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[ Abstract] Objective

tients with gastric carcinoma at different stages.and to find tumor markers with high specificity. Methods

To analyze the expression differences of MicroRNA (miRNA) in peripheral blood of pa-
A total of
80 patients with gastric cancer were divided into NO group (without lymph node metastasis) of 46 cases and N3
group (with metastasis of more than 7 lymph nodes) of 34 cases. A total of 40 healthy subjects were enrolled as con-
trol group. miRNA with significantly different expression level between NO and N3 group was identified by gene chip
analysis,and quantitative real— time fluorescent polymerase chain reaction (qRT-PCR) were performed for detection
of expanded quantity of samples. Results hsa-miR-106a was identified as the miRNA with significantly different ex-
pression level between NO and N3 group,with higher expression level in N3 group,compared with NO group and con-
trol group (P<C0. 05),but there was no statistical difference between NO group and control group (P>>0. 05). Ex-
pression level of hsa-miR-106a was correlated with lymph node metastasis of gastric cancer, but not correlated with
gender and age of patents and size, location, histological type and general type of tumor (P>>0. 05). Conclusion Ex-
pression level of hsa-miR-106a in patients with lymph node metastasis of gastric cancer might be relatively high,
which could be used as tumor marker for screening of gastric cancer.
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