWTV
gi|513 ———NLAAéTASARFWGRTGCTFDASGKGSCQTGDCGRQLSCTVSGAVPATLAEYTQSDQD
60 70 90 100

>>gi]18635]emb]|CAA33215.1] glycinin subunit G1 [Glycine (495 aa)
initn: 46 initl: 46 opt: 67 Z-score: 97.0 bits: 24.8 EQ: 2
Smith-Waterman score: 67; 30.6% identity (46.9% similar) in 49 aa overlap (32-80:113-160)

10 20 30 40 50 60
PAT___ ENRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVY
i 186 SYTNGPQEIY1QQGKGIFGMIYPGCPSTFEEPQQPQQR-GQSSRPQDRHOK I YNFREGDL
90 100 110 120 130 140

70 80
PAT AGIAYAGPWKARNAYDWTV

gi]186 TAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

>>gi]66840994]|emb]|CA164396.1] serine carboxypeptidase 11 (260 aa)
initn: 49 initl: 49 opt: 61 Z-score: 91.0 bits: 22.8 EQQ: 4.4
Smith-Waterman score: 61; 26.3% identity (54.4% similar) in 57 aa overlap (3-53:42-98)

10 20
PAT VEIRPATAADMA----— AVCDIVNHY-I1ETST
gi | 668 VGTFEFWWNHGLVSDDTYQRLREACLHDSFiHéSPACDAATDVATAEQGNIDMYSLYTPV
20 30 40 50 60 70
30 40 50 60 70 80

PAT____ VNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi | 668 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVQTALHANVTGAM
80 90 100 110 120 130

>>gi]125987805]sp|P08819.2|CBP2_WHEAT RecName: Full=Seri (444 aa)
initn: 49 initl: 49 opt: 61 Z-score: 88.1 bits: 23.0 EQQ: 6.3
Smith-Waterman score: 61; 26.3% identity (64.4% similar) in 57 aa overlap (3-53:228-284)

10 20
PAT VEIRPATAADMA ————— AVCDIVNHY—IETST

gi]125 VGTFEFWWNHGIVSDDTYRRLKEACLHDSFIHPSPACDAATDVATAEQGNIDMYSLYTPV
200 210 220 230 240 250
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30 40 50 60 70 80

gi|125 CNITSSSSSSSSSLSQQRRSRGRYPWLTGSYDPCTERYSTAYYNRRDVOMALHANVTGAM
260 270 280 290 300 310

>>gi1]219806590|dbj |BAH10150.1] tropomyosin [Neptunea pol (284 aa)
initn: 59 initl: 59 opt: 59 Z-score: 87.3 bits: 22.2 EQ): 7
Smith-Waterman score: 59; 33.3% identity (52.8% similar) in 36 aa overlap (29-64:29-64)

10 20 30 40 50 60
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV
gi]219 MDLIKKKMLSMKMDKENALDRADVMEQKFRDAEDQKSKLEDDLNLLQKKYSQLENEFDRV
10 20 30 40 50 60

70 80
PAT VAGIAYAGPWKARNAYDWTV

gi]219 NEGLLDANAKLETQDKRVNEMEQE ISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAA
70 80 90 100 110 120

>>gi]22135348]|gb|AAM93157.1] trypsin inhibitor [Arachis (219 aa)
initn: 43 initl: 43 opt: 57 Z-score: 85.5 bits: 21.5 E(Q: 8.8
Smith-Waterman score: 57; 30.0% identity (52.0% similar) in 50 aa overlap (25-74:21-62)

10 20 30 40 50 60
PAT___ VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGY
gi|221 NYLHMLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESEG—
10 20 30 40 50

70 80
PAT___ VAGIAYAGPWKARNAYDWTV
gi|221 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE IF1QQGRGYFGL IFP

60 70 80 ) 100

>>gi]6015094|sp|P42040.2|ENO_CLAHE RecName: Full=Enolase (440 aa)
initn: 37 initl: 37 opt: 58 Z-score: 83.4 bits: 22.1 EQ): 12
Smith-Waterman score: 58; 27.7% identity (65.3% similar) in 47 aa overlap (27-72:262-307)

10 20 30 40 50
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAE
gi]|601 IEEAGYTGQIKIAMDVASSEFYKADEKKYDLDFKNPDSDKSKWIT-YEQLADQYKQLAAK
240 250 260 270 280 290
60 70 80

PAT___ VEGVVAGIAYA-GPWKARNAYDWTV
gi 601 YPIVSIEDPFAEDDWEAWSYFYKTSGSDFQIVGDDLTVTNPEF IKKAIETKACNALLLKY
300 310 320 330 340 350

>>gi]208605344]|emb]|CAR82265.1] D-type LMW glutenin subun (359 aa)
initn: 57 initl: 57 opt: 57 Z-score: 82.9 bits: 21.7 EQ): 12
Smith-Waterman score: 57; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:79-98)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEW IDDLERLQDRYPWLVAEVEGVVA

gi |208 PTPQPQFPQQSQQPFTQPQQPTPLQPQQPFPQQPQQPQQPFPQPQQPFPIQPQQPFPQTQ
50 60 70 80 90 100

70 80
PAT GIAYAGPWKARNAYDWTV

gi]208 QSFPLQPQQPFPQQPQQPFPQPQLQFPQQPEQI IPQQPQQPFLLESQQPFPQQPQQPFPQ
110 120 130 140 150 160

>>gi | 14423730 sp|P78983.2|HSP70_ALTAL RecName: Full=Heat (152 aa)
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initn: 41 initl: 41 opt: 54 Z-score: 82.7 bits: 20.5 EQ: 13
Smith-Waterman score: 54; 35.7% identity (60.7% similar) in 28 aa overlap (38-64:83-110)

