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Analysis of evolution and transmission route of influenza B viruses after
introduction of novel quadrivalent influenza vaccine
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From 2015/2016 season, the novel influenza vaccine was introduced in Japan.
In this study project, we analyzed the epidemiology and evolutionary pattern of influenza B viruses
after novel influenza vaccine introduction. We revealed Victoria and Yamagata lineages were
co-circulated during study period. However the ratio of Victoria and Yamagata lineages were
different in each season. Although, some strains which had isolated in our study had the amino acid
mutations, we could not identify the mutation which associated with antigenic change. And we found
the substitution rate was not so much different among pre- and post-introduction of novel influenza
vaccine. Further study would unveil the factors which associate with large scale epidemics of

influenza B viruses.
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