
Figure S7: Power vs marginal heritability for 5000 samples. Simulation results showing power a sample size of 5000 for our PMR methods, current

PMR methods, an approximate Bayesian method, single marker analysis and conditional regression methods at an FDR of 5% as a function of the marginal

heritability of each causal marker as in Figure 3c in the main text. Results are shown for a range of total heritabilities and number of causal markers.
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