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Demographic inference tools (e.g. MSMC2) can reveal ; m : Simulations [3]
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Analysis [4]

o
bottleneck [1, 2]. ts kit
So, is your inferred population crash actually evidence “
of population structure?
MSMC2 Demographicinference [5]
Bottleneck Population structure

We provide simple guidelines to help decide.

Don't get misled - quantifying the distortions of N, estimates produced by population substructure

Here we derive simple formulae describing the false history of a recent crash in
population size produced by population substructure.

An ODE provides the full shape of the curve.
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The simple rules and the black curve accurately describe the coalescent rates (equivalent to 1/2N,) in the simulations of the subdivided populations that generated
these data — so mathematical models and simulations agree. However, notice that the algorithm for inferring N, shows systematic deviations from this curve.

More promisingly, the estimates from the recent past can be more readily interpreted.

OVERALL: Any one curve could be the result of population structure displaying changes in N,, however an evolutionary geneticist can make use of their knowledge of
biologically reasonable parameter values (m, d, N) to distinguish between the different interpretations.

Conclusions

Distinguishing between bottleneck and substructure
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