Online Resource 2
Fig. R2 Gene flow in the moose population from source demes (numbered 1-16) to all other demes in relation to the pairwise geographic distances between the source deme and deme of sampling. Gene flow expressed as the mean misassignment of moose from the deme of sampling into a source deme. Best fit lines − linear, polynomial or logarithmic regression fitted to empirical data points listed in Table R1. Regressions statistically significant at P from 0.0006 to 0.0345, except for demes 3 and 4 (P > 0.05).
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