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Supplementarv Figcure 81

Hierarchical clustering of all microbiota samples. Dendogram of all microbiota samples extracted from feces of rats
intrarectally inoculated with PBS, B. bacteriovorus (1091), or M. geruginosavorus (MICA). Dendograms were created using the
Ward 2 method. Samples clustered by treatment, cage number, and animal ID. Sample name format is:

Treatment DayFecesCollected AnimallD.
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Supplementary Figure S2

Proportional family taxa abundance over time. Relative abundances of most abundant microbial
populations at family level in feces collected from all rats intrarectally inoculated with (A) PBS, (B) B.
bacteriovorus or (C) M. aeruginosavorus over seven days.
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Supplementary Figure S3

Proportional genus taxa abundance over time. Relative abundances of most abundant microbial
populations at genus level in feces collected from all rats intrarectally inoculated with (A) PBS, (B) B.
bacteriovorus or (C) M. aeruginosavorus over seven days.
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Supplementary Figure S4

Proportional abundance by Gram-status over time. Relative abundances by Gram-status in feces
collected from all rats intrarectally inoculated with (A) PBS, (B) B. bacteriovorus or (C) M. aeruginosavorus
over seven days.
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Supplementarv Ficure S5
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Weighted ordination analysis of microbiota samples by treatment over
time. Dimensional reduction of the Bray-Curtis distance between samples
tested from feces collected from rats intrarectally inoculated with (A) PBS,
(B) B. bacteriovorus (B10971) or (C) M. aeruginosavorus (MICA) over seven
days, using the principal coordinate analysis (PCoA) ordination method.
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Supplementarv Ficure 56

Hierarchical clustering of PBS-treated samples over time. Dendogram of all microbiota samples extracted from feces of rats intrarectally inoculated with PBS over seven days.
Dendograms were created using the Ward 2 method. Samples clustered by cage number and animal ID. Sample name format is: Treatment DayFecesCollected AnimallD.
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Supplementary Ficure 87

Hierarchical clustering of B. bacteriovorus-treated samples over time. Dendogram of all microbiota samples extracted from feces of rats intrarectally inoculated with B.
bacteriovorus 1097 (B1097T) over seven days. Dendograms were created using the Ward 2 method. Samples formed two main clusters by time point (1% cluster at earlier time points
0-2 days, 2" cluster at 3-7 days). Samples further sub-clustered according to cage and animal ID. Sample name format is: Treatment DayFecesCollected AnimallD.
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Supplementarv Fioure S8

Hierarchical clustering of M. aeruginosavorus-treated samples over time. Dendogram of all microbiota samples extracted from feces of rats intrarectally inoculated with Af
aeruginosavorus (MICA) over seven days. Dendograms were created using the Ward 2 method. Clustering patterns appeared to be driven by animal ID. Sample name format is:
Treatment DayFecesCollected AnimallD.
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Supplementary Fioure S9

Proportional abundance relative to PBS control. Relative abundances of most abundant microbial
populations by family in all feces collected from rats intrarectally inoculated with (A) B. bacteriovorus
(B109J) or (B) M. aeruginosavorus (MICA) compared to PBS. Plots show the most abundant taxa at the

Family level.
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Supplementary Figure S10

(B.) M. aeruginosavorus vs. PBS
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Weighted ordination analysis using abundance of predatory bacteria-treated samples vs. PBS control. Dimensional reduction of the Bray-Curtis
distance between samples tested from feces collected from rats intrarectally inoculated with (A) B. bacteriovorus (B109T) vs. PBS, or (B) M. aeruginosavorus
(MICA) vs. PBS over seven days, using the principal coordinate analysis (PCoA) ordination method.
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Supplementary Figure S11

Hierarchical clustering of B. bacteriovorus-treated samples vs. PBS control. Dendogram of microbiota samples extracted from feces of rats intrarectally inoculated with B.
bacteriovorus 1097 (B109T) vs. PBS over seven days. Dendograms were created using the Ward 2 method. Samples clustered by animal ID, cage number, and treatment group. Sample
name format is: Treatment DayFecesCollected AnimallD.
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Supplementary Figure S12

Hierarchical clustering of M. aeruginesavorus-treated samples vs. PBS control. Dendogram of microbiota samples extracted from feces of rats intrarectally inoculated with
M. aeruginosavorus (MICA) vs. PBS over seven days. Dendograms were created using the Ward 2 method. Samples clustered by treatment group, and further sub-clustered
according to cage number and animal ID. Sample name format is: Treatment DayFecesCollected AnimallD.



