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Supplementary figure 2 VHL is predicted to be a target gene of miR-222 through bioinformatic analyses. A, Venn diagram of
downstream target genes of miR-222 predicted on the databases miRWalk, miDIP and TargetScan. 178 genes were obtained by
identification of gene-gene intersection. B: PPI network of 178 genes constructed by online analysis tool String. Darker red color
reflected higher core level of the gene in the PPI network. Darker blue color reflected lower core level. C, bindings sites between VHL

and miR-222.



