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Comparison between the B;,-Dependent and
Independent Glycerol Dehydratase

YANG Zhong-li, FANG Barshan, YU Jin—cong,
WANG Qing-hua, LI Zijun

(Key Laboratory of Industrial Biotechnology Fujian Province, Huagiao University, Quanzhou 362021, China)

Abstract: In this paper, the coenzyme By, dependence of glycerol dehydratase between K lebsiella pneumoniae and Clos—
ridia butyricum was compared. Their differences and similarit ies w ere analyzed with bioinformatics. Results show ed that
these two enzymes belonged to two different families with low similarities. Searching the SMART database and the result
also shows that the Bpy—independent glycerol dehydratase from Clostridia butyricum and its reactivate enzyme belong to
gyFRadical family and RadicakFSAM family respectively, and the conserved sequence which is rich in half-cysteine ob-
tained by multiple alignments is their common feature.

Keywords: K lebsiella p neumoniae; Closiridia butyricum; cenzyme; glycerol dehydratase; vitamin Bj»; dependence



