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Abstract:Objective The bioinformatics approach was adapted to explore the mechanism of gastric cani-
nogenesis and progression. Methods The differentially expressed genes (DEGs) between gastric cancer and
normal gastric mucosa were identified by the GEO online tool from the microarray dataset GSE54129. The en-
richment analyses of DEGs were conducted in the DAVID database. After the protein-protein interaction
(PPD network was constructed by STRING online database, the visualization was performed on Cytoscape
software. The hub genes was identified both through MCODE and cytoHubba, which were validated by the
GEPIA database and gastric cancer tissue samples. And then the miRNAs regulating target genes were predic-
ted by the Target Scan 7. 2 database. Results In total,there were 630 DEGs including 305 upregulated genes
and 325 downregulated genes. Function enrichment analysis indicated that these DEGs were mainly involved in
extracellular matrix organization, proteinaceous extracellular matrix, heparin binding, chemical carcinogenesis
signal pathway. Through analysis of data from the PPI network, three hub genes were certificated by Cyto-
scape software including VCAN,IGFBP7,FSTLI1. The results from the GEPIA database showed that VCAN
expressed highly in gastric cancer tissues (P<C0. 05) and associated with poor prognosis of patients with gas-
tric cancer. The prediction found that has-miR-203a-3p. 1 might play a crucial role in VCAN regulation
through binding 3'UTR of VCAN mRNA on the Target Scan?. 2 database. Conclusion VCAN regulated by
has-miR-230a-3p. 1 is a potential target of therapy for gastric cancer.
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