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Modeling the Tertiary Structure of 1, 3 Propandiol Dehydrogenase
Zhang Guangya Chen Di  Fang Baishan

( College of Mater. Sci. & Eng. , Huaqiao Univ., 362021, Quarzhou, China)

Abstract  Based on the knowledge of bioinformatics, secondary structure prediction and mutt sequencing aligment of 1, 3 propanediol
dehydrogenase from Klebsidla p neumoniae were performed with the biological macromolecule databases and sofiwares. The resuls showed
that it contains a fairly consewed irorr binding motif instead of the commonly seen NAD( H)- binding motif. On this basis, homologous
modeling and threading were used to model the tertiary sructure. The results of homology modeling ndicated that the conserved iror
binding motif formed a cleft where the Fet may be bounded. Two irar containing alcohol dehydwgenases signatures were found in i.

Keywords 1, 3 popanediol dehydmogenase, tertiary structure, homologous modeling, threading