10 20 30 40 50 60

PAT _ AADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER-LQDRYPWLVAEVEGVVAGIAY

gi|144 LRNTLSDSKVDEKLDAGDKQKLTAE IDKTVQWLDDNQTATKDEYESQQKELEGVANP IMM
60 70 80 90 100 110

70 80
PAT AGPWKARNAYDWTV
gi|144 KFYGAGGEGGMPGGMPGGGMPGGAPGGAAGDDGPTVEEVD
120 130 140 150

>>qi1]897811]emb|CAA24933.1] unnamed protein product [Tri (101 aa)
initn: 52 initl: 52 opt: 52 Z-score: 81.8 bits: 19.7 EQ: 14
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (34-51:7-24)

10 20 30 40 50 60
PAT____ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAG
gi |897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL
10 20 30
70 80
PAT 1AYAGPWKARNAYDWTY

gi |897 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
40 50 60 70 80 90

>>0gi1]15886861]|emb|CAC85911.1] arginine kinase [Plodia in (355 aa)
initn: 47 initl: 47 opt: 56 Z-score: 81.3 bits: 21.4 EQ): 15
Smith-Waterman score: 56; 26.9% identity (51.9% similar) in 52 aa overlap (1-51:64-114)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY IETSTVNER
i | 158 VFDALKNKKTSFGSTLLDS IQSGVENLHSGVG1YAPDAEAYVVFADLFDP I IEDYHNGFK
40 50 60 70 80 90
40 50 60 70 80
PAT___ -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTV

gi]158 K%DKHPPKNW—GDVETLGNLD#AGEFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMEEKVS
100 110 120 130 140 150

>>qi 47606048 sp|Q9FY19.1]PGLR2_JUNAS RecName: Full=Poly (507 aa)
initn: 42 initl: 42 opt: 57 Z-score: 81.0 bits: 21.9 EQ): 16
Smith-Waterman score: 57; 26.1% identity (52.2% similar) in 46 aa overlap (33-78:97-140)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
i |476 AVGDGKHDSTDAFEKTWNAACNKLSAVFLVPANKKFVVNNLVFYGPCQPHESFKVDGT IA
70 80 90 100 110 120
70 80

PAT GIAYAGPWKARNAYDWTV
gi|476 --AYPDPAKWKNSKIWMHFARLTDFNLMGTGV IDGQGNRWWSDQCKT INGRTVCNDKGRP
130 140 150 160 170 180

>>qi1]114841617|dbj |BAF32110.1] pollen allergen [Cryptome (514 aa)
initn: 51 initl: 51 opt: 57 Z-score: 80.9 bits: 21.9 EQ): 16
Smith-Waterman score: 57; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
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90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|170708]|gb]AAA34274.1] gamma-gliadin B precursor [Tr (291 aa)
initn: 54 initl: 54 opt: 55 Z-score: 80.8 bits: 21.0 EQ: 16
Smith-Waterman score: 55; 23.1% identity (59.0% similar) in 39 aa overlap (14-52:6-44)

10 20 30 40 50 60
PAT___ VEIRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGY
gi|170 MKTLLILT ILAMAIT I ATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIF
10 20 30 40 50
70 80

PAT___ VAGIAYAGPWKARNAYDWTV
gi]170 PQPQQTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQ
60 70 80 90 100 110

>>gi|5712199]gb|AAD47382.1] glycinin [Arachis hypogaea] (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (25-74:19-60)

10 20 30 40 50 60
PAT___ VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY
gi|571 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESEG-
10 20 30 40 50
70 80
PAT___ VAGIAYAGPWKARNAYDWTV
gi|571 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE IF1QQGRGYFGL IFP
60 70 80 90 100

>>gi]199732457|gb]ACH91862.1] arachin Arah3 isoform [Ara (530 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.8 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (25-74:19-60)

10 20 30 40 50 60
PAT___ VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGY
i 199 MAKLLELSFCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNR I ESEG-
10 20 30 40 50
70 80
PAT___ VAGIAYAGPWKARNAYDWTV
gi 199 —--—-GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGL IFP
60 70 80 90 100

>>gi]21314465]|gb]|AAM46958.1]|AF510854_1 allergen Arah3/Ar (538 aa)
initn: 43 initl: 43 opt: 57 Z-score: 80.7 bits: 21.9 EQ: 16
Smith-Waterman score: 57; 30.0% identity (562.0% similar) in 50 aa overlap (25-74:19-60)

10 20 30 40 50 60

PAT___ VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEGY

gi|213 MGKLLALSVCFCFLVLGASS I SFR---QQPEENACQFQRLNAQRPDNRIESEG-

10 20 30 40 50

70 80

PAT___ VAGIAYAGPWKARNAYDWTV

i ]|213 —--—-GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGL IFP

60 70 80 90 100

>>gi]2832430]emb] CAA05978.1] prohevein [Hevea brasiliens (187 aa)
initn: 53 initl: 53 opt: 53 Z-score: 80.0 bits: 20.3 EQ: 18
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Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:74-90)

40 50 60 70 80
PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
gi1]283 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
50 60 70 80 90 100

g1 ]283 GAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
110 120 130 140 150 160

>>0gi]158342650|gb|ABW34946.1] hevein [Hevea brasiliensis (204 aa)
initn: 53 initl: 53 opt: 53 Z-score: 79.6 bits: 20.3 EQ: 19
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:91-107)

40 50 60 70 80

PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV
i | 158 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV
70 80 90 100 110 120

gi]158 GAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTV
130 140 150 160 170 180

>>gi]123062]|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev (204 aa)
initn: 53 initl: 53 opt: 53 Z-score: 79.6 bits: 20.3 EQ: 19
Smith-Waterman score: 53; 41.2% identity (64.7% similar) in 17 aa overlap (62-78:91-107)

40 50 60 70 80

PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPY
70 80 90 100 110 120

gi]123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV
130 140 150 160 170 180

>>gi]32363456]|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti (91 aa)
initn: 50 initl: 50 opt: 50 Z-score: 79.2 bits: 19.1 EQ: 20
Smith-Waterman score: 50; 42.9% identity (64.3% similar) in 14 aa overlap (65-78:53-66)

40 50 60 70 80
PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi]323 ADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCL

30 40 50 60 70 80
gi | 323 RTNAAVTVR

90
>>gi | 1588669 | prf| |2209273A Zm13 (170 aa)

initn: 52 initl: 52 opt: 52 Z-score: 79.0 bits: 19.9 EQ: 20
Smith-Waterman score: 52; 25.7% identity (65.7% similar) in 35 aa overlap (35-69:109-143)

