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Revision of the primary structure of trichosanthin and study on the trichosanthin from
different places of origin

JANG YOU,GU ZIWEI,YE GUOJE,SUN XIAOJAN,WANG QIANGHUA,JIN SHANWEI

Abstract The primary structure of trichosanthin has been revised by sequencing its peptidesisolated by reverse-phase
HPLC from the tryptic digest of the intact trichosanthin as well as by kinetic studying on the carboxypeptidease (CpA,
CpB and CpY) degradation of trichosanthin and of CB-1, the CNBr-degrdn. fragment of trichosanthin. The revised amino
acid sequence consists of 246(7) residues, the same as those reported by Collins (1990) except there was
microheterogeneity at the C-terminus. No difference has been shown from the studies of the amino acid sequence of
trichosanthin from different places of origin, Wuhu in Anhui province and Pinghu in Zhejiang province.
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