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H|gh th roughput Severe acute respiratory syndrome (SARS) is a worldwide emerging infectious human
computational genome disjease caused by Foronavirus. The genome size is appr(.)xirr.lately 31. kb of C(.)ronavirus. ”.Ihe
epitopes were predicted from eleven putative proteins using immunoinformatics tools. Thirty

wide predlctlop and . two epitopes were predicted from MHC class I and thirty three epitopes from MHC class II
mapping of epitopes in molecules. In this study, the criteria for selecting epitopes were that the highest binding score
severe acute respi ratory at optimum threshold was chosen. Later on these may provide a suitable and safe antigen based

designing of vaccine candidate for diagnosis, prevention and cure of SARS coronavirus.

syndrome coronavirus
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