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Bioinformatic analysis and prediction of miR—-144 target genes in lung squamous cell carcinoma
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Abstract Objective: To analyze the target genes of miR-144 in lung squamous cell carcinoma and their biological processes and signal—
ing pathways. Methods: The relationship between miRNA expression and survival plot of patients with lung squamous cell carcinoma in
TCGA was analyzed.And then the target gene of miR—144 was predicted by target gene databases. The gene ontology (GO) enrichment was
performed by BinGo. DAVID database was used to predict the target gene signal pathway. Results: The high expression of miR—144 was ben—
eficial to prolong the overall survival of patients with lung squamous cell carcinoma. Seventy—two target genes of miR—144 were obtained by 4
miRNA database and 45 of 72 target genes were significantly different in cancer and normal tissue. GO enrichment analysis found that genes
constituted the nucleus and astral microtubule mainly. And they took part in endothelial cell proliferation and RNA. Ras, Wnt and Hippo
signal pathway were affected by the target genes. Conclusion: Forty—five miR-144 target genes may affect cell life activities and regulate
tumor development by multiple signaling pathways.
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Fig 1 MiR-144 expression and overall survival (OS) analysis in

patients with lung squamous cell
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Fig 2 Expression analysis of miR-144 in tumor and normal tissue
from patients with lung squamous cell carcinoma (****: P<
0.000 1)
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Fig 3 Illustration of miR-144 target gene analysis

Tab 2 The different expression of miR—144 target gene in tumor and normal tissue
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