Table S5: OTUs hierarchized according to their mean importance for the identification of a visit in the
random forest visit model.

Rank OTU Bacterial Genus Importance
1 Otu00117  Prevotella 0.00754902
2 Otu00015  Aerococcaceae_unclassified 0.00665979
3 Otu00014  Parvimonas 0.00644643
4 Otu00344  Corynebacterium 0.00593278
5 Otu00049  Prevotella 0.00557527
6 Otu00066  Lactobacillales_unclassified 0.00547569
7 Otu00028  Porphyromonas 0.00437562
8 Otu00017  Bacteroides 0.00436419
9 Otu00069  Lachnospiraceae_unclassified 0.00432695
10 Otu00164  Actinomycetaceae_unclassified 0.00389317
11 Otu00224  Bacilli_unclassified 0.00382197
12 Otu00297  Bacteria_unclassified 0.00373274
13 Otu00266 Peptostreptococcaceae_unclassified 0.00343795
14 Otu00035  Fusobacterium 0.00318827
15 Otu00001  Fusobacterium 0.00313769
16 Otu00018  Peptostreptococcus 0.00297853
17 Otu00046  Escherichia/Shigella 0.002933
18 Otu00162  Photobacterium 0.00292434
19 Otu00080  Helcococcus 0.00286206

20 Otu00115  Mycoplasma 0.00277772
21 Otu00160  Flavobacterium 0.00267869
22 Otu00029  Streptococcus 0.00266186
23 Otu00025  Chryseobacterium 0.00266052
24 Otu00005  Peptoniphilus 0.00265971
25 Otu00031  Epilithonimonas 0.00264622
26 Otu00052  Porphyromonas 0.0025355

27 Otu00193  Porphyromonas 0.00242993
28 Otu00009  Bacteroides 0.00242468
29 Otu00181  Helcococcus 0.00220673
30 Otu00230  Filifactor 0.00214084
31 Otu00047  Psychrobacter 0.00211189
32 Otu00097  Eubacterium 0.00209746
33 Otu00030  Bacteroides 0.00202445
34 Otu00197  Campylobacter 0.00200184
35 Otu00404  Bacteria_unclassified 0.0019922

36 Otu00022  Bacteroides 0.00196726
37 Otu00336  Clostridiales_unclassified 0.00193741
38 Otu00032  Porphyromonas 0.00185845
39 Otu00120  Kurthia 0.00182929
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0.00098394
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124 Otu00187  Actinobacillus 0.00062127

125 Otu00003  Pseudomonas 0.00061036
126 Otu00146  Lachnospiraceae_unclassified 0.00060903
127 Otu00131  Clostridiales_unclassified 0.0006051

128 Otu00063  Arthrobacter 0.00060124
129 Otu00048  Sphingobium 0.00059025
130 Otu00033  Rhodopseudomonas 0.00055931
131 Otu00039  Yersinia 0.00055649
132 Otu00295  Porphyromonas 0.00054895
133 Otu00045 Moraxella 0.00053853
134 Otu00209  Ruminococcaceae_unclassified 0.00051859
135 Otu00159  Prevotella