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Supplementary figure S1: Non-symmetrical Venn diagram generated using the online tool from the Van de Peer Lab provides a graphical representation of the
intersection between the different populations. The diagram consists of six circles representing the six populations included in the study. The overlapping regions
between the circles show the number of variants shared between two or more populations. The diagram is non-symmetrical, which means that the size and shape of
the overlapping regions between the circles are not necessarily the same for all possible combinations of populations. This reflects the fact that the genetic variation
between the populations is not equally distributed and can result in different patterns of overlap between them.



30

n
o

Percentage variance explained

25 5.0 75 10.0
PC

10
0

Supplementary figure S2: The bar plot shows the proportional variances of the principal components resulting from the principal component analysis (PCA) of the genetic
variation dataset. The PCA resulted in eigenvalues and eigenvectors, which were loaded and analyzed to determine the relative contribution of each principal component to the
overall variation in the dataset. The bar plot provides a clear visual representation of the distribution of the variation across the principal components, with each bar
representing the proportional variance of a specific principal component. The height of each bar reflects the contribution of that principal component to the total variation in the
dataset, allowing for easy identification of the most significant sources of variation.



