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Homology Modeling and Molecular Docking Analysis of
Sweet Potato Membrane-Bound Polyphenol Oxidase

LI Feng-mao's YANG Hao'’, FU Yu-fan',
CHEN Xiao-ling’, TANG Yun-ming'

1. School of Life Science, Southwest University / Engineering & Technology Center for
Sweet Potato, Chongqging 400715, China ;
2. Tongnan High School , Tongnan Chongqing 402660 . China ;

3. Institute of Crop Sciences, Chinese Academy of Agricultural Sciences, Beijing 100081, China

Abstract: In a present study, bioinformatics and homology modeling analysis showed that mPPO of sweet
potato contained 588 amino acid residues, and its N-terminal contained two transmembrane signal se-
quences; secondary structure prediction results indicated that mPPO were composed of 18 a-helices, 9 §-
turns and 18 random coils, disulfide bonds stabilized the molecular structure of the enzyme, and the active
center was surrounded by 6 molecules; and molecular docking results revealed the binding sites and the in-
teraction modes between mPPO and its substrates.

Key words: sweet potato; membrane-bound polyphenol oxidase; browning; homology modeling; molecu-

lar docking
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