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Supplementary Figure 1. The quantile-quantile plot of the observed P-values (obtained from the GWAS, in black) compared to the 

expected P-values (under the null hypothesis, in red)  
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Supplementary Figure 2.  Linkage disequilibrium pattern (r
2
) for genome-wide significant (P < 5 x 10

-8
) SNPs on 20p12.13 

Nature Genetics: doi:10.1038/ng.2463



 

 

Supplementary Figure 3: Conserved regions on chromosome 20 within or adjacent to the associated haplotype block. All regional 

boundaries were defined based on human genome version hg19. Region 1 (ch20:7094394-7095215) is a possible insulator with 

multiple transcription factor (TF) binding sites. Region 2 (ch20:7118172-7119146) is hypersensitive to DNase and contains potential 

TF binding sites. Region 3 (ch20:7127018-7128451) is highly conserved among vertebrates with weak enhancer marks and several TF 

site. Region 4 (ch20:7130609-7131082) also demonstrates excellent conservation, but no known TF binding. Regions 2-4 are all 

within the haplotype block, while region 1 is telomeric of it (Figure courtesy of Douglas Mortlock, Vanderbilt University) 

Nature Genetics: doi:10.1038/ng.2463



 

Supplementary Figure 4.  Linkage disequilibrium pattern (r
2
) for genome-wide significant (P < 5 x 10

-8
) SNPs on 7p14.3 
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