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We aim to develop effective vaccine and antibody preparation against influenza virus. Thus far, we
have isolated an anti-HA monoclonal antibody F11, which neutralizes various influenza virus strains
and identified two resistant mutations against F11. However, underlying mechanisms for the
Fll-mediated neutralization and antibody resistance remains unclear. To address this issue, we here
examined effects of resistant mutations on the structural properties of HA protein by using molecular
dynamics simulations. The study revealed that the mutations could induce structural changes around
a particular hydrophobic groove of HA trimer surface, suggesting that this region may be an epitope of

F11
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