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Table 2 Network characteristics of amino acid
interaction network of IRS1
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Table 4 Hub node of IRS1 amino acid interaction network
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Study of Amino Acid Network Characteristics of
Insulin Receptor Substrate 1 and 2

MIAO Mengjun', LI Yunsong', ZHANG Yanyi’
1. School of Information Engineering, Chuzhou Polytechnic, Chuzhou Anhui 239000, China;
(2. Office Educational Administration, Chuzhou Polytechnic, Chuzhou Anhui 239000, China

Abstract : Insulin receptor substrate 2 (IRS2) plays a more important role than insulin receptor substrate 1 (IRSI1) in the regula-
tion of insulin on lipid metabolism. In order to study the difference of the two functions, four structural data of IRS1 and IRS2
were selected to construct the amino acid interaction network, calculate the overall topological characteristics, analyze the hub a-
mino acid differences of the network, and calculate 7 kinds of central characteristics. The results showed that the average degree
and clustering coefficient of IRS2 amino acid interaction network were higher than those of IRS1, such as 1QQG, 5UIM and
6BNT. The hub amino acids ATP, LYS and ILE in IRS2 were not found in IRS1. Except for subgraph centrality and eigenvector
centrality, other centrality characteristics of nodes in IRS2 network are superior to IRS1. The results show that in the amino acid
interaction network of IRS2, the nodes are more aggregated, easier to form modules, easier to reach other nodes and communicate
with other nodes. It can be inferred that IRS2 plays a more important role than IRS1 in the metabolic regulation of insulin on liv-
er.

Keywords :insulin receptor substrate 1, 2; amino acid interaction network; topological features; hub amino acids; central char-

acteristic
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