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Abstract: Objective To build a complicated metabolic pathway based on susceptibility genes in China and to explore the biolog-
ical relationship in Chinese susceptibility genes. Methods By a set of susceptibility genes in type 2 diabetes and based on Right-
Tailed Fisher's Exact Test algorithm of Ingenutiy Pathway Analysis(IPA) ,diabetes-related metabolic pathways were founded. And
15 susceptibility genes which related to Chinese diabetes had been screened out. Based on these susceptibility genes a complex meta-
bolic pathway had been built to explore the relationship between biological susceptibility genes in the Chinese population. Results
KCNQ1,PPARG,IRSI and ADIPOQ genes were located more than one biological pathway node positions,and the genes were relat-
ed with a plurality of metabolic pathways. Conclusion KCNQI,PPARG,IRS] and ADIPOQ genes play a vital role in the occur-
rence of type 2 diabetes in Chinese people. The result is a good reference for research on complex diseases based on metabolic path-
ways.
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1 IRS1 Type II Diabetes Mellitus Signaling; ERK/MAPK Signaling; FXR/RXR Activation; FXR/RXR Activation

2 CDH13 RhoGDI Signaling; Signaling by Rho Family GTPases;Gr12/13 Signaling

3 CDKN2B Glioma Signaling; Molecular Mechanisms of Cancer;Small Cell Lung Cancer Signaling

4 GRB14 Angiopoietin Signaling

. HNFIA Acute Myeloid Leukemia Signaling; Colorectal Cancer Metastasis Signaling; FXR/RXR Activation; Ovarian
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6 ADIPOQ G-Protein Coupled Receptor Signaling; T Cell Receptor Signaling; Molecular Mechanisms of Cancer
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