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Abstract: Objective To construct the ceRNA regulatory network of gastric cancer-related circRNAs by
bioinformatics technology and explore its clinical significance. Methods The differentially expressed circR-
NAs,miRNAs,and mRNAs in the gene expression omnibus(GEQO) were mined,and the Cytoscpe software
was used to construct the ceRNA regulatory network of circRNA-miRNA-mRNA. The differentially ex-
pressed mRNAs in the GEO database were enriched by gene ontology and kyoto encyclopedia of genes and ge-
nomes. Finally,the clinical data of 343 gastric cancer tissue samples and 30 normal tissue samples in the cancer
genome atlas(TCGA) database were used to perform survival analysis and expression verification of the mR-
NAs in the ceRNA network,and screen the important circRNA-miRNA-mRNA regulatory network. Prelimi-
narily verify the expression of ceRNA in gastric cancer tissue,and analyze the relationship between ceRNA ex-
pression and clinical characteristics. Results The constructed circRNA-miRNA-mRNA regulatory network
contained 6 circRNAs,4 miRNAs and 21 mRNAs. According to the clinical data analysis and expression verifi-
cation of gastric cancer patients in the TCGA database, CEP55 and CCDC80 in the ceRNA network were relat-
ed to the survival time of patients,and the expression of CEP55 in gastric cancer samples was significantly
higher than that in normal tissue samples,and the difference was statistically significant (P<Z0. 05). Finally,
circ_0032821-miR-936-CEP55 was screened out as the key regulatory network for gastric cancer. Clinical veri-
fication showed that circ_0032821,mir-936 and CEP55 were differentially expressed in gastric cancer,and the
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expression of circ_0032821 was closely related to clinical stage,lymph node metastasis and depth of invasion.

Conclusion

Circ_0032821-miR-936-CEP55 regulatory axis is differentially expressed in gastric cancer. The ex-

pression of circ_0032821 is related to the progression of gastric cancer.

Key words: gastric cancer; bioinformatics;
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