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Abstract : Objective To construct microRNA (miRNA)-mediated gene regulation of ovarian cancer by es-
tablishing regulatory networks of miRNA and long non-coding RNA (IncRNA) database based on bioinforma-
tic analysis. Methods Ovarian cancer-related regulatory miRNAs were obtained via miRwalk 2. 0 and HMDD
v2. 0. According to the frequency of miRwalk 2. 0 software, we screened and identified the corresponding target
gene expression. Upon a matching analysis,ovarian cancer matched IncRNAs searched from the IncRNA data-
base were performed to determine miRNAs interacted with IncRNA, and starBase v2. 0 was used to compre-
hensively analyze the obtained miRNA and IncRNA. Finally, miRNA-mediated gene regulatory networks of o-
varian cancer were mapped by the Cytoscape software. Results MiRNA-mediated gene regulation of ovarian
cancer was successfully established regulatory networks of miRNA and IncRNA databases. Hsa-let-7a, hsa-
mir-21,hsa-miR-16, hsa-mir-17, hsa-mir-19b, hsa-mir-29a and hsa-mir-92a were high frequency miRNA of o-
varian cancer. According to matching analysis, IncRNA gene symbol X inactive-specific transcript (XIST)
played the central role in IncRNA-miRNA interaction in regulation of ovarian cancer. Conclusion The miR-
NA-mediated gene regulating network of ovarian cancer was successfully established according to bioinformat-

ic analysis. Databases like miRwalk, HMDD, starBase could be used as effective tools to analyze relationship
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between miRNA and disease.
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