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330
331  Figure S9: Performance of FEAST in identifying sources in quadruple-wise community
332  coalescence experiments. There are 24 source communities (stool samples from 24 healthy
333 individuals). Each sink community is obtained by mixing four different source communities ex
334  vivo. The final composition of each sink was obtained from metagenomic sequencing of samples
335  collected after 11 days of the ex vivo mixing. True sources (red cycles) vs. predicted sources (green
336  squares) of each sink. (Each row includes 75 sinks). For each sink, among the 24 known sources,
337  the four sources with the top-four largest contributions predicted by FEAST were referred to as
338  the predicted sources.
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340
341 Figure S10: Performance of SourceTracker in identifying sources in quadruple-wise

342  community coalescence experiments. There are 24 sources communities (stool samples from 24
343  healthy individuals). Each sink community is obtained by mixing four different source
344  communities ex vivo. The final composition of each sink was obtained from metagenomics
345  sequencing of samples collected after 11 days of the ex vivo mixing. True sources (red cycles) vs.
346  predicted sources (green squares) of each sink. (Each row includes 75 sinks). For each sink, among
347  the 24 known sources, the four sources with the top-four largest contributions predicted by
348  SourceTracker were referred to as the predicted sources.
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350
351  Figure S11: Relative abundances of common ASVs shared by sources and sinks. For each

352  sink and source pair, we identified their common ASVs and calculated the total relative abundance
353  of those common ASVs. Each boxplot represents the total relative abundance of common ASVs
354  shared by this source and each of the 256 sinks in the pairwise community coalescence experiments
355  (a); and 225 sinks in quadruple-wise community coalescence experiments (b).
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