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Supplementary Figure 1.  

 

 

CMC Dataset 
23 loci had 6620 eQTLs @ FDR < 0.05 

(Total of 2703 significant  
regulatory SNPs and  

88 target genes) 

sQTL  
Tested a total of 4342 unique SNPs and 518 spliced target genes and  

6326 spliced intron cluster regions (CMC and GTEx) across 25 loci 

eQTL  
Tested a total of 4342 unique SNPs and  

1559 target genes (CMC and GTEx) across 25 loci 

GTEx Dataset 
22 loci had 6624 eQTLs @ FDR < 0.05 

(Total of 2440 significant  
regulatory SNPs and  

101 target genes) 

CMC Dataset 
20 loci had 9643 sQTLs @ FDR < 0.05 

(Total of 2495 significant regulatory 
SNPs, 127 spliced intron cluster 

regions and 69 spliced target genes) 

Meta-analysis of eQTL 
22 loci harbored 5943 eQTLs @ FDR < 0.05 

Total of 2764 significant regulatory SNPs  
and 66 target genes 

Meta-analysis of sQTL 
13 loci harbored 10585 sQTLs @ FDR < 0.05 

Total of 1823 significant regulatory SNPs,  
120 spliced intron cluster regions and 28 spliced target genes 

Colocalization with GICC GWAS meta-analysis SNPs 
Total of 61 genes tested; 61 pSMR tests and 44 pHEIDI tests 

performed across 22 loci 

11 loci with a total of 15 eQTLs colocalized;  
15 regulatory SNPs and 15 target egenes 

identified 

GTEx Dataset 
21 loci had 15313 sQTLs @ FDR < 0.05 

(Total of 2379 significant regulatory 
SNPs, 158 spliced intron cluster regions 

and 66 spliced target genes) 

Colocalization with GICC GWAS meta-analysis SNPs 
Total of 104 spliced intron cluster regions tested; 104 pSMR 

tests and 79 pHEIDI tests performed across 13 loci 

9 loci with a total of 32 sQTLs colocalized;  
23 regulatory SNPs and 14 spliced target genes 

identified 