10 20 30 40 50 60
PAT __ PATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi 158 IDGVTDATGTYTIELKDSHEEDICQVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSL
80 90 100 110 120 130

70 80

PAT AYAGPWKARNAYDWTV
gi]158 RPANPLGYFKDVPLPVCAALLKQLDSDDDDDQ
140 150 160 170

>>gi]47605808]sp|Q7M1X5.1]LOLB_LOLPR RecName: Full=Major (134 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.7 bits: 19.5 EQ): 21
Smith-Waterman score: 51; 26.8% identity (43.9% similar) in 41 aa overlap (18-58:25-65)

10 20 30 40 50



PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPWL
i |476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVEGATVAVDCRPFDGGESKLKAEATTDKDGWY
10 20 30 40 50 60

60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAYDWTV
gi|476 KIEIDQDHQEEICEVVLAKSPDKSCSE IEEFRDRARVPLTSNXGIKQQGIRYANPIAFFR
70 80 90 100 110 120

>>0gi1]3941386]gb|AAC82350.1] group 2 allergen Eur m 2 010 (135 aa)
initn: 51 initl: 51 opt: 51 Z-score: 78.6 bits: 19.5 EQ): 21

Dow AgroSciences LLC
Study ID: 110330
Page 200

Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (6-27:3-24)

10 20 30 40 50 60

PAT _ VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY

gi|394  VAAVAADQVDVKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDANQNSNAAK
10 20 30 40 50

>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a (607 aa)
initn: 56 initl: 56 opt: 56 Z-score: 78.5 bits: 21.7 EQ: 22

Smith-Waterman score: 56; 43.5% identity (69.6% similar) in 23 aa overlap (56-27:326-348)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQ
i 543 GKLKACCDKPLLQKSHCIAEVKEDDLPSDLPALAADFAEDKE I CKHYKDAKDVFLGTFLY
300 310 320 330 340 350
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]543 EYSRRHPDYSVSLLLRIAKTYEATLEKCCAEADPPACYRTVFDQFTPLVEEPKSLVKKNC
360 370 380 390 400 410

>>gi]164415595]gb|ABY53034.1] Der p 2 allergen [Dermatop (145 aa)
initn: 44 initl: 44 opt: 51 Z-score: 78.2 bits: 19.6 EQ): 22

Smith-Waterman score: 51; 27.3% identity (46.8% similar) in 77 aa overlap (6-75:13-88)

10 20 30 40
PAT VE IRPATAADMAAVCD IVNHY IETSTVN-~FRTEP-- - QTPQEWIDDLERL
gi|164 MYKILCLSLLVAAVARDQVDVKDCANHE IKKVLVPGCHGSEPC I IHRGKPFQLEADFEAN
10 20 30 40 50 60
50 60 70 80

PAT___ QDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
i |164 QNRKTAKI-EIKAS IDGLEVDVPG IDPNACHYMKCPLVKGQQYD IKYTWNVPK I APKSEN
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: 78.2 bits: 19.6 EQ: 22

Smith-Waterman score: 51; 45.5% identity (68.2% similar) in 22 aa overlap (6-27:14-35)

10 20 30 40 50
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPW
gi]996 MMYKILCLSLLVAAVAADQVDVKDCANHE IKKVLVPGCHGSEPCI IHRGKPFQLEALFEA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]996 NQNTKNAKIEIKASIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]114841671]dbj|BAF32137.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
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Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841665|dbj |BAF32134.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841663|dbj |BAF32133.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841629]dbj|BAF32116.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi]24898906|dbj |BAC23083.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>qi1]114841641|dbj |BAF32122.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
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90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]24898904|dbj|BAC23082.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80

PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi]248 AACKKPSAMLLVPGNKKFVVNNLFFNGPCQPHFTFKVDG I IA--AYQNPASWKNNRIWLQ
90 100 110 120 130 140

gi1]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|114841653]dbj |BAF32128.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi1]114841607|dbj |BAF32105.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi]114841657|dbj |BAF32130.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I IQGLRL
150 160 170 180 190 200

>>gi|114841635]dbj |BAF32119.1] pollen allergen [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ: 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

90 100 110 120 130 140

gi|114 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>gi|1171004]sp|P43212_.1]PGLR2_CRYJA RecName: Full=Polyg (514 aa)
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initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]117 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I 1QGLKL
150 160 170 180 190 200

>>0gi]24898908|dbj |BAC23084.1] allergen Cry j 2 [Cryptome (514 aa)
initn: 49 initl: 49 opt: 55 Z-score: 77.8 bits: 21.3 EQ): 24
Smith-Waterman score: 55; 32.1% identity (64.3% similar) in 28 aa overlap (51-78:114-139)

30 40 50 60 70 80
PAT YIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTV

90 100 110 120 130 140

gi]248 FAKLTGFTLMGKGV IDGQGKQWWAGQCKWVNGRE ICNDRDRPTAIKFDFSTGL I IQGLRL
150 160 170 180 190 200

>>gi]14423649]|sp|Q9TZZ2_2|ALL2_EURMA RecName: Full=Mite (145 aa)
initn: 50 initl: 50 opt: 50 Z-score: 76.6 bits: 19.3 EQ: 27
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (6-27:13-34)

10 20 30 40 50
PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWL
gi]|144 MYKILCLSLLVAAVAADQVD IKDCANHE IKKVMVPGCKGSEPCV IHRGTAFQLEAVFDAN
10 20 30 40 50 60
60 70 80

PAT VAEVEGVVAG IAYAGPWKARNAYDWTV
gi|144 QNSNAAKIEIKATIDGVE IDVPGIDNNLCHFMKCPLVKGQEYD IKYTWNVPR I APKSENV
70 80 90 100 110 120

>>gi]1850540]gb|AAB48041.1] ribosomal P2 phosphoprotein (113 aa)
initn: 43 initl: 43 opt: 49 Z-score: 76.4 bits: 18.9 EQ: 28
Smith-Waterman score: 49; 33.3% identity (60.0% similar) in 30 aa overlap (43-71:32-61)

