SUPPLEMENTARY FIGURE 1
Screening circRNA in liver fibrosis tissue. 5 circRNAs (hsa_circ_0007308, hsa_circ_0066657, and hsa_circ_0000063) at about 500-1000 nt length were selected for further verification. Fibrogenic factor TGF-β1 (10 ng/ml) was used to stimulate LX-2 cells. 


SUPPLEMENTARY FIGURE 2
MiR-484 increases in human liver fibrosis tissues. (A, B) Based on fold-change, the miRNA sequencing data showed 461 upregulated and 32 downregulated miRNAs in fibrotic tissues, including miR-484, -30a-3p, -92a-3p, -26a-5p, -490-3p_R+1, -148b-5p_L+1, -1248_R−1, and so on. (C, D) Among them, miR-484 was one of the miRNAs with the most obvious discrepancy. Then, GO and KEGG pathway analysis showed that Wnt/β-catenin signaling was involved in the topmost enrichment pathways andprocesses for fibrosis specific miRNAs target genes.
