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Supplementary Movie 2. Here we illustrate the dynamic trajectory of the system (Figure 1 of the Supplements). A. Network
of pairwise invasion fitnesses between strains, where edges can be of 4 types: coexistence (red), bistability (blue), exclusion of i,
exclusion of j (directed gray arrows toward the winner). The system trajectory z; is shown as a movement in a 6-dimensional space.
B. Trajectory of the strain frequencies over time.
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Figure S2: Supplementary Figure 2. Computation speed of the slow-dynamics approximation in detail. Here we plot the computation time as a function of
number of strains N, in terms of number of seconds on a PC to simulate the slow-fast dynamic aproximation (boxplots) for 7" = 5000 time units starting from the
slow manifold. The line shows the mean over 20 random matrices for each N, where & = 0.1 and mean co-colonization coefficient k = 1 and Ry = 2.
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