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Appendix S4: de�nition of measures on simulated evolution

At each time step the metapopulation composition was summarised by the means and standard

deviation of a two-component Gaussian mixture that was �tted by the EM algorithm (Meng and

Rubin, 1993) using the function normalmixEM of the R package mixtools (Young et al., 2010,

Version 0.4.4.). The time to reach the singular strategy (Tbranch) was de�ned as the �rst time

step when two distinct populations were identi�ed. The estimated singular strategy (x̂?) was then

de�ned as the mean metapopulation phenotype at t = Tbranch−1. Trait values of specialists (ESS)

were estimated by the means of the two Gaussian mixture components at the end of evolution.

The time to reach the specialists (TESS) was de�ned as the �rst time step when the means of the

two Gaussian mixture components were contained in the ±5% interval around the trait values of

the specialist strategies. Figure S1 of this appendix illustrates these measures on an example.

Finally, in patch j, the mean phenotype was calculated as a weighted average of the existing
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phenotypes, the weights being the proportions of each phenotype in the local population:

x̄j(t) =
I∑

i=1

nij(t)

Kj

xi.

Then we de�ned the level of local adaptation in patch j as the mismatch between the mean

phenotype (x̄j(t)) and the optimal phenotype (βh(j)): |x̄j(t)− βh(j)|.
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