20 30 40 50 60 70
PAT___ AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGV-VAGIAYAGPWK
gi 185 KHLAAYLLLGLGGNTSPSAADVKAVLESVGIEADSDRLDKL I SELEGKD INEL IASGPEK
10 20 30 40 50 60

80

PAT ARNAYDWTV

gi]185 LASVPSGGAGGAAASGGAAAAGGSAEAEAAPEAAKEEEKEESDEDMGFGLFD
70 80 90 100 110

>>gi]62484809]emb|CA178902.1] putative gamma-gliadin [Tr (285 aa)
initn: 38 initl: 38 opt: 52 Z-score: 76.2 bits: 20.2 EQ): 29
Smith-Waterman score: 52; 40.0% identity (60.0% similar) in 20 aa overlap (33-52:113-130)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi 624 TFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKYP-~EQPQOPFPWQQPTIQLYLQ

90 100 110 120 130 140

70 80
PAT GIAYAGPWKARNAYDWTV

gi]624 QQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIV
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150 160 170 180 190 200

>>gi]85701146]sp|POCOY5.1|MTDH_CLAHE RecName: Full=Proba (267 aa)
initn: 40 initl: 40 opt: 51 Z-score: 74.9 bits: 19.8 EQ): 34
Smith-Waterman score: 51; 36.7% identity (60.0% similar) in 30 aa overlap (10-39:195-223)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW
gi 857 IANFPQEQTSYNVAKAGC IHMARSLANEWRDFARVNS I SPGY IDTGLSDF-VPKETQQLW
170 180 190 200 210 220
40 50 60 70 80
PAT___ IDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi]857 HSMIPMGRDGLAKELKGAYVYFASDASTYTTGADLLIDGGYTTR
230 240 250 260

>>gi]9929163]emb | CAC05258.1] Cup a 3 protein [Cupressus (199 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.9 bits: 19.4 EQ): 34
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (56-15:116-126)

10 20 30
PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi]992 QSDQDYYDVSLVDGFNIPLAINPTNTKCTAPACKAD INAVCPSELKVDGGCNSACNVLQT
90 100 110 120 130 140
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]992 DQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
150 160 170 180 190

>>gi]27462836]|gb]AA015607 .1]AF462190_1 glutathione S-tra (219 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.4 bits: 19.4 EQ): 36
Smith-Waterman score: 50; 37.5% identity (564.2% similar) in 24 aa overlap (38-61:47-70)

10 20 30 40 50 60
PAT AADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYA
gi]274 QSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFPNLPYY IEGDVKLTQSI
20 30 40 50 60 70

70 80

PAT GPWKARNAYDWTV

gi]274 AILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDPNFEKLKLDLVAKLPDD
80 90 100 110 120 130

>>gi]38456222|gh]AAR21071.1] PR5 allergen Jun r 3.1 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:142-152)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi ]384 QSDQDYYDVSLVDGENIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

g1 ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>gi]38456230]gb]AAR21075.1] PR5 allergen Cup s 3.3 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (11-70:11-71)

10 20 30 40 50
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PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA

10 20 30 40 50

60 70 80
PAT EVEGVVAGIAYAGPWKARNAYDWTV

60 70 80 90 100 110

>>0qi]38456224|gb|AAR21072.1] PR5 allergen Jun r 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ): 37
Smith-Waterman score: 50; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:142-152)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQ
gi ]384 QSDQDYYDVSLVDGENIPLAINPTNAQCTAPACKAD INAVCPSELKVEGGCNSACNVFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi ]384 DQYCCRNAYVDNCPATNYSKIFKNQCPQAYSYAKDDTATFACASGTDYSIVFCP
180 190 200 210 220

>>qi1]9087177]sp|P81295.1]PRR3_JUNAS RecName: Full=Pathog (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 56; 29.2% identity (50.8% similar) in 65 aa overlap (11-70:11-71)

10 20 30 40 50
PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA

10 20 30 40 50

60 70 80
PAT EVEGVVAGIAYAGPWKARNAYDWTV

60 70 80 90 100 110

>>q1]38456228|gb|AAR21074.1] PR5 allergen Cup s 3.2 prec (225 aa)
initn: 50 initl: 50 opt: 50 Z-score: 74.3 bits: 19.5 EQ: 37
Smith-Waterman score: 51; 27.7% identity (50.8% similar) in 65 aa overlap (11-70:11-71)

10 20 30 40 50
PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQE-WIDDL----ERLQDRYPWLVA

10 20 30 40 50

60 70 80
PAT EVEGVVAGIAYAGPWKARNAYDWTV

60 70 80 90 100 110

>>q1]223403273|gb]ACM89179.1] sarcoplasmic calcium-bindi (193 aa)
initn: 49 initl: 49 opt: 49 Z-score: 73.5 bits: 19.1 EQ): 40
Smith-Waterman score: 49; 31.0% identity (565.2% similar) in 29 aa overlap (43-71:162-190)

20 30 40 50 60 70
PAT AVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKA

i |223 TRSAFAEVKE I DDAYNKLTTEDDRKAGGLTLERYQDLYAQF I SNPDESCSACYLFGPLKV
140 150 160 170 180 190

80
PAT RNAYDWTV
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gi]223 VQ

>>gi]55859466|emb|CA105848.1] mite allergen Der f 2 [Der (146 aa)
initn: 48 initl: 48 opt: 48 Z-score: 73.4 bits: 18.7 EQ: 41
Smith-Waterman score: 48; 39.1% identity (69.6% similar) in 23 aa overlap (6-28:14-36)

10 20 30 40 50
PAT VE IRPATAADMAAVCD 1VNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYPW
gi 558 MISKILCLSLLVAAQQAbéVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDA
10 20 30 40 50 60
60 70 80

PAT LVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]558 NQNTKTAKIEIKANIDGLEVDVPGIDTNACHY IKCPLVKGQQYDAKYTWNVPKIAPKSEN
70 80 90 100 110 120

