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A novel approach for antibody design utilizing structural biology
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Combining the techniques of Virology, Structural biology and Computer
science, in this study, a novel approach for antibody design was attempted based on a viral antigen
structure using computers.

Designed antibodies were successfully produced in one third of the total. Further, some produced
antibodies could exhibit the binding ability to the target viral antigen. Although the improvement
of the design system is still required, this method might have a potential to be a next generation
approach for the antibody production.
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