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Supplementary Tables 
Table S1. Random Forest performance with a reduced number of bacterial families  

Number of 
families  

 

AUC Accuracy Precision Recall F-Score 

5 0.74 ± 0.03 0.61 ± 0.08 0.73 ± 0.04 0.61 ± 0.07 0.6 ± 0.1 
10 0.77 ± 0.01 0.64 ± 0.07 0.75 ± 0.03 0.62 ± 0.06 0.63 ± 0.09 
15 0.78 ± 0.02 0.65 ± 0.06 0.76 ± 0.02 0.66 ± 0.05 0.65 ± 0.08 
20 0.79 ± 0.02 0.66 ± 0.06 0.77 ± 0.02 0.67 ± 0.04 0.66 ± 0.07 
22 0.8 ± 0.02 0.67 ± 0.06 0.78 ± 0.02 0.69 ± 0.04 0.66 ± 0.07 
52 0.8 ± 0.02 0.71 ± 0.02 0.78 ± 0.02 0.69 ± 0.04 0.66 ± 0.07 

The Random Forest algorithm was evaluated using a subset of bacterial families. The results using the most 
important 5, 10, 15, 20, 22 bacterial families, following the ranking of table2, are reported. Selection of the 
first 22 families provide results comparable to the selection of the full (52) families set. 

 


