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Development of multiple glycosyl hydrolase for biomass degradation

Ohashi, Hiroyuki
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X-ray crystallographic information is the most important and powerful tool
for site-specific modification of proteins. However, the X-ray crystal structure of many proteins
has not been obtained yet. In recent years, protein databases have been developed and it has become
possible to construct predictive structures of proteins with high accuracy. In this study, we used
arabinofuranosidase from radish as a model for a structure-unknown protein and attempted to
simultaneously modify its thermal stability and substrate properties. As a result, an enzyme that
could hydrolyze multiple sugars with improved thermal stability was obtained. In this study, it was
shown that it is possible to generate enzymes with an added function by applying molecular modeling
techniques to proteins without a crystal structure.
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