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Establishing a precision functional molecular design system utilizing a
structural informatics approach
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In this stud%, we attempted to establish a precision molecular design system
tailored to target information at the peptide and protein level, and to explore molecular design
technology by combining it with structural analysis of target proteins as well. Consequently, we
have succeeded in isolating and producing highly functional molecules and elucidating their
mechanisms of action by designing them based on the structural information of prefusion and
postfusion structures of viral membrane fusion proteins, and specific inhibitory molecules,
peptides, and antibodies against viral glycoproteins related to cell entry.
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Summary of mAb isolation
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Patient A PatientB total

o
T E Recombinant IgG 444 658 1102
S binder (% of IgG) 33 (7.4%) 55(84%) 88 (8.0%)

- RBD binder (% of S binder) 3 (9.1%) 6 (11%) 9 (10%)

Neutralizer (% of S binder)  1(3.0%) 4 (73%) 5 (5.7%)

FSC 7-AAD 1gG Fc BV421 CD27 PE
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