>>gi]18637]emb|CAA33216.1] glycinin subunit G2 [Glycine (485 aa)
initn: 43 initl: 43 opt: 52 Z-score: 73.3 bits: 20.4 EQ: 41
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (32-80:110-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPQDRHOKVHRFREGDL
80 90 100 110 120 130

70 80
PAT___ AGIAYAGPWKARNAYDWTV

gi]186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 180 190

>>gi]18609]|emb|CAA26575.1] unnamed protein product [Glyc (485 aa)
initn: 43 initl: 43 opt: 52 Z-score: 73.3 bits: 20.4 EQ): 41
Smith-Waterman score: 52; 28.6% identity (44.9% similar) in 49 aa overlap (32-80:110-157)

10 20 30 40 50 60
PAT EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi|186 SYTNGPQEIY1QQGNGIFGMIFPGCPSTYQEPQESQQR-GRSQRPODRHOKVHRFREGDL
80 90 100 110 120 130

70 80
PAT____ AGIAYAGPWKARNAYDWTV

gi]186 IAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQQQQG
140 150 160 170 180 190

>>gi]1063270]dbj |BAA11251.1] gamma-gliadin precursor [Tr (279 aa)
initn: 50 initl: 50 opt: 50 Z-score: 73.1 bits: 19.6 EQ: 43
Smith-Waterman score: 50; 31.8% identity (68.2% similar) in 22 aa overlap (30-51:71-92)

10 20 30 40 50
PAT VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG

gi]106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP
100

60 70 80
PAT VVAGIAYAGPWKARNAYDWTV

gi | 106 FPQPQQQFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILP
110 120 130 140 150 160

>>gi]14285595]sp| 004004 . 1NLTP6_AMBAR RecName: Full=Non- (118 aa)
initn: 47 initl: 47 opt: 47 Z-score: 73.0 bits: 18.3 EQ: 43
Smith-Waterman score: 47; 25.9% identity (63.0% similar) in 27 aa overlap (7-33:66-92)
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10 20 30
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTP
gi|142 ILAPCAGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNC IKELTKS IAYDPKRMPLLS
40 50 60 70 80 90
40 50 60 70 80

PAT QEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]142 TKCGVKPDFPAVDKNLDCSKLPV
100 110

>>gi|44409474|gb]|AAS47036.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 48 Z-score: 72.9 bits: 18.7 EQ): 44
Smith-Waterman score: 48; 27.3% identity (61.8% similar) in 55 aa overlap (2-55:102-154)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY IETSTVNFRT
gi|444 1DGLDKDNFVYSYSLVEGDALSDKVEK ISYE IKLVASADGGS I IKSTSNYHTTGDVE IKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi |444 EDVKAGKEKATGLFKLIENY--LVANPDAYN
140 150 160

>>gi]139002766]dbj | BAF51970.1] thaumatin-like protein [C (225 aa)
initn: 49 initl: 49 opt: 49 Z-score: 72.7 bits: 19.2 EQ): 45
Smith-Waterman score: 49; 63.6% identity (72.7% similar) in 11 aa overlap (56-15:142-152)

10 20 30
PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQ
gi]139 QSDQDYYDVSLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQT
120 130 140 150 160 170
40 50 60 70 80

PAT TPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi]139 DQYCCTGTYANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP
180 190 200 210 220

>>gi|170738|gb]AAA34289.1] gamma-gliadin [Triticum aesti (327 aa)
initn: 50 initl: 50 opt: 50 Z-score: 72.3 bits: 19.6 EQ: 47
Smith-Waterman score: 50; 33.3% identity (66.7% similar) in 21 aa overlap (33-53:121-141)

10 20 30 40 50 60
PAT IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA

gi|170 PFPQTQQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPOTQQPOQPFPOLQQPQQPFPQ
100 110 120 130 140 150

70 80

PAT___ GIAYAGPWKARNAYDWTY
gi [170 PQQQLPQPQQPQQSFPQQQRPF IQPSLQQQLNPCKNILLQQSKPASLVSSLWS I 1WPQSD
160 170 180 190 200 210

>>gi|170736]|gb]AAA34288.1] gamma-gliadin [Triticum aesti (251 aa)
initn: 48 initl: 48 opt: 49 Z-score: 72.1 bits: 19.2 EQ: 48
Smith-Waterman score: 49; 20.5% identity (59.0% similar) in 39 aa overlap (14-52:6-44)

10 20 30 40 50 60

PAT___ VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY

gi|170 MKTLL ILT1LAMAIT IGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTF
10 20 30 40 50
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70 80
PAT___ VAGIAYAGPWKARNAYDWTV
gi [ 170 PQPQQTFPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQ
60 70 80 90 100 110

>>gi|741844]prf]]2008179A major allergen Par j 1 (143 aa)
initn: 39 initl: 39 opt: 47 Z-score: 72.0 bits: 18.4 EQ): 49
Smith-Waterman score: 47; 40.9% identity (59.1% similar) in 22 aa overlap (30-51:111-130)

10 20 30 40 50
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEG
gi|741 VNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGWRDP--RLEFRPPHRKKPNPA
90 100 110 120 130
60 70 80

PAT___ VVAGIAYAGPWKARNAYDWTV
gi | 741 FSTLG
140

>>gi]38492338|gh]AAR22488.1] allergen Mal d 3 [Malus x d (115 aa)
initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:85-109)

10 20 30
PAT VEIRPATAADMAAVCDI-VNHYIETSTVNFRT
gi]384 IRTINGLARTTADRQTACNCLKNLAGS I SGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
gi|384 K
>>gi]|50659859|gb|AAT80649.1] lipid transfer protein prec (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ: 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:85-109)

10 20 30
PAT VEIRPATAADMAAVCDI-VNHY IETSTVNFRT
gi|506 IRTINSLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT___ EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTV
gi|506 K
>>gi | 14423814 sp|QOM5X7 . 1|NLTP_MALDO RecName: Full=Non-s (115 aa)

initn: 43 initl: 43 opt: 46 Z-score: 71.5 bits: 18.0 EQ): 52
Smith-Waterman score: 46; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:85-109)

10 20 30
PAT VEIRPATAADMAAVCDI-VNHYIETSTVNFRT
gi|144 IRTINGLARTTADRQTACNCLKNLAGS ISGVNPNNAAGLPGKCGVNVPYKISTSTNCATV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi|144 K

>>gi]534900]emb|CAA54695.1] 1 Sc2 [Betula pendula] (159 aa)
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initn: 44 initl: 44 opt: 47 Z-score: 71.4 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 29.6% identity (74.1% similar) in 27 aa overlap (37-63:68-92)

10 20 30 40 50 60

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi 1534 VSCVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSYSV-- 1EGGAVGDTL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWTV

gi]534 EKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQ I KASKEKAEALFRAVESYLLAHS
100 110 120 130 140 150

>>qi1]261407]gb|AAB24432_.1] Aln g | [Alnus glutinosa] (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (37-65:69-95)

10 20 30 40 50 60

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

i |261 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWTV

gi]261 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>qi1]1321726]emb|CAA96544 1| major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (37-65:69-95)

10 20 30 40 50 60

PAT___ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAY

gi|132 I1SSVENIEGNGGPGT IKKISFPEGSPFKYVKERVDEVDRVNFKYSFSV-- 1 EGGAVGDAL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWTV

gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAVGLLKAVESYLLAHS
100 110 120 130 140 150

>>qi]1321714]emb|CAA96546.1] major allergen Bet v 1 [Bet (160 aa)
initn: 43 initl: 43 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 31.0% identity (72.4% similar) in 29 aa overlap (37-65:69-95)

10 20 30 40 50 60

PAT __ TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVAGIAY

gi|132 VSSVENIEGNGGPGT IKKITFPEGSPFKYVKERVDEVDRVNFKYSFSV-~ 1 EGGAVGDAL
40 50 60 70 80 90

70 80

PAT AGPWKARNAYDWTV

gi]132 EKVCNEIKIVAAPDGGS ILKISNKFHTKGDHE INAEQ IKIEKEKAEGLLKAVESYHLAHS
100 110 120 130 140 150

>>qi]44409496 | gb|AAS47037.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 27.3% identity (61.8% similar) in 55 aa overlap (2-55:102-154)

10 20 30
PAT VEIRPATAADMAAVCDIVNHY IETSTVNFRT

gi|444 IDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHT%éDVEIKE
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80 90 100 110 120 130

40 50 60 70 80
PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi]444 EDVRAGKEKATGLFKLIENY--LVANPDAYN
140 150 160

>>0gi]44409451|gb|AAS47035.1] major cherry allergen Pru a (160 aa)
initn: 42 initl: 42 opt: 47 Z-score: 71.3 bits: 18.4 EQ): 53
Smith-Waterman score: 47; 24.0% identity (62.0% similar) in 50 aa overlap (2-50:102-151)

10 20 30
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRT
gi|444 I1DGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGS I IKSTSNYHTTGDVE IKE
80 90 100 110 120 130
40 50 60 70 80

PAT EP-QTPQEWIDDLERLQDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]444 EDVKAGKEKATGLFKLIENYLAANPDACN
140 150 160

>>gi]190684059|gb|ACE82290.1] peroxiredoxin [Triticum ae (218 aa)
initn: 44 initl: 44 opt: 48 Z-score: 71.3 bits: 18.9 EQ: 54
Smith-Waterman score: 48; 17.1% identity (55.3% similar) in 76 aa overlap (2-69:41-115)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFR-
gi 190 PNLELDSTHGKIRIHDYVGNGYVILFSHPGDFTPVCTTELAAMANYAKEF-EKRGVKLLG
20 30 40 50 60
40 50 60 70 80
PAT _ ———TEPQTPQEWIDDLERLQD----RYPWLVAEVEGVVAG I AYAGPWKARNAYDWTY

gi]190 ISCDDVQSHKEWTKDIEAYKPGSRVTYP IMADPDRSAIKQLNMVDPDEKDGQGQLPSRTL
70 80 90 100 110 120

gi]190 HIVGPDKVVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVV IAPGVS
130 140 150 160 170 180

>>qi1]114841683|dbj |BAF32143.1] pollen allergen [Chamaecy (419 aa)
initn: 37 initl: 37 opt: 50 Z-score: 70.9 bits: 19.7 EQ: 56
Smith-Waterman score: 50; 21.7% identity (52.2% similar) in 46 aa overlap (33-78:66-109)

10 20 30 40 50 60
PAT___ IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVA
gi|114 AVGDGKHDSTEAFETAWNAACKKASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTI -
40 50 60 70 80 90
70 80

PAT GIAYAGPWKARNAYDWTV
gi]114 -VAQPDPARWKNSKIWLQFAQLTDFNLMGTGV IDGQGQQWWAGQCKVVNGRTVCNDRNRP
100 110 120 130 140 150

>>qi]14423860]sp|Q9M7NO. 1] PROF3_HEVBR RecName: Full=Prof (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 18.0 EQ): 57
Smith-Waterman score: 46; 28.6% identity (71.4% similar) in 21 aa overlap (7-27:5-25)

10 20 30 40 50 60

PAT___ VEIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWI DDLERLQDRYPWLVAEVEGY

gil144  MSWQTYVDEHLMCDIDGHHLTAAAI IGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPG
10 20 30 40 50

>>gi]28881455]emb|CAD46560.1] profilin [Malus x domestic (131 aa)
initn: 46 initl: 46 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
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Smith-Waterman score: 46; 37.5% identity (62.5% similar) in 24 aa overlap (25-48:101-124)

10 20 30 40 50
PAT VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLV
gi]288 KYMVIQGEPGVVIRGKKGPGGVTVKKSTMASLIGIYDEPMTPGQCNMVVERLGDYLIEQG
80 90 100 110 120 130
60 70 80

PAT AEVEGVVAGIAYAGPWKARNAYDWTV

gi]2ss L

>>gi]190684061|gb]ACE82291.1] profilin [Triticum aestivu (131 aa)
initn: 40 initl: 40 opt: 46 Z-score: 70.8 bits: 18.0 EQ: 57
Smith-Waterman score: 46; 50.0% identity (65.0% similar) in 20 aa overlap (32-51:108-126)

10 20 30 40 50 60
PAT____ EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

gi]190 EPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGD YPVEQGF
80 90 100 110 120 130

70 80
PAT AGIAYAGPWKARNAYDWTV

>>qi]170743|gb|AAB02788.1] HMW glutenin subunit Ax2* [Tr (815 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.5 bits: 20.6 EQ: 59
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (34-51:721-738)

10 20 30 40 50 60

PAT___ RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi|170 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQ&ééWLéPRQGQQGYYPTSPQQSGQGQQL
700 710 720 730 740 750

70 80
PAT 1AYAGPWKARNAYDWTV

gi | 170 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
760 770 780 790 800 810

>>qi1]21743|emb|CAA43331.1] high molecular weight gluteni (830 aa)
initn: 52 initl: 52 opt: 52 Z-score: 70.4 bits: 20.6 EQ: 60
Smith-Waterman score: 52; 33.3% identity (61.1% similar) in 18 aa overlap (34-51:736-753)

10 20 30 40 50 60
PAT____ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi|217 QGQQPGQWLQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQL

70 80
PAT IAYAGPWKARNAYDWTV

gi |217 GQGQQGYYPTSPQQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDA
770 780 790 800 810 820

>>qi1]204324083|gb]AC101048.1] arginine kinase [Bombyx mo (355 aa)
initn: 40 initl: 40 opt: 49 Z-score: 70.2 bits: 19.4 EQ): 61
Smith-Waterman score: 49; 23.1% identity (53.8% similar) in 52 aa overlap (1-51:64-114)

10 20 30
PAT VE IRPATAADMAAVCD IVNHY IETSTVNFR
gi|204 VFDSLKNKKTSFGSTLLDCIQSGVENLDSGVGIYAPDAEéQéQFAELFDPIIEDYHNéﬁk
40 50 60 70 80 90
40 50 60 70 80

PAT -TEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV
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gi]204 KTDKHPPKNW-GDVDTLGNLDPAGEFVVSTRVRCGRSLEGYPFNPCLTESQYKEMEDKVS
100 110 120 130 140 150

>>gi1]224036293|pdb]3C3V]A Chain A, Crystal Structure OFf (510 aa)
initn: 43 initl: 43 opt: 50 Z-score: 69.9 bits: 19.8 EQ: 64
Smith-Waterman score: 50; 29.2% identity (50.0% similar) in 48 aa overlap (27-74:1-40)

10 20 30 40 50 60

PAT___ VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGY
gi|224 |sFR———QQPEENACéﬁééLNAQRPDNR|ESEG—
10 20 30

70 80
PAT VAGIAYAGPWKARNAYDWTV

gi]224 ----GYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFP
40 50 60 70 80

>>gi1]1398916]dbj |BAA07712.1] allergenic protein [Oryza s (157 aa)
initn: 40 initl: 40 opt: 46 Z-score: 69.9 bits: 18.1 EQ: 64
Smith-Waterman score: 46; 22.2% identity (49.2% similar) in 63 aa overlap (15-69:91-153)

10 20 30 40
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRT-EPQTPQEW I ——-
gi 139 RQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNQML&IIYREERAADAGHPMAEVFRG
70 80 90 100 110 120
50 60 70 80
PAT _ ———DDLERLQDRYPWLV-AEVEGVVAG I AYAGPWKARNAYDWTV

i |139 CRRGDIERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
130 140 150
>>qi]4138173]emb|CAA09884.1] allergen [Malassezia sympod (162 aa)

initn: 46 initl: 46 opt: 46 Z-score: 69.7 bits: 18.1 EQ): 65
Smith-Waterman score: 46; 42.9% identity (78.6% similar) in 14 aa overlap (2-15:25-38)

10 20 30
PAT VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQ
gi]413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML
10 20 30 40 50 60
40 50 60 70 80

PAT EWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi]413 QGGDFTAGNGTGGKS1YGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL
70 80 90 100 110 120

>>gi]736319]emb|CAA27052.1] glutenin [Triticum aestivum] (838 aa)
initn: 51 initl: 51 opt: 51 Z-score: 68.8 bits: 20.3 EQ: 73
Smith-Waterman score: 51; 30.4% identity (47.8% similar) in 23 aa overlap (29-51:153-175)

10 20 30 40 50
PAT VEIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVE

gi|736 YYPGQASPQRPGQGQQPGQGQQSGOGQQGYYPTSPQQPGQWQQPEQGQPGYYPTSPQQPG
130 140 150 160 170 180

60 70 80
PAT GVVAGIAYAGPWKARNAYDWTV

gi|736 QLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQGQQPGQGQQGQQP
190 200 210 220 230 240

>>qi1]289742475|gb|ADD19985.1] antigen 5 precursor [Gloss (259 aa)
initn: 41 initl: 41 opt: 47 Z-score: 68.8 bits: 18.6 EQ): 74
Smith-Waterman score: 47; 25.5% identity (55.3% similar) in 47 aa overlap (1-47:12-55)
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10 20 30 40
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLERLQDR
gi 289 MNFVLATLSLLILLSAAVSAbYCGLéb——NHVACVMQNV#QSGCPSGAKMID LNKYQST
10 20 30 40 50
50 60 70 80

PAT YPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

gi]289 LLDAHNKKRNHVAGGGESKLKRACQMATMKWDPELAKLAEYNVKQCQMNHDKCRNTVKFK
60 70 80 90 100 110

>>gi]|40807635]gbh]AAR92223.1] phytocystatin [Actinidia de (116 aa)
initn: 38 initl: 38 opt: 44 Z-score: 68.3 bits: 17.4 EQ: 78
Smith-Waterman score: 44; 20.5% identity (46.6% similar) in 73 aa overlap (4-70:33-104)

10 20 30
PAT VEIRPATAADMAAVCD IVNHY IETSTVNFRTEP
gi 408 PKPLSLLLFLLLALSAAVVGGRKLVAAGGWRPIESLNSAEVQbVAQFAVSEHNKQANDEL
10 20 30 40 50 60
40 50 60 70 80

PAT___ QTPQEWIDDLERL--QDRYPHLVAEVEGVVAG--~~AYAGPWKARNAYDITV
gi]408 QY- QSVVRGYTQVVAGTNYRLQiAAKbéAQQéNYEAQQWDKPWMHFRNLTSFRKV
80 90 100 110

>>gi]83715934|dbj | BAE54432.1] tropomyosin [Ommastrephes (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi|837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWTV

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715932|dbj | BAE54431.1] tropomyosin [Todarodes pac (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWTV

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715928|dbj | BAE54429.1] tropomyosin [Sepia esculen (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159)

10 20 30 40 50 60
PAT___ RPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG
gi 837 RLTSAQSKLEDASKAADESERGRKVLENRSQGDEERIDLLEKQLEEAKWIAEDADRKFDE
110 120 130 140 150 160
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70 80
PAT IAYAGPWKARNAYDWTV

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715930]dbj | BAE54430.1] tropomyosin [Sepioteuthis (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ: 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

g1]837 RFSSAQSKLEDASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT IAYAGPWKARNAYDWTV

g1 837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]83715936|dbj |BAES54433.1] tropomyosin [Octopus vulga (284 aa)
initn: 47 initl: 47 opt: 47 Z-score: 68.3 bits: 18.7 EQ): 78
Smith-Waterman score: 47; 28.0% identity (64.0% similar) in 25 aa overlap (34-58:135-159)

10 20 30 40 50 60
PAT RPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVVAG

gi1]837 RLSTAQTKLDEASKAADESERGRKVLENRSQGDEER IDLLEKQLEEAKWIAEDADRKFDE

110 120 130 140 150 160
70 80
PAT 1AYAGPWKARNAYDWTV

gi]837 AARKLAITEVDLERAEARLEAAEAKIVELEEELKVVGNNMKSLE I SEQEASQREDSYEET
170 180 190 200 210 220

>>gi]42559556]|sp|096764.2] TPM_CHIKI RecName: Full=Tropom (285 aa)
initn: 39 initl: 39 opt: 47 Z-score: 68.2 bits: 18.7 EQ: 79
Smith-Waterman score: 47; 22.2% identity (52.4% similar) in 63 aa overlap (1-59:11-73)

10 20 30 40
PAT VEIRPATAADMAAVCD I ----VNHY IETSTVNFRTEPQTPQEWIDDLERL
gi]425 MDAIKKKMQAMKLEKDNALDRALLCENQARDANLRAEKAEEEARTLQKKIQTIENDLDQT
10 20 30 40 50 60
50 60 70 80

PAT QDRYPWLVAEVEGVVAG IAYAGPWKARNAYDWTV

70 80 90 100 110 120

>>gi1]209484145]gb|AC147547.1] nonspecific lipid transfer (119 aa)
initn: 41 initl: 41 opt: 44 Z-score: 68.2 bits: 17.4 EQ): 79
Smith-Waterman score: 44; 36.0% identity (60.0% similar) in 25 aa overlap (3-26:89-113)

10 20 30
PAT VEIRPATAADMAAVCDI-VNHYIETSTVNFRT
gi]209 VKSLNKAAATTADRQAACECLKKTSGSIPGLNPGLAAGLPGKCGVSVPYKISTSTNCKAV
60 70 80 90 100 110
40 50 60 70 80

PAT EPQTPQEWIDDLERLQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTV

gi 209 K

>>qi]258588247 | pdb] 3EHK]A Chain A, Crystal Structure Of (531 aa)



Dow AgroSciences LLC
Study ID: 110330
Page 215

initn: 44 initl: 44 opt: 49 Z-score: 68.1 bits: 19.5 EQ: 80
Smith-Waterman score: 49; 32.4% identity (58.8% similar) in 34 aa overlap (33-66:158-190)

10 20 30 40 50 60
PAT IRPATAADMAAVCD I VNHY | ETSTVNFRTEPQTPQEW I DDLERLQDRYPWLVAEVEGVVA
gi 258 QQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQOQQQF-RQLDRHQKTRR IREGDVVAIPA
130 140 150 160 170 180
70 80

PAT GIAYAGPWKARNAYDWTV
gi]258 GVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQQGEQ
190 200 210 220 230 240

>>qi]113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen (397 aa)
initn: 48 initl: 48 opt: 48 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (22-61:87-126)

10 20 30 40 50
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYP
gi 113 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAYDWTV
gi]113 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi1]166443|gb|AAA32669.1] antigen E [Ambrosia artemisii (397 aa)
initn: 48 initl: 48 opt: 48 Z-score: 68.0 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 22.5% identity (52.5% similar) in 40 aa overlap (22-61:87-126)

10 20 30 40 50
PAT VE IRPATAADMAAVCD IVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRYP
gi | 166 GKADWENNRQALADCAQGFAKGTYGGKWGDVYTVTSNLDDDVANPKEGTLRFAAAQNRPL
60 70 80 90 100 110
60 70 80

PAT WLVAEVEGVVAG IAYAGPWKARNAYDWTV
gi|166 WIIFKNDMVINLNQELVVNSDKTIDGRGVKVEIINGGLTLMNVKNIIIHNINIHDVKVLP
120 130 140 150 160 170

>>qi]23894244|emb|CAD23614.1] tri m 2 allergen [Arthrode (404 aa)
initn: 37 initl: 37 opt: 48 Z-score: 67.9 bits: 19.1 EQ: 81
Smith-Waterman score: 48; 32.8% identity (48.3% similar) in 58 aa overlap (10-63:94-145)

10 20 30

PAT VE IRPATAADMAAVCD IVNH- -~ -Y IETSTVNFRTEPQT

i |238 MRRSGSSKAMAGMQNKYSLGG I FRAYSGEFDDAMIKDISNHDDVDY 1 EPDFV-VRTSTNG

70 80 90 100 110 120

40 50 60 70 80

PAT___ PQEWIDDLERLQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTV

gi]238 T-—