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Effect of SNHG7 on invasion and migration of glioma cells
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[Abstract] Objective To investigate the relationship between long non—coding RNA (IncRNA) small nucleolar RNA host gene 7
(SNHG7) and survival prognosis of glioma patients, and its effect on glioma cell invasion and migration. Methods The expression levels
of IncRNA SNHG7 were detected by RT-PCR in glioma tissues obtained from 80 glioma patients who underwent surgery from June
2015 to March 2016 (postoperative follow—up ended in April 2020) and in non—tumor cerebral tissues obtained from 50 patients with
traumatic brain injury (control group) during decompression. Glioma U87 cells were cultured in vitro, and the cells were transfected with
different plasmids to knock down the expression of IncRNA SNHG7, and the ability of cell invasion and migration was detected by
Transwell assay. The regulation of IncRNA SNHG7 on miR-4516 was verified by dual-luciferase reporter gene assay. Results The
expression level of IncRNA SNHG7 in glioma tissues was significantly higher than that in the control group (P<0.05). Multivariate Cox
regression analysis showed that the high expression of IncRNA SNHG7 was an independent risk factor for poor survival prognosis of
glioma patients (P<0.05). Survival curve analysis showed that the median overall survival of glioma patients in the high expression group
was significantly shorter than that in the low expression group (P<0.05). Knocking down the expression of IncRNA SNHG7 significantly
inhibited the invasion and migration of U87 cells (P<0.05). The dual-luciferase reporter gene assay confirmed that IncRNA SNHG7 up—
regulated miR-4516 expression, and up—regulation of miR-4516 could reverse the effect of knockdown of IncRNA SNHG7 expression
on the invasion and migration of glioma U87 cells (P<0.05). Conclusions The high expression of IncRNA SNHG7 in glioma tissue is
associated with poor survival prognosis of glioma patients. The IncRNA SNHG7 promotes the invasion and migration of glioma cells by
up-regulation of miR-4516 expression.
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