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Genome-wide identification and characterization of circular RNA in resected
hepatocellular carcinoma and background liver tissue
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We found using high-throughput sequencing that seven candidate circular RNAs

(circRNAs) were downregulated in HCC. The expression of these circRNA were examined by quantitative

PCR in 233 sets of HCC and matched background normal liver tissues, and correlation between
candidate circRNA expression and prognosis was evaluated. The results of quantitative PCR showed
that expression of five circRNAs were significantly lower in HCC than background normal liver
tissues. Kaplan-Meier analysis revealed that low expression of circRNAs hsa circ_0001020,
hsa_circ_0036683, and hsa_circ_0058087 was associated with poor recurrence free survival (RFS) and
overall survival (0S) in HCC. Additionally, multivariate analysis revealed that low hsa_circ_0036683
expression was a_significant independent prognostic factor for inferior RFS and 0S. There was no
significant association between the expression of these circRNAs and hepatitis B/C status or
cirrhosis.
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