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Supplimentary Figure S1. Inter-population distributions of the total number of genomic

differences in humans. The graphs reveal the fact that populations of the same continental

ancestors share more genetic differences in common than the populations from different
continental ancestors.

A - The total number of genomic differences between pairs of individuals who belong to
different continental ancestors e.g. (African "LWK" vs European "FIN") and (African
"LWK" vs Asian "CHB"). The two distributions to the far right of the graph show the

amount of genomic variability between pairs of different continental ancestors.



B - The total number of genomic differences between individuals of the same continental
ancestor. e.g. (Asians "CHB" vs "JPT") , (Europeans "TSI" vs "FIN") and (Africans

"LWK" vs "YRI").



