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Complexity of the Ruminococcus flavefaciens FD-1 cellulosome reflects an expansion of family-related
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Assembly of Ruminococcus flavefaciens cellulosome revealed by structures of two cohesin-dockerin
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The Mechanism by Which Arabinoxylanases Can Recognize Highly Decorated Xylans. Journal of
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Conservation in the mechanism of glucuronoxylan hydrolysis revealed by the structure of
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Serum HER2 levels are increased in cats with mammary carcinomas and predict tissue HER2 status.
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Crystallization and preliminary crystallographic studies of a novel noncatalytic
carboh?/drate binding module from theRuminococcus flavefacienscellulosome. Acta
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Overexpression, crystallization and preliminary X-ray characterization ofRuminococcus
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