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Expression of IncRNA-ROR in glioblastoma tissues and its clinical meanings
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[Abstract] Objective To investigate the expression of long chain noncoding RNA reprogramming regulator (IncRNA-ROR) in
glioblastoma (GBM) tissues and its clinical meanings. Methods The expression levels IncRNA-ROR were detected using qRT-PCR in
GBM tissues obtained from 145 GBM patients who underwent microsurgery and in non—tumor cerebral tissues obtained from 56 patients
with trauatic brain injury who underwent decompression from June 2015 to June 2019. GBM patients were divided into high—expression
and low—expression groups according to the average expression level of IncRNA-ROR. The patients with GBM were followed up for 24
months, and the progression—free survival (PFS) and overall survival (OS) were recorded. Results The expression level of IncRNA-ROR
in GBM tissues was significantly lower than that in the control group (P<0.05). Multivariate Cox regression analysis showed that low
expression of IncRNA-ROR was an independent risk factor for poor survival prognosis of GBM patients (P<0.05). Survival curve analysis
showed that the 2—year cumulative PFS rate (40.12%) and 2-year cumulative OS rate (48.56%) of the IncRNA-ROR high—expression
group were significantly higher than those (16.25% and 19.85%, respectively) of the low expression group (P<0.05). Conclusions The
expression of IncRNA-ROR is low in GBM tissues, which is closely related to the poor survival prognosis of GBM patients. This suggests
that the detection of IncRNA-ROR has a certain value in the prognosis evaluation of GBM patients.
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