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Figure S1. Distributions of the relative abundances of thirty core bacterial genera in 
healthy pet cats. These were bacterial genera that were found in at least 55% of samples 
at a threshold of at least 25 reads per sample.  

 

 



 

 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Figure S2. Three bacteria genera were found at lower relative abundances in older 
healthy cats compared to younger cats. We used MaAsLin2 for the analyses, set alpha to 
0.05, and adjusted p.values for multiple comparisons using FDR. 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Figure S3. Bacterial genera enriched in the fecal microbiomes of cats that include dry 
food, raw food, or wet food in their diets. We used MaAsLin2 for the analyses, set alpha to 
0.05, and adjusted p.values for multiple comparisons using FDR.  

 



Figure S4. Random forest classifier accurately distinguished the fecal microbiomes of 
cats that include dry food in their diet from those that do not. Heatmap showing the logged 
frequencies of 24 bacterial genera by diet component. The 24 bacterial genera comprised half 
of the model’s importance. 

 

 



Figure S5. Random forest classifier accurately distinguished the fecal microbiomes of 
healthy house cats from those of FIV negative and FIV positive shelter cats. Heatmap 
showing the logged frequencies of 27 bacterial genera by living environment and FIV status. 
The 27 bacterial genera comprised half of the model’s importance.  

 

 


