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Abstract : Objective To investigate the expression and prognosis of annexin A2 (ANXA2) in gliomas,and
to analyze the related genes by the Kyoto encyclopedia of genes and genomes (KEGG) ,so as to provide the ba-
sis for exploring tumor markers of glioma. Methods The expression of ANXA2 in gliomas and paracancerous
tissues were analyzed using UALCAN,GEPIA and ONCOMINE online software;the genes related to the dif-
ferential expression of ANXA2 were analyzed by using the software of UALCAN; the KEGG analysis of
ANXAZ2 related genes was performed with DAVID 6. 8 software; the survival time of ANXAZ2 related genes
was analyzed with Human protein atlas; and the protein interaction (PPI) of ANXAZ2 was analyzed with
STRING software. Results The expression of ANXAZ2 was up-regulated in gliomas. The results of survival a-
nalysis showed that the survival time was shortened after overexpression of ANXAZ2 in gliomas. KEGG analy-
sis combined with suruive time analysis showed that the disease-free survival time of 15 genes with high ex-
pression was shortened,and the overall survival time of 12 genes was shortened. The prognostic analysis of
PPI combined with these genes showed that TNFRSF1A, TGFBI1 and ITGB5 were the key genes involved in
ANXAZ2 regulation phenotype. Conclusion ANXAZ2 is a potential oncogene in gliomas,and TNFRSFI1A, TG-
FB1 and ITGB5 are involved in the occurrence,development and prognosis of gliomas.
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