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Figure S2 Profile of candidate eQTLs (SNPs with MAF>0.05 within 50kb of the TSS of an autosomal, protein-coding
gene) around high- and low-pLI genes. (A) and (C) compare the numbers and allele frequencies of SNPs around high-
and low-pLI genes, while (B) and (D) compare the distribution of called eQTLs and SNPs around transcription start sites
(A) Histogram of the number of cis-SNPs tested as eQTLs per gene. (C) Histogram of the derived allele frequencies of
cis-SNPs. (B) Density of called eQTLs relative to the TSS. (D) Density of candidate eQTLs relative to the TSS.



