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Genome analysis of vaccine-resistant group A rotavirus based on genomics and
computational science methods
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Recently it is indicated that the group A rotavirus (RVA) has the ability
to escape from vaccine selective pressure after the introduction of live attenuated vaccines in
Japan. We tried to elucidate the epidemic situation which RVA causes the major leading strain by
performing the genome analysis and diversity analysis of RVA epidemic strains from the fecal
specimens with acute gastroenteritis patients after vaccination. As a result, although RVA formed
mono phylogenetic cluster in this study, the substitution of amino acids accumulated in

neutralization epitope sites of VP7. It suggested that RVA was persistent in the community with
changing of antigenicity to escape against herd immunity.
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