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circ 1 chr8_123109620_123077111_+32509-TBC1D31 

circ 2 chr1_61884408_61856030_+28378-INADL 

circ 3 chr3_173807832_173604279_+203553-NLGN1 

circ 4 chr1_172144437_172140480_-3957-DNM3OS 

circ 5 chr5_43704400_43675511_+28889-NNT 

circ 6 chr13_95763953_95757644_+6309-DNAJC3 

circ 7 chr16_31723353_31722626_+727-ZNF720 

circ 8 chr1_180993425_180984677_-8748-STX6 

circ 9 chr1_181005463_180984677_-20786-STX6 

circ 10 chr8_123105464_123077111_+28353-TBC1D31 
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Additional Figure 1: Non-coding RNA list and ESRP1 bioinformatics functional analysis. a: MicroRNAs that regulated ESRP1 were predicted by 

TargetScan and miRnada. 13 of them were selected for validation. b: circRNAs abbreviation and RNA-Seq  name correspondence table. c: Co-

transfection of circRNA-0005585 with each microRNA not affected the expression of circRNA-0005585. d: Overexpression of ESRP1 not affected cell 

proliferation in SKOV3 cells and A2780 cells. e: ESRP1 alternative splicing differential gene GO analysis. f: ESRP1 alternative splicing differential gene 

KEGG pathway analysis, red indicated P<0.05, bule P＞0.05. *P＜0.05, **P＜0.01, ***P＜0.001. Error bars indicate SEM. 


