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Selection of antigen epitope for Foot and Mouth Disease Virus (FMDV)
rapid diagnosis based on bioinformatics
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Peptidase C28  Host cell protein cleavage leader protease

VP42 Viral protein
rhy like Picornavirus capsid protein domain_like
RNA helicase Separation of double-stranded RNA

Peptidase C3
RNA_dep_RNAP

3C cysteine protease

RMNA-dependent RMA polymerase
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