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[Abstract] Objective In order to investigate the pathogenesis of gestational diabetes mellitus (GDM),
the differences of genes expression in adipose tissues under omenta between pregnant women with GDM
and the normal pregnancies were compared. Whether these differences involved in the occurrence and de-
velopment of GDM were discussed. Method 2 cases of omenta adipose tissues in insulin untreated GDM
pregnancies diagnosed by oral glucose tolerance test (OGTT) were collected. Meanwhile, the same cases
of omenta adipose tissues in normal pregnancies were collected. There was no discrepancy between the two
groups, including gestation age, parity and pre-pregnancy BMI. The RNAs of these tissues were extrac-
ted, and the gene expressions of these tissues were detected by Affymetrix mRNA expression chip. The
differences of gene expression profiles between GDM and normal controls were analyzed in order to find the
possible disease genes. Results The expression levels of 81 genes changed between GDM pregnancies and
normal controls according to the level of mRNA chips. In these 81 genes, there were 48 genes up-regula-
ted, and 33 genes down-regulated. Conclusions There are notable gene expression differences in adipose

tissues under omenta between GDM patients and the normal pregnancies. These genes were involved in
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many physiological functions such as: cytoskeleton conformation, actin function, oxidative phosphoryla-

tion, cell apoptosis, fat and sugar metabolism, membrane transport, neural development, signal transduc-

tion, inflammation, rejection, ion channels, cell cycle and tumorigenesis. These difference expression

genes we found provided clues for further study the pathogenesis of gestational diabetes. After correlation

analysis by bioinformatics, establish inter-gene interaction networks and verify differential gene expression in

vitro, maybe we can find the core genes which cause GDM and understand their roles in the pathogenic process.
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