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Supplemental Figures

Variation in mean flux through biomass
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Figure S1. Subsampled ensemble behavior for predictions of biomass production, related to Figure 2. We simulated
biomass production in a rich medium across the entire ensemble and subsampled these results at varying ensemble
sizes. a) Standard deviation of the mean flux through biomass from each subsample and b) standard deviation of the
standard deviation of flux through biomass in each subsample. For both quantities (variance of the mean of each
subsample and variance of the variance of each subsample), simulations plateau before inclusion of all 1000 ensemble
members. Values on the y axis are normalized by dividing by the mean flux through biomass for the entire ensembile.
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Figure S2. Distribution of fractional importances and cluster ratios, related to Figure 4. a) Distribution of mean
fractional importances for reactions gap-filled in at least 5 ensembles. Identical to Figure 4b other than filtering step. b)
Distribution of mean cluster ratios for reactions gap-filled in at least 5 ensembles. Identical to Figure 4c other than
filtering step. ¢) Distribution of reaction importances across all species. Identical to Figure 4b except the mean is not
taken across all species; the distribution includes values for individual reactions instead of a mean (e.g., a reaction
occurring in 7 species has 7 values that are part of the distribution, rather than a single mean as in Figure 4b). d)
Distribution of cluster ratios across all species. As in ¢, the mean is not taken and individual values are included.




