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Figure S3. Regional signal plots of all SNPs within 100 kb of the most significant interactive 

SNP pairs identified. In each figure, the left panel shows the interaction signal heat-map and 

single-locus signal plots. The heat-map is aligned by chromosome positions based on NCBI 

build 36. Single-locus signal plots with gene annotations (lower left and upper-right). In the 

single-locus signal plots, red is the position of significant-interacting SNP pairs in the 

corresponding regions. In the single-locus signal plots, solid black dots denote logistic 

regression test P values. In the interaction-signal heatmap plot, interaction P values, 

transformed by a negative logarithm, are coded by color (key in upper-left box).  

 

Interaction signal heatmap and LD plot (right panel). Heatmap is aligned with each SNP 

equidistant from LD plot positions. Interaction-signal heatmap and LD plots are color coded 

(key upper right). Single-locus signal plots (lower left) same as above, except that 

coordination is not based on chromosome position. In detailed LD structures estimated in 

control samples (upper left and lower right) increasing intensities of red represent higher D’ 

values, and solid red triangles denote the positions of potentially interacting pairs of SNPs. 

Genes annotated in this region are also depicted according to their relative positions on the 

LD plot as follows: The top 10 interactions regions selected, shown in Table 1 (A to J); the 

two most-significant interaction regions located in the chromosome 6p21 MHC region (K 

and L). Because these SNP pairs are located in a small region with a complicated interaction 

pattern, the same chromosome region is plotted in the 2 axes of the heatmap. On the 

heatmap, yellow dot is position of significant interacting pairs of SNPs in their corresponding 

regions, green arrow is position of the NPC-susceptibility SNP (rs2894207) identified by a 

previous GWAS study [1], green box is the copy number variations related to NPC 

susceptibility in men (L). Plot of regional signals from GWAS-identified NPC-associated 

SNPs in the HLA region (M). 
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