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Expression of LncRNA MIR205HG in Squamous Cell Lung Carcinoma and
Its Effect on Cell Proliferation and Cloning and Mechanism

SHEN Yun-tao', CAI Du-Xiong® ( 1.Department of Pediairics, Qiongshan Maternal and Child Health Hospital of
Haikou City, Haikou 571100,China; 2.Department of Digestive Medicine Affiliated Hospital of Hainan
Medical College, Haikou 570102, China )

Abstract: Objective To screen potential target genes with differential expression and clinical significance in squamous cell
lung carcinoma ( SQCLC ) , and explore their expression in cancer tissues and the molecular mechanism of regulation of the
occurrence and development of SQCLC. Methods Long non coding RNAs ( LncRNAs) differentially expressed in SQCLC
were identified through the clinical database GEPIA, and the IncRNAs with the most significant difference in expression
compared with normal lung tissue were further selected as the target genes. The PholyCSF database was used to predict the
functional pattern of the target gene in SQCLC. ShRNA mediated knockdown of target gene expression was used to verify the
importance of target gene in the development and development of SQCLC by cell proliferation assay and clone formation assay.
By analyzing the signaling pathways involved in the co-expression genes of the target genes, the potential molecular mechanisms
of their function in SQCLC were explored. Results Finally, MIR20SHG, which was significantly differentially expressed in
SQCLC, was selected as the target gene for experimental exploration .The expression of MIR205HG in SQCLC was significantly
higher than that in normal lung tissue ( 6.785+ 0.462 vs 1.084 +0.036 ) , the difference was statistically significant(/=188.873,

P < 0.05), and the higher the clinical stage was, the higher the MIR205HG expression level was (P=0.047 2).
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MIR205HG plays a role in SQCLC mainly through LncRNA form .Compared with the shCTL group (0.988 +0.039), the
proliferation rate of SAIMIR205HG#1 group (0.709 + 0.032) and shMIR205HG#2 group (0.736 + 0.026) was significantly
decreased, the difference was statistically significant(F=66.163, P < 0.001).The rate of cell cloning formation in
shMIR205HG#1 group (0.324 + 0.021) and shMIR205HG#2 group (0.402 + 0.023) was significantly lower than that in shCTL
control group (1.809 +0.019) , the difference was statistically significant(/#=423.093, P < 0.001).The expression of P53 protein
in sShMIR205HG#1 group (5.988 + 0.321) and shMIR205HG#2 group (5.702 + 0.345) was significantly higher than that in shCTL
control group (1.022 + 0.152) , the difference was statistically significant(#=285.386, P < 0.001).The expression of P21 protein
in shMIR205HG#1 group (3.857 + 0.362) and shMIR205HG#2 group (3.698 + 0.314) was significantly higher than that in shCTL
control group (1.106 = 0.253), the difference was statistically significant(/=73.106, P < 0.001).Conclusion LncRNA

MIR205HG was highly expressed in lung squamous cell carcinoma, and would be involved in the proliferation and cloning of

SQCLC through the P53 signaling pathway, which can be used as a potential drug therapy target for lung.
Keywords: long non coding RNAs (LncRNA ) ; MIR205HG; squamous cell lung carcinoma(SQCLC)
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