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Figure S1. UCSC Genome Browser view of the SNP rs1495741; chr8 (p22):18,272,853-18,272,908.
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Figure S2. UCSC Genome Browser view of the SNP rs1061810; chr11 (p11.2) :43,877,906-43,877,961
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Figure S4. UCSC Genome Browser view of the SNP rs8042680; chr15 (q26.1) :91,521,309-91,521,364.
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Figure S5. UCSC Genome Browser view of the SNP rs7526425; chr1: (q32.3) 211,700,630-211,700,685.



