A childhood acute lymphoblastic leukemia genome-wide association study identifies 

novel sex-specific risk variants
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Supplementary Figure 1. Q-Q plot for sex-specific association analysis for childhood ALL risk. The x-axis represents expected P value on logarithmic scale, and the y-axis represents observed P value on logarithmic scale.
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Supplementary Figure 2. The circos plot of childhood ALL GWAS results for the top one hundred SNPs ranked by statistical significance and based on GM12878 (a lymphoblastoid cell line) and CEU population. From outer to inner, there are significant regulatory variants and distal interaction regions, genes, genomic loci, chromosome number and distal interaction indicators. Interactive elements with significant regulatory variants will start with ‘I_’. The red line indicates this signal, and the intensity of interaction is represented by width.
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Supplementary Figure 3. The circos plot of childhood ALL GWAS SNPs for the top one hundred SNPs ranked by the highest effect size and based on GM12878 (a lymphoblastoid cell line) and CEU population. From outer to inner, there are significant regulatory variants and distal interaction regions, genes, genomic loci, chromosome number and distal interaction indicators. Interactive elements with significant regulatory variants will start with ‘I_’. The red line indicates this signal, and the intensity of interaction is represented by width.

