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Figure S3. Biological processes associated with differentially expressed (A) mRNAs, (B) IncRNAs
associated with genes in sense/antisense/bidirectional orientation, (C) miRNAs. Green rectangle
indicates fold enrichment for downregulated associated/predicted genes; red indicates fold enrichment
of associated/predicted genes. (D) Biological processes which are common to the differentially
expressed mMRNAs, INcRNAs, and miRNAs.



