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Supplemental_Fig_S14.(A) Red dot indicates the number of eQTLs falling within a HepG2 DAP binding site relative to the gray boxplots representating 1000 randomly sampled null SNPs matched for distance to TSS and minor allele frequency. Plot is the HepG2 complement to Figure 
4A. (B) Red dot indicates the percent of liver-specific eQTLs overlapping binding sites for each HepG2 DAP relative to the boxplots representing the percent overlap of all other GTEx tissue-specific eQTLs. Plot is the HEPG2 complement to Figure 4B.


