
4 SNP summary statistics

We consider SNPs from the TCGA A↵ymetrix SNP6.0 data that are in genes on the pathways that
we previously found to exhibit disregulation. After filtering those SNPs according to our stated
criteria (at minimum 1% minor allele frequency and 5% genotype frequency), we had 72901 unique
SNPs in Breast Cancer, 70142 unique SNPs in Liver Cancer, 73037 unique SNPs in Lung Cancer,
and 66967 unique SNPs in Prostate Cancer. As expected for tag SNPs, most SNPs lie in the intron
regions of genes, shown in Table S-1.

Cancer type 3’UTR 5’UTR intron exon coding
Breast 1218 248 49737 2468 886
Liver 1063 211 41625 2096 731
Lung 1130 231 45542 2277 806
Prostate 1075 221 43647 2171 771

Table S-1: Summary statistics for SNPs. Numbers denote unique SNPs within each genomic region
per cancer type.

5 Breast tumor subtypes

Because breast cancer is a heterogeneous disease, we also under took a subtype analysis considering
ER+, PR+, and triple negative breast cancer cases separately. Patients with ER+ and PR+ breast
cancer largely overlap, as shown in the Venn diagram in Fig. S-6 with 438 common cases.

Figure S-6: Venn diagram of overlapping samples with ER+, PR+, and triple negative breast
cancer.

In Fig. S-7 we illustrate qq-plots of regQTL p-values in ER+, PR+, and triple negative breast
cancers. Each breast cancer subtype exhibits systematic deviations from the uniform distribution,
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