Parametric bootstrap is used to generate case genotype counts and control genotype counts separately from multinomial distributions where the probabilities are estimated using the observed data. The total numbers of cases and controls are fixed. Then the procedures described in the paper are applied. The following plots are of those SNPs not displayed in the main text.
Plots of the estimates of the three penetrances of two SNPs alongside estimated f2 generated from parametric bootstrap applied to each SNP. Each estimate is calculated over all possible genetic models with x in (0,1)
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