Supplementary Note 2: Allele sharing distance analysis
Inferences of significance of ASD differences using bootstrap

In Table 1, we show the observed ASD values when comparing Jewish communities to each another and to other populations. To verify that these ASD differences are significant, a bootstrap approach was used with the null hypothesis:

H0: ASD (p1, p2) = ASD (p1, p3), 

where the ASD between populations p1 and p2 is compared to the ASD between populations p2 and p3. To compare continental Jewish communities, individuals were grouped by their continent and the comparison was carried as described.

Bootstrap approach
Behar et al.(2010) correctly identified that there are two sources of variability in the data: individual sampling and site sampling. A two-dimensional bootstrap approach is therefore necessary to account for both sources of variability by simultaneously estimating the variance resulting from sampling individuals and sites (SNPs). We thus constructed 1000 such datasets. Each includes a resample of ni individuals from each population and a resample of SNPs. Each dataset was therefore a new data matrix of the same size as the original matrix where both rows and columns are resampled and the original population sizes are preserved. Our bootstrap approach calculated the two-tailed paired t-test of significance (p<0.05) for the observed difference. The p-values obtained from our bootstrap analysis for population pairs are provided in Tables S4-6. The populations compared in each panel of Table 1 are listed in Tables S7. 
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