
Supplemental Figure S1. Plots of negative log base 10 of mediation p-values versus the percentage of 

reduction in trans-effects. The mediation p-values are calculated after accounting for cis-mediation, based 

on mediation tests for all 44 tissue types adjusting for known covariates including age, gender and 

genotype derived PCs and (A) with no adjustment of hidden confounders, (B) adjusting for all PEER 

factors, (C) adjusting for adaptively selected PEER factors, and (D) adjusting for selected expression-

derived PCs (i.e., our final analysis). P-values are truncated at 10-16. 

























































































 

 

 

 

 

 

 

 

 

 

 



Supplemental Figure S2. Histograms of mappability for cis-genes that appear to mediate a trans-eQTL 

(mediation P<0.05), stratified by number of trans targets and number of tissues.  On the left side, A shows 

all cis-mediators, B shows those with >2 trans targets, and C shows those >4 trans targets. On the right 

side, D shows all trans targets of cis-mediators, E contains only the cis-mediators showing evidence of 

mediation in >2 tissues, and F contains only the cis-mediators showing evidence of mediation in >3 

tissues. 

 

 

 

 

 



Supplemental Figure S3. Alignment of IFI44 (query) and IFI44L (Sbjct) mRNA sequences shows two 

regions of similarity.  Results obtained from NCBI BLAST (https://blast.ncbi.nlm.nih.gov/Blast.cgi). 

 


