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Development of Inhibitors for Influenza Endonuclease Activity
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An influenza inhibitor candidate was developed by targeting an endonuclease
active site included in the RNA polymerase of influenza virus. Since the compounds identified by the
compound screening commonly contained a skeleton called pyrogallol, the development was advanced on
the compound with the pyrogallol skeleton. Based on the results of crystal structure analysis,
several transformation structures were devised. The binding affinity between the compound and the
active site was calculated as a binding score on a computer, and the compound structure to be
synthesized was determined by referring to the calculated score. Among the synthesized compounds, a
compound with a high inhibitory activity compound was identified.
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