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Figure S5. Functional annotation of H3K4me3 peaks. (A) Peaks were classified by whether 

they overlapped with several categories of genomic elements by at least one base pair. The 

same H3K4me3 peak can be annotated in more than one category (for example, both promoter 

and insulator). Enrichment or depletion was based on the distribution of annotations for all 

peaks. (B) Similar to A, indicating functional enrichment of H3K4me3 peaks found in hQTL 

modules as defined by correlation network analysis. 
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