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Figure S1 Manhattan plot of cis-eQTLs of mRNA in 10 cancer types
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(A) Functional effects of cis-eQTLs on mRNA/IncRNA (12> 0.2).
(B) Distribution of RegulomeDB categories of cis-eQTLs of mRNA/IncRNA (12> 0.2).

(C) Distribution of cis-eQTLs of mRNA/IncRNA associated with GWAS cancer-related risk loci.
(D) Location distribution of significant cis-eQTLs relative to the mRNAs aggregated across all

cancer types.
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Figure S5

(A) elncRNAs that are significantly overlapped for immune-related IncRNAs

(B) meta-analysis of corresponding normal tissues showing the enrichment of cis-eQTLs in
different epigenetic markers.
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regulatory axis in ovarian cancer (OV). (E-H) Correlations among rs9546285(13q12.3)-LINC00426-TNIP3/
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