Subgroup I: All cis correlations - GO enrichment analysis - Biological regulation
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Subgroup II: All cis correlations - GO enrichment analysis - Cellular process
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Subgroup lllI: All cis correlations - GO enrichment analysis - Developmental process
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Subgroup IV:
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Positive cis correlations - GO enrichment analysis - Cellular and biological processes
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Subgroup V: Negative cis correlations - GO enrichment analysis - Metabolic process
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