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Fig S1. Fecal microbiome composition before and after FMT for the forty-six FMT 
recipients. Plots showing the relative frequencies of 16S rRNA gene sequences 
assigned to bacterial genera with mean relative abundances > 1.65%, while all other 
genera are clumped into an “Other” category. 
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Fig S2. Posthoc testing of bacterial genera that were found to significantly 
correlate with host predictors according to a linear model. A-D) Posthoc testing of 
bacterial relative abundances ~ clinical symptoms, E-G) Posthoc testing of bacterial 
relative abundances ~ response to FMT, H) Posthoc testing of bacterial relative 
abundances ~ prior antibiotic use, and I) Posthoc testing of bacterial relative 
abundances ~ Dry kibble consumption. Tukey contrasts were used. 
 
A) GLM Δ Relative Abundance of Clostridium ~ Clinical signs 
 

 
 
B) GLM Δ Relative Abundance of Collinsella ~ Clinical signs 
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C) GLM Δ Relative Abundance of Negativibacillus ~ Clinical signs 
 

 
 
D) GLM Δ Relative Abundance of Subdoligranulum ~ Clinical signs 

 
 
E) GLM Δ Relative Abundance of Butyricoccus ~ Response to FMT 
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F) GLM Δ Relative Abundance of Megamonas ~ Response to FMT 

 
 
G) GLM Δ Relative Abundance of Peptococcus ~ Response to FMT 

 
 
H) GLM Δ Relative Abundance of Ruminococcus ~ Response to FMT 

 
 
I) GLM Δ Relative Abundance of Negativibacillus ~ Prior antibiotic use 

 
 
 
 
 
 
 



8 

J) GLM Δ Relative Abundance of Peptoclostridium ~ diet (dry kibble 
consumption) 

 
 
K) GLM Δ Relative Abundance of Subdoligranulum ~ diet (dry kibble 
consumption) 

 
 
L) GLM Δ Relative Abundance of Desulfovibrio ~ clinical signs 
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M) GLM Δ Relative Abundance of Veillonella ~ response to FMT 

 
 
N) GLM Δ Relative Abundance of Desulfovibrio ~ prior antibiotic use 

 
 
O) GLM Δ Relative Abundance of Escherichia ~ prior antibiotic use 

 


