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Elucidation of structure and function of two basidiomycete proteins belonging to
glycoside hydrolase family 131
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This study focuses on the analysis of the function of two enzymes belonging
to glycoside hydrolase family (GH) 131 from a basidiomycete Coprinopsis cinerea, CcGH131A and
CcGH131B. A catalytic residue of CcGH131B was modified and the resulted variant was crystallized.
The crystals were then soaked in various solutions containing sugars, and the structures were
determined using the X-ray crystallographic analysis. The results indicated that cellobiose was
found in the structure of CcGH131B. The analysis of CcGH131A was also carried out, indicating that

CcGH131A acted on xylan. These findings suggest that the GH131 enzymes widely acted on cellulosic
biomass with divergent functions.
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