
Figure S1. A total of 568 microRNA‑targeted genes were 
predicted using the overlapping results of the two databases 
MirdbV5 and TargetScan7.1.



Table SI. Sequences of the primers for the detection of selected circRNAs targets and β‑actin.

Genes Primer sequences (5'‑3')

β‑actin F: 5'‑GTGGCCGAGGACTTTGATTG‑3'
 R: 5'‑CCTGTAACAACGCATCTCATATT‑3'
hsa_circRNA_100562 F: 5'‑CCCCCAGAACTAGTTACCTTAT‑3'
 R: 5'‑GTGGCACCATTGTTAGCTTG‑3'
hsa_circRNA_102034 F: 5'‑GTCATCTGTATAGTGTATGCCGTTA‑3'
 R: 5'‑CAGCTGGAATGGTGATTTCTT‑3'
hsa_circRNA_102927 F: 5'‑TGTCAACATTTTGGGCTTTCC‑3'
 R: 5'‑CTCAGGTGGTCAGTTTCAGGTATC‑3'
hsa_circRNA_101523 F: 5'‑TACACAGCAGGGACCACGAAC‑3'
 R: 5'‑CCCTGTGGTGGACTTTGATGT‑3'
hsa_circRNA_101952 F: 5'‑CAGTAGCTGTAGGGAGGAATGC‑3'
 R: 5'‑TGTTCTCGGCATCAACTGTCC‑3'

circRNA, circular RNA; hsa_circRNA, homo sapiens circular RNA; F, forward; R, reverse.
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