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Using dihedral angle series of protein for protein structure comparison
GAO Jian-zhao, HU Gang, WANG Kui, CUI Jia-feng

School of Mathematical Sciences and LPMC, Nankai University, Tianjin 300071, China

Abstract
Protein structure comparison is very important to protein function and evolution.This paper proposes a novel algorithm

based on dihedral angle.It uses dynamic time warping to align angle series.After fitting the distribution of aigned score, it
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uses p-value to evaluate the result of alignment.The results reported here show that (1) The aligned scoreis agood
similarity measurein analysis of the protein. (2) Aligned scoreisfollowing the generalized extreme value distribution with
parameters u=94.769 7, ¢=41.5837, ¢=0.1925. (3) Compared with other algorithm of structure alignment, the
agorithm performs better than CTSS.
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