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Posteriors (solid lines) and priors (dotted lines) densities plots for the past (N1) and present (N0) population sizes of each genetic cluster (cluster 1 to 9) and the global data set (samples from different demes were merged into one dataset; black color). Each genetic cluster (1 to 9) is represented by a different color (same as population structure analysis). The data set used in the analysis derived from MsVar v. 1.3 [80], assuming a generation time of 5.5. Furthermore, R package Locfit v. 1.5-9.1 [116] was used in order to produce the graphical representations.
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