A. GTEX count correlations
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B. gnomAD count correlations
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Figure S3 Pearson correlations between counts of cis-heterozygous sites (per individual-gene pair) across allele fre-
quency bins. Here, sites within 10kb of the TSS are considered to be in cis. (A) Variants binned according to minor
allele frequency in 122 Europeans from GTEx. (B) Variants binned according to minor allele frequency in 7,509 Euro-
peans from gnomAD. Positive correlations in purple, negative correlations in green, variables compared to themselves
in black.



