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Fig. S1. Linkage disequilibrium heat map for SACM1L gene findings based on HapMap data. Heat maps depict the D' for each pair of SNPs with white and blue indicating a D' = 0; shades of pink indicating 0 < D' < 1, with darker shades of pink indicating larger values of D'; and red indicating D' =1. Higher values of D' indicate higher LD, with D' =1 indicating perfect LD. The figure displays a window from the heat map which was 100kb from the first and last SNPs of the findings with q < 0.10 in gene SACM1L. The block generated under the confidence interval algorithm by Haploview is outlined in black. There was not a combined HapMap sample that approximated the racial distribution in the STAR*D sample, approximately 80% Caucasians and 20% African Americans, HapMap data from Caucasians and African Americans were analyzed separately. (A) shows the LD structure in the CEU sample, Utah residents with Northern and Western European Ancestry from the CEPH collection, and (B) shows the LD structure in the ASW sample, individuals with African ancestry in the Southwest USA. We see high LD in the region in both figures, for example, r2 > 0.80 from 45,692-45,767 kb

