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Structural and functional basis of the complex of
mono—ADP-ribosylating toxin and substrate protein
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To reveal the structural and functional mechanism of C. perfringens iota toxin (Ia) and
actin, we successfully crystallized and solved the structure of the apo-la—actin and
apo—la. We revealed the structural change upon the ADP-ribosylation by comparing the
structures together with NADH-Ia and B TAD-Ia—actin complex.

C. Botulinum C3 toxin ADP-ribosylates RhoA Asn4l. For the structure analysis of C3-RhoA
complex, RhoA was expressed in E. coli and the stable mutant of RhoAF25N was obtained
using His—tag and GST-tag, independently. We are currently searching the crystallization
condition for the complex.
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