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GenPept http://www.ncbi.nlm.nih.gov/sites/entrez?db=protein [2]
UniProt/SwissProt http://www.uniprot.org [3,4]
IUIS allergens http://www.allergen.org [5]
Allergen database http://allergen.csl.gov.uk/ [6]
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FARRP http://allergenonline.com [11]
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EVALLER assignment 6

Presumably an allergen

Uncertainty of assignment: Probability of a false alarm, for this particular assignment, is 0.0%.

Top five alignments of query protein to peptides (FLAPs) of known allergens
Alignment of query protein to peptide (FLAP) 5453

FLAP-origin CAA59279 More about the protein CAAS59279 (new window)
Length of alignment 41

Position on query 204-244

Position on FLAP 1-41

Smith-Waterman score 167

FASTA gapped identity 80.49% (80.49% ungapped)

Query: PKLDELRDEGKASSAKQRLKCASLOQKFGERAFKAWAVARLS

FLAP: PKVDAI RI'K\"I ASSAKERLKCASLQKFGERAFKAWSVARLS
Alignment of query protein to peptide (FLAP) 3015

FLAP-origin CAB64867 More about the protein CAB64867 (new window)
Length of alignment 39

Position on query 204-242

Position on FLAP 2-40

Smith-Waterman score 144

FASTA gapped identity 69.23% (69.23% ungapped)

Query: PI(LDELRDEGKASS}\KQRLKCASLQKFG ERAFKAWAVAR

FLAP: PKIE}'\LREKVLLSSAKERFKC}'\SLQKFGDR:\FK}'\WS\*}'\R
Alignment of query protein to peptide (FLAP) 3022

FLAP-origin CAAT6R41 More about the protein CAA76841 (new window)
Length of alignment 36

Position on query 207-242

Position on FLAP 1-36

Smith-Waterman score 130

FASTA gapped identity 69.44% (69.44% ungapped)

Query: DLLRDLGKASSAKQRLKCASLQKI ‘GERAFKAWAVAR

FLAP: EALREKVLLSSAKERFKCI-.SLQKFGDRAFK!\WSW\R
Alignment of query protein to peptide (FLAP) 3008

FLAP-origin AAB30434 More about the protein AAB30434 (new window)
Length of alignment 27

Position on query 216-242

Position on FLAP 2-28

Smith-Waterman score 123

FASTA gapped identity 85.19% (85.19% ungapped)

Query: SSAKQRLKCASLQKFGERAFKAWAVAR

FLAP: SSAKERFKCASLQKFGDRAFKAWSVAR
Alignment of query protein to peptide (FLAP) 2920

FLAP-origin CAAT6R47 More about the protein CAA76847 (new window)
Length of alignment 36

Position on query 202-237

Position on FLAP 1-36

Smith-Waterman score 122

FASTA gapped identity 63.89% (63.89% ungapped)

Query: LLPKLDELRDEGKASSAKQRLKCASLQKFGERAFKA

FLAP: LLPKI ETMREKV LTSSARQRLRCASIQK FGERALKA

B2 IiEBEB SRS HE 5 AN RiELE FLAPs
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o5 — A T2, B4 K M (thioredoxin) & —
B 2 R A0 URPY, — O S AL B 3L A
H2, SCHRHZE A, i 8 B AR B oA 3R i
gERE . BRI SR AR, T LA, R U3k
PR ) 2 A ] R 8 0 B R DXL 7= S R A B 1, PR,
X2 DR 1) ol o s SR A BB T % 8

Scale 1bp 181bp

bp. 61bp 121bp
No1_plant iR HHAIEEEETHEE A
Allergenicity,

i 301bp 31bp
R - LR S

241bp 421bp
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EVALLER assignment O

Presumably not an allergen

Uncertainty of assignment: Probability of overlooking an allergen, for this particular assignment, is 6.8%.

Top five alignments of query protein to peptides (FLAPs) of known allergens
Alignment of query protein to peptide (FLAP) 5713

FLAP-origin CAA35691 More about the protein CAA35691 (new window)
Length of alignment 29

Position on query 184-212

Position on FLAP 5-33

Smith-Waterman score 50

FASTA gapped identity 37.93% (37.93% ungapped)

Query: DYMASQPDINEKMRLILVEWLIDVHVRFE

FLAP:  TYYVVNPDNNENLRLITLAIPVNKPGRFE
Alignment of query protein to peptide (FLAP) 4555

FLAP-origin PO8176 More about the protein PO8176 (new window)
Length of alignment 16

Position on query 338-353

Position on FLAP 4-19

Smith-Waterman score 43

FASTA gapped identity 50.009% (50.00% ungapped)

Query: SMVAASATYAARSSLR

FLAP:  SLLALSAVYARPSSIK
Alignment of query protein to peptide (FLAP) 292

FLAP-origin P28744 More about the protein P28744 (new window)
Length of alignment 34

Position on query 21-54

Position on FLAP 7-40

Smith-Waterman score 41

FASTA gapped identity 32.35% (32.35% ungapped)

Query: GKNVAKGRNRQVLGDIGNVVRGNYPKNNEPEKIN

FLAP:  GPTILSQGNRFLASDIKKEVVGRYGESAMSESIN
Alignment of query protein to peptide (FLAP) 1146

FLAP-origin AAT39430 More about the protein AAT39430 (new window)
Length of alignment 14

Position on query 72-85

Position on FLAP 20-33

Smith-Waterman score 41

FASTA gapped identity 42.86% (42.86% ungapped)

Query: LKKPVVKRNAVPKP

FLAP: LSRTVLRRNALRRP
Alignment of query protein to peptide (FLAP) 5739

FLAP-origin AABO01374 More about the protein AAB01374 (new window)
Length of alignment 29

Position on query 184-212

Position on FLAP 6-34

Smith-Waterman score 39

FASTA gapped identity 27.59% (27.59% ungapped)

Query: DYMASQPDINEKMRLILVEWLIDVHVRFE

FLAP: TFYVVNPDNDENLRMITLAIPVNKPGRFE

B4 AMRABETEOEER S N &iELE FLAPs
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1 Barrio A M, Soeria-Atmadja D, Nistér A, et al. EVALLER: A web server for in silico assessment of potential protein allergenicity.

Nucleic Acids Res, 2007, 35(Suppl 2): W694-W700

2 Miotto O, Tan T W, Brusic V. Rule-based knowledge aggregation for large-scale protein sequence analysis of influenza A viruses. BMC

Bioinformatics, 2008, 9(Suppl 1): S7

3 Jain E, Bairoch A, Duvaud S, et al. Infrastructure for the life sciences: Design and implementation of the UniProt website. BMC

Bioinformatics, 2009, 10: 136

4 McMillan L, Martin A. Automatically extracting functionally equivalent proteins from SwissProt. BMC Bioinformatics, 2008, 9: 418

5 Chapman M D, Pomes A, Breiteneder H, et al. Nomenclature and structural biology of allergens. J Allergy Clin Immunol, 2007, 119: 414-420

Bairoch A, Boeckmann B, Ferro S, et al. Swiss-Prot: Juggling between evolution and stability. Brief Bioinform, 2004, 5: 39-55
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