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IGARASHI, Manabu

13,940,000

This study aimed to develop widely effective antivirals against multiple
filovirus species by combining computational and experimental methods. Herein, potential common
target sites for antiviral drug design among filovirus species were identified. As an example, we
computationally constructed the complex structures between the surface glycoprotein (GP) of several
filovirus species and their endosomal receptor (NPC1), analyzing their molecular interaction. Our
results suggest that the binding site of NPCl present in GPs might be a potential target site for
broad-spectrum antivirals against multiple filovirus species.
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