Figure S1. GO enrichment analysis of the cis-targets of differentially expressed long non-coding RNAs. GO, Gene Ontology.
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Figure S2. GO enrichment analysis of the trans-targets of differentially expressed long non-coding RNAs. GO, Gene Ontology.
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Figure S3. Kyoto Encyclopedia of Genes and Genomes pathway enrichment analysis of the trans-targets of differentially
expressed long non-coding RNAs.
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