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201, 143-157.
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Biochemical and structural investigation of two paralogous glycoside hydrolases from<i>Zobellia
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Tampering with Cell Division by Using Small&€Molecule Inhibitors of CDK&€“CKS Protein Interactions. 13 6
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An Unusual Mode of Galactose Recognition by a Family 32 Carbohydrate-Binding Module. Journal of
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Conformational Analysis of StrH, the Surface-Attached exo-I2-d-N-Acetylglucosaminidase from
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NMR assignment of backbone and side chain resonances for a putative proteind€“protein interaction
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