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The ubiquitin ligase complex SCF™, which contributes to the ubiquitination of glycoproteins, is
involved in the endoplasmic reticulum-associated degradation (ERAD) pathway. To elucidate the
structural basis of SCF™ function, we determined the crystal structures of the Skp1-Fbs1 complex, the
sugar binding domain (SBD) of the Fbs1-RNaseB complex and Skpl-Fbg3 complex at 2.4, 2.7 and 2.6
A resolutions, respectively. The structure of the Skpl-Fbsl complex illustrated the SCF™ ubiquitin
ligase model.
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