Supporting Information

Table S1: Strong correlations between gene expression and methylation located in the same gene.

Table S2: cis-eQTLs significant (FDR < 5%) 

Table S3: cis-mQTLs significant (FDR < 5%) 

Table S4: Triple relationship (SNP-CpG-Expression)

Figure S1: Distribution of the DNA methylation data. β-values for autosomal chromosomes (A) and X-chromosome (B) only females. M-values for autosomal chromosomes (C) and X-chromosome (D) only females.

Figure S2: Distribution of gene expression data

Figure S3: Distribution of significant multiple QTLs per expression probes (A) and per CpGs (B). Distribution of significant multiple eQTLs (C) and methQTLs (D) per SNPs.

