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Supporting Figure 2. Full genealogical tree of a sample of the globalPseudomonas
population simulated in two dimensions. Time is shown through color variation. The
present generation, represented by 248 lineages corresponding to the 248 field samples,
is at right. The common ancestor (at 29,460 time steps) is at left.
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Supporting Figure 3. L(T ) for spatial simulation of the sampled population, showing
standard deviation of 100 runs as error bars. Data fromPseudomonas is shown as
circles.

1.2 Simulation of sampled population

The lineages of the sampled population were simulated directly as random walkers,

with simulated time corresponding to time in the past (Supporting Figure 2). Any

walkers that moved onto the same site coalesced with probability pc = 0.15. Initial

random walkers were placed, one per isolate, on a50× 25 lattice on sites whose coor-

dinates were proportional to the latitude and longitude of samples of the Cho & Tiedje

data (Supporting Table 1).

In order to produce a curve that is smooth at long times, the average of 100 runs was

taken. Error bars for the simulation ofL(T ) are shown in Supporting Figure 3. The

4


