©
2021 2023

Characterizing human cross-protective antibodies for a universal influenza
vaccine
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In this study, we aimed to clarify the properties of human cross-protective
antibodies for developing a universal vaccine that is effective against antigenically mutated
influenza viruses. As a result, we found that the human cross-protective antibody, named LAH31,
recognizes to an epitope formed only in the membrane fusion structure of the hemagglutinin antigen.
Furthermore, we found that mutation insertion in the antibody light chain gene of LAH31 is important
for acquiring broad cross-reactivity.
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