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The Fine Structure of the Cellulosome Defines the Intricacies of Carbohydrate Deconstruction in the
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Higher order scaffoldin assembly in Ruminococcus flavefaciens cellulosome is coordinated by a
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Stability and Ligand Promiscuity of Type A Carbohydrate-binding Modules Are lllustrated by the
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Assembly of Ruminococcus flavefaciens cellulosome revealed by structures of two cohesin-dockerin
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Molecular determinants of substrate specificity revealed by the structure of<i>Clostridium
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Single Binding Mode Integration of Hemicellulose-degrading Enzymes via Adaptor Scaffoldins in

Ruminococcus flavefaciens Cellulosome. Journal of Biological Chemistry, 2016, 291, 26658-266609.

Conservation in the mechanism of glucuronoxylan hydrolysis revealed by the structure of
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The family 6 Carbohydrate Binding Module (CtCBM6) of glucuronoxylanase (CtXynGH30) of
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Purification and crystallographic studies of a putative carbohydrate-binding module from
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Purification, crystallization and preliminary X-ray characterization of the third ScaB cohesin in
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Low doses of exogenous xylanase improve the nutritive value of triticale-based diets for broilers.
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Overexpression, crystallization and preliminary X-ray crystallographic analysis of glucuronoxylan
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