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Detection of NSUN2 Gene Expression in Glioma Based on Bioinformatics and its Clinical Significance
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Abstract: Objective To explore the expression and clinical significance of NSUN2 gene in glioblastoma multiforme (GBM).Methods The sequencing
data and clinical information of normal brain tissue and GBM tissue were downloaded from TCGA database. The expression difference of NSUN2 gene
and its relationship with clinical pathological characteristics were analyzed by R language. The risk factors related to the occurrence and development
of GBM were analyzed by univariate and multivariate Cox regression models. CSEA software was used to analyze the possible signaling pathways
involved in NSUN2 gene. Real-time quantitative PCR (qPCR) and immunohistochemistry (IHC) were used to verify and analyze the mRNA and protein
expression levels tissues and adjacent tissues..Results The expression of NSUN2 in GBM was higher than that in normal tissues, and the difference was
statistically significant (P<0.05). The expression of NSUN2 in GBM tissues with different age, WHO grade, response depth and IDH classification was
statistically significant (P<0.05). Univariate and multivariate Cox regression analysis showed that NSUN2 gene was an independent prognostic factor for
GBM. CSEA results showed that the high expression of NSUN2 was related to tumor-related pathways; qPCR and IHC experiments showed that the
mRNA and protein expression levels of NSUN2 gene in glioma tissues were higher than those in adjacent tissues, and the difference was statistically
significant (P<0.05).Conclusion The high expression of NSUN2 gene in GBM tissue is related to pathological characteristics, which may promote the
development of GBM by participating in protein—related metabolism and can be used as a prognostic marker of GBM.
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