Maintaining diversity In structured populations
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Model Key Observation
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Figure 4. db absorption time divided by bd absorption time versus normalized Add mutations!
Starting from maximum diversity, we calculate the =~ ce8reeentropyforallgraphs with [V = S vertices.

time until the population becomes homogeneous.
We are interested in the expected absorption time
of various population structures.
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T R Figure 5. Simulation results of the expected absorption time for birth-death model. Initially all individuals are the same type. Snapshots of the population
Figure 2. Results of average number of types remaining in the population, D, updating of a undirected path, a contracting path, and a contracting star over composition over time [radial axis). Lighter colors indicate more recent
at time T, averaged over 250 simulations of birth-death updating per graph. varying population sizes. mutations.
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