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Table 1: P-values on negative log 10 scale of a Kolmogorov Smirnov test to compare the distribu-

tions of estimated NRH segments lengths across the 12 populations. ”>” refers to the tests whose

p-values can not be accurately computed due to ties.
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Figure 1: Distribution of estimated NRH segments lengths for the 12 populations. The seg-

ments lengths (in Mb) have been subjected to a square root transformation to reduce skewness.
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Figure 2: Distribution of chromosome proportion occupied by NRH segments lengths for the

12 populations.
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Figure 3: Distribution of maximum NRH segments lengths per individual for the 12 popula-

tions. The segments lengths (in Mb) have been subjected to a square root transformation to reduce

skewness.
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