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Deciphering the relationship between
structure and function of biomolecules
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By physical (crystallography, electron microscopy), physicochemical (calorimetry) or biochemical (Rl assay) methods
we investigate the relation between structure and function of bio-macromolecules which are important in our life. In
addition, study of various molecules including the disease-related protein, and the application to innovative drug

development, industry are also our research targets.
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Multi-modal approaches to analyze enzyme reactions involved in natural
product biosynthesis and RNA maturation.
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Analysis of viral immune-counteraction mechanism to predict thread in
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We elucidate the biosynthesis pathway of natural
functional molecule (adrenaline) by structural and ”
biochemical analysis in order to understand the NOEQRC H - y ath
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functional molecule (phenylephrine) by genetic and
protein engineering.

Enzymatic epoxide opening cascade catalyzed by homolog protein of epoxide hydrolase family in
polyether biosynthesis pathway.
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