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G.4-&0W!IQ!"*'1=$.$!+6!%30!60('1!80%'#+1+80(A) Fecal samples were collected from GF mice
colonized by the defined bacterial consortia, then treated with the first set of phages (T4 and F1) and
second set of phages (VD13 and B40-8). Relative concentrations of metabolites were normalized to

values from samples immediately prior to phage administration. (B) Volcano plots showing increasing
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significance (y-axis) versus fold change (x-axis) of each metabolite 13 days after administration of the
first set of phage and (C) each metabolite 13 days after administration of the second set of phage.
Points above the horizontal dashed line indicate significant changes with adjusted p-values < 0.05. (D)
Hierarchical clustering of each bacterial species after introduction of the first set of phage and (E) the
second set of phage. (F) Hierarchical clustering of significantly changing (adjusted p-values < 0.05)
metabolites after introduction of the first set of phage and (G) the second set of phage. Cutoff for

presence of each metabolite in GF mice was detection in at least 4 of 5 mice.
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