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Abstract
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Swine influenza & a contagious disease which is generated by one of the swine influenza N— .
viruses. Any modification in protein will alter the biological actity and lead o iiness s e s

Obtaining appropriate information from virus protein sequence is an interesting research
problem in bioinformatics. The aim of this research work is to develop deep neural network
(DNN)-based virus identification model for detecting the virus accurately with the protein
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sequences using deep learming. Deep learing is gaining more importance because of its Leomabout nsttsiona suscigons

governance in terms of hen the network trained with large amount of data. A -





