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Detection of Motifs and Modules in Protein Interface Networks

HU Zun-sheng', LIN Jin-xian', LYU Tun?

(1. College of Mathematics and Computer Science, Fuzhou University, Fuzhou 350108, China;

2. College of Biological Science and Technology, Fuzhou University, Fuzhou 350108, China)

Abstract: The motifs and modules in protein interface networks are researched in this paper, it is found that there are

differences between the topology properties of protein interface networks and protein peptide networks. The type and

number of motifs in protein interface networks are greatly affected by cutoff distance R, if R is different, the type and

number of motifs in networks are different. The modules are existed in protein interface networks, 3-clique-modules are

analyzed when R is 0.5, 0.7, 1.2, 2.4 nm, it is found that the module partitions are consistent with the fact when R is

0.7 nm. At last, the relationship between modules and the topological properties of protein interface networks is re-

searched, result shows that there is a linear relationship between the number of nodes and the number of 3-clique-modules

in protein interface networks.

Keywords: protein; peptide network; interface network; motif; module; topological property
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