Supplementary Figure 6. Boxplots indicating the simulated mean pairwise Fsr-values of 50 random
topologies of 100 demes in habitat of five neutral landscapes (Fig. 2) at generations 50 (A, C, E, G)
and 500 (B, D, F, H). Gaussian migration probability functions were used in these simulations. We
tested a range of maximum migration distances increasing from top to bottom (A,B: 14.4; C, D: 22.7,;
E, F: 36.1; G, H: 47.4).
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