bioinformatics analysis and epitope

prediction of EIAV gp90
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Number of amino acids: 445
Molecular weight: 50621.9
Theoretical pl: 8.03
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ApD). | 3%, Bis(H). | 15% PP | 34%. Tee(V). | 43%.

s {C). 4.5%. IR 6.3%. Pro{F). 3.8%. Val{V). 4.5%.
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Home  Recent Results Saved Strategies  Help

Welcome sunlk. [Sign

»NCBI BLAST/ blastp suite Standard Protein BLAST

blastn blastp blastx tblastn tblastx |

BLASTP programs search protein databases using a protein query. more... Resetpage  Bookmark
Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
HWWEIGMFLLCLLGITGGFLWWYEGQHHSHYIGLVI IGGRLNGSGMT SAIECWGSFPGCRPFTINYFS =
YETNRTVSRDNNTATLLDAYQRE ITNIYRT SCVDSDHCQEYKCKQVQLKENSSNITMNNCSSHNSCEE
FRGFSWLECHQTENAITILVPDIEMQE SDNNIWIPKRCNETWARVEHCPMDLLYGINRIRMCVQPPE | = |
FLFEQNDTSNNTGILSNCGPLVFLGILE DNKAAVONGSCTLHRTNIKRPDYSGFYQVPIFYICNLTG ||
LOSCHNGSIISIIMYESHNVQYLLCHT SNTNSTHNANVSCVVQSFGVIGRAHVALPRENKRLOSPRE ~
AHYNCSINNKTELRQWQLVETSGITPLPISSTANTGLVRHKRD

Or, upload file

From

To

Job Title ap90

Enter a descriptive fitle for your BLAST search @

[Z] Align two or more sequences &

D:f:sﬂzzeSearch Set 7F B /ﬂ’l ‘ﬁj(ﬂi% ’ Iﬁ.l‘])/?

+ Protein Data Bank proteins(pdb) - @

Orgaim e 3 I

Enter organism commaon name, binomial, or tax id. Only 20 top taxa will be shown. &

Exclude [ Models (MP) £l Uncultured/environmental sample sequences
Optional
Entrez Query

Optional
Enter an Entrez query to limit search &

Distribution of 4 Blast Hits on the Query Sequence &

|Mnuse—nverm show defline and scores, click to show alignments |
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Surface Ig J:ywpe o
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P -+ Prediction of continuous B-cell epitopes in antigenic sequences using physico-chemical properties.

SUBMISSION FORM

e Output format Algorstha

Sequence name (optional) :

Paste your sequence below:
(Amino acid sequence in one lettercode. No header line)

Or Submit sequences from file : G

Threshold [ -3 to 3 1] :

Hydrophilicity: 2 Flexibility: 1.9
Accessibility: 2 Turns: 159
Exposed Surface: 2.4 Polarity:

Antegenic Propensity: 1.8 Combined:



Yalues

GRAPHICAL RESULT

:: SEQ 1 to B0

fmino Acid Sequence [Residus Mumber)

Hydrophilicity Turns Surface Flewibility

Yalues

Combg Combined

poe 1it

GRAPHICAL RESULT :: SEQ &1 to 120

120

Fmino Acid Sequence (Residus Number)
Combd Combirned

Access 1it

Hydraphilicity Turns Surface Flexibility
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Artificial neural network based B-cell epitope prediction server
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SUBMISSION FORM

Segnence name (optional) :

Paste your sequence below:
(Amino acid segquence in one lettercode. No header line)

Or Submit sequences from file : L
Threshold [ 0.1 to 1 ] : 0.51
Select a window length to nse for prediction:
.
Overlapping filter: @ oN © OFF



|Sequence

|St art position

1 [ARD TRYQEEMNRKEDK [45 [0.91
1 [FNFY QP TCTND SHEAE [26 [0.91
|2 [M2ESDENTWIPERCNE [226 [0.90
E [WEGQEHSHYIGLYTI EE [0.58
3 [RTHIKRPDYSGFTQVP [311 [0. 83
3 [TEMCvQPPFFLFKQND [260 [0.83
4 [ASEYIGLVTIGGRLNG [95 E
|5 [FTSGITPLPISSTANT [422 [0.87
|5 [TELROWQLYETSG ITP [413 [0.87

OVERLAP DISPLAY
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HIFTQPTCYND SHE AR

ARDTRTRE

EMVREEDE

WTEGQHHSHTIGLYTT

HEHY TGLYTIGGRLNG

EMVREEDEEDMERENN

~G6IPGEYSTPITY

QTE
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QTESTDTQRGDHINTY
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LYTIGGRLNGSGMT 54
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1 |ARDTRYQEENNRKEDK [Start position |scare
[ [HICVYQPYCYND SHE AE [45 |0. 81
2 MQESDNNTWIPKRCHE 26 |0. 91
3 TEGQHHSHYIGLVTI 226 |0. 80
3 [RTNIKEPDYSGFYQVE 20 |0. 89
3 [TRNCVQPPFFLFRQND 311 0. 89
4 [HSHYTGLVTIGGRLNG 260 [EE
B [KTSGITPLPISSTANT 195 [
5 |TELRQWQLVKTSGITE 1422 |0. 87
E [EMNEREDKEDNKREIN [413 |0. 87
7 L INYESHNVQYLLCNT 53 |0. 86
|7 [LVPDIEMQESDNNTVI 347 |0. 85
7 |66 IPGGVSTPITQQTE 220 |0. 25
i [YFSYE THRTVSRDNNT 2 |0. 85
7 [NTSATECWGSFPGCRE 132 |0. 85
[113 |0. 85
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