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Abstract: Objective To screen out the differentially expressed circular RNA (circRNA) in colon cancer
tissues and analyze their possible role in the development of colon cancer. Methods The cancer tissues and
matched adjacent tissues of 3 patients with colon cancer were collected from January 2018 to December 2019 in
the hospital. Differentially expressed circRNAs were detected and screened by using Arraystar Human cir-
cRNA Arrays V2 chip. Cluster analysis was performed to screen out circRNAs with significantly different ex-
pression levels. Tissues and matched adjacent tissues from 9 patients with colon cancer admitted from January
2018 to December 2019 were collected to preliminary verify the differentially expressed circRNA by using real-
time quantitative PCR(qPCR) method. The screened differentially expressed circRNAs were analyzed by using
annotation of circRNA,GO pathway analysis and KEGG pathway analysis. Results A total of 114 differenti-
ally expressed circRNAs were detected in colon cancer tissues with >1.5 fold change (FC) in their matched
adjacent tissues(P<C0. 05) ;62 circRNAs were up-regulated and 52 circRNAs were down-regulated. After clus-
ter analysis.8 circRNAs that were significantly down-regulated in colon cancer were screened out: hsa_cir-
cRNA 404686 ,hsa_circRNA_102293,hsa_circRNA_000367,hsa_circRNA_104270,hsa_circRNA_001729,hsa_
circRNA 100790, hsa_circRNA 105039, hsa_circRNA _102049. Compared with adjacent tissues, qPCR test

showed that these 8 circRNAs were significantly down-regulated in colon cancer tissues. GO analysis revealed
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that numerous target genes were involved in transcription regulation, RNA binding, protein binding,cell cycle.

KEGG analysis revealed that numerous target genes were involved in signaling pathways regulating pluripo-

tency of stem cell, FOXO signaling pathways,p53 signaling pathways. Conclusion There are 8 circRNAs ex-

pression significantly down-regulated in colon cancer tissue. Gene function annotation analysis indicates that

the 8 circRNAs may be related to the occurrence and development of tumors,and may become markers for the

diagnosis and prognostic evaluation of colon cancer.
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