
Pairwise LD, P values and marginal posterior inclusion probabilities (PIPs)
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Figure S8. P-values and posterior inclusion probabilities (PIPs) from BIMBAM on U.S. cohort. 
Circles represent the individual-SNP-based p-values on the left y-axis and lines represent the 
PIPs on the right y-axis. The color coded LD pattern is shown below.




