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In this study, we have developed a technology that can predict amino acid
sequences with optimized multiple functions and properties by advancing evolutionary molecular
engineering, which can indicate the direction of evolution from information on small variants using
machine learning. We developed a process to accelerate the development of antibody drugs that can
simultaneously optimize the properties of antibody by creating a predictor for camelid heavy-chain
antibody variable region fragment using machine learning with the expression level, target binding,
structural stability, humaneness, and other properties of about 100 variants as training data.
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