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Appendix S5: comparing theoretical predictions and simula-

tion results

Theoretical predictions and simulation results were compared by �xing the parameters at ms =

75%, δ/σ = 0.9 (δ = −β1 = β2 = 0.9 and σ = 1) and π = 0.32 in order to observe both stable and

unstable conditions for the generalist when habitat aggregation varied.

Although the monomorphic assumption of the analytical results was not imposed in the simula-

tions, simulation results were highly consistent with analytical predictions. The estimated singular

strategy x̂? was in line with the theoretical singular strategy x?. Indeed the mean of x̂? was close to

x? whatever the value of the aggregation of habitat 2 (Figure S2a of this appendix). It was lower

than x? for AI values between 0.6 and 0.8, because our Tbranch criterion detected branching before

population average was completely stabilised. From thorough visual inspection of the dynamics

as given in Figure S1, it appears that the increasing variance observed on the estimated singular
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strategy mostly re�ects the di�culty to estimate x? on simulations when a branching point was

observed.

When the branching criterion was greater than 1, a branching point was observed in 90.2%

of the simulations (Figure S2b of this appendix). Reciprocally, no branching was observed when

the branching criterion was lower than 1. Di�erences between predictions based on the branch-

ing criterion and observed branchings in simulations were more important when AI values were

between 0.5 and 0.6. At these values, the observed proportion of branching events was always

lower than predicted. This could be explained by the stochasticity of mutations and their higher

number (Section 1.3.3. of the main text) that could delay specialisation and favour the generalist

for situations where the branching criterion was close to 1. In addition, the variance of phenotypic

morph populations was greater and the phenotypic morph populations were less di�erentiated for

a branching criterion close to 1 (Section 2.3 of the main text and Figure S4), which could render

the detection of branching events more di�cult. Further investigations are required to try and

disentangle these e�ects.
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