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Linear epitope
Amino acid residues
are adjacent in the
polypeptide chain

Discontinuous epitope
Created from amino acid
residues located in different

parts of the polypeptide chain
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« RIREEH: AITIE ERGRILEHAIESRA BT

« E&FANL: ABCpred. BepiPred. COBEpro. iBCE-ELFISVMTrPAI . SVMTriPAHSVMKEG = kA ABLRE R4 7] 45
S FREE A AT I, 80.1%I1) R EEFT 55.2% K%

« RN¥ESEFRAL: CEP. DiscoTope. PEPITO. ElliPro. EPITOPIA. PEASE. EpiPred. SEPla. EPCESAI EPSVR.
EPCES R #/Z47.8%. F771£69.5%FAUCIE0.632,
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National iorary of Medicie SignalP - 6.0 — TMHMM - 2.0— VaxiJen 2.0
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» Scientific name: Largemouth bass virus

* Other names: LMBV; Largemouth bass iridovirus; Largemouth bass ranavirus

 Lineage: HLRJWErRl >MhisglE (BYMIEARIRAIR YD

Assembly GenBank Scientific name Submitter EXR |size/M) level release date | protein | source

LMBV-FS001 GCA_029269695.1 | Largemouth bass virus Northwest A&F University Hh 0.1005 | Complete Genome | 2023-03-13 104 NCBI

Alleghany 12-343 | GCA _013122635.1 | Largemouth bass virus Wayne State University E[E | 0.09983 | Complete Genome | 2020-04-27

ASM2472324v1 GCA _024723245.1 | Largemouth bass virus Guangdong Ocean University fE | 0.09932 [ Complete Genome | 2022-08-15 86 uniprot

Pine 14-204 GCA 013122655.1 | Largemouth bass virus Wayne State University 5E | 0.09929 | Complete Genome | 2020-04-27

ASM2643222v1 GCA 026432225.1 | Largemouth bass virus | Sichuan Agricultural University | *#[E [ 0.001365 | Complete Genome | 2022-11-22

https://doi.org/10.1016/j.aquaculture.2020.735363



https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_029269695.1/
https://www.ncbi.nlm.nih.gov/datasets/taxonomy/176656/
https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_013122635.1/
https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_024723245.1/
https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_013122655.1/
https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_026432225.1/
https://doi.org/10.1016/j.aquaculture.2020.735363
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 SignallP 6.0, SignalP 6.0 - DTU Health Tech - Bioinformatic Services.

« INHIGE SR, RIRISHKFAI.

2.2 MIERH iR e 5 3 75

e TMHMM-2.0, TMHMM 2.0 - DTU Health Tech - Bioinformatic Services.

« BFAL-2MEMRX, MERESH alRiE, FR82%741.


https://services.healthtech.dtu.dk/services/SignalP-6.0/
https://services.healthtech.dtu.dk/services/TMHMM-2.0/

T
. BLEPUR P

2.3 BAEDUR T

« VaxiJenv2.0, VaxiJen (ddg-pharmfac.net).

* Model selected: virus; Threshold for this model: 0.5

« 4B, 36%/F%Probable ANTIGEN.

2.4 V.21 ff g pr

* Virus-mPLoc, Virus-mPLoc server (sjtu.edu.cn)

o GR: URARENA, HAEMaEE EMIB. MREAE, rTaSmanEsl. R, BB, HWER.


https://www.ddg-pharmfac.net/vaxijen/VaxiJen/VaxiJen.html
http://www.csbio.sjtu.edu.cn/bioinf/virus-multi/
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 Uniprot. GO annotation. 3 RiA#F. UniProt; QuickGO (ebi.ac.uk)

o HAHRARMEH, EEMMMER (95%LL F) 5FE—FiEEAEBRHITHN, 495K, 36%%&E
H P33 I RE ﬁﬁ S| SR iR miE ), FEAEAZIE A O,



https://www.uniprot.org/
https://www.ebi.ac.uk/QuickGO/
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SVMTriP, SVMTriP: a tool to predict linear antigenic epitopes (unl.edu) .

« 285 A A I UL ERHEREDUR R AL -


http://sysbio.unl.edu/SVMTriP/index.php

N—

[ —
7/
A
?I_ta
(T
s

S S TR

4.1 FYRIEE

* Swiss-model.

122

o DIFEEXRFEH (WEI29025.1) M|, itk &Singapore

grouper iridovirus capsid, i#E#model 4.

Model #04 File Built with Oligo-State Ligands GMQE QMEANDiIsCo Global
R PDB ProMod3 3.4.0 monomer None 0.84 0.76 + 0.05
Seq Oligo- Found Seq
Template Identity state QSQE by Method Resolution Similarity Range Coverage Description
8hif2.A 7365  monomer 000 BLAST EM i 0.53 5 100  Majorcapsid

463 ' protein
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Thanks for your attentions!
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