Vol.20 No.4
Dec. 2022

YRR

Chinese Journal of Bioinformatics

$20%8 H 4
2022412 A

DOI:10.12113/202105004

& B FEg I e 7 AT A0 o il 77 % B9 gk R AN AT

DIRZESUEIVAN S SN b SN AN (S
(1LAREE B ARE BT f8M 350003 2 68 H48 Ve VLR TR S 50003 fi Ml 350116,
3ARINI: YIRS TR EE A& M 350100)

B EEANBEANEKAREZNAN ST —, HENARATAAARLEAEZNREZFAANEMTLNARE XL,
TER,UITENEAR Y LA B Y RFNG T ETHARERE, ETUER AXLETETHET RN BRI G
TN EE 7 ik, AFEESMA A FAE A FENURSFRITFENE, B, A ST x40 5L R & # % 34T 3k fo
RE,

KEWR B, R EWERF

FE S ES:Q5;Q7 XHEFRERES A XEHS 1672-5565(2022) 04-227-08

Development and prospect of function analysis and prediction
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Abstract; Enzymes are one of the most important biological molecules in organisms. Systematic study of the
functions of enzymes is of great value to scientific research and industrial application. In recent years, the methods
of enzyme function prediction based on computer technology have been developing and improving. Based on this
context, this paper summarizes the main computational-based methods of enzyme function prediction, including the
binding sites, molecular docking, dynamic simulation, and molecular design. Meanwhile, the developing trend is
discussed and prospected in this paper.
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Fig.1 Multiple sequence alignment of sequences of three laccases
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