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612  and genes is marked.

613  Fig 5. circRNAs acting as miRNA decoys. (A) Binding sites between a circRNA and the
614  corresponding miRNA. (B) The circRNA-miRNA regulatory network. The single network was
615 marked by orange circle. Representative single network were extracted from the integral network.
616  Pink nodes represent circRNAs and blue nodes represent miRNAs. The edges represent connected
617  nodes that exist as a correlation.

618  Fig 6. Enrichment analysis for the function of circRNAs as miRNA decoys. The GO terms
619  containing BP (biological processes), MF (molecular functions) and CC (cell components). The GO
620  annotation is presented on the x-axis legend and the percentage of genes on the y-axis legend

621  (Fisher’s test, P <0.05).
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