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The formation and cleavage of disulfide bonds play a critical role in the folding into native protein
structure and the elimination of misfolded proteins. Receiving the support by a Grant-in-Aid for Young
Scientists (A) from MEXT, I have accomplished structural and biochemical analyses of DsbB, an E. coli
membrane protein, and Erola, a human flavoenzyme, both of which are responsible for protein disulfide
bond generation in cells. I also succeeded in the crystal structure analysis of ERd]5, a protein disulfide
reductase that accelerates degradation of misfolded proteins and thereby clarified its mechanism of
operation to drive the ER-associated degradation.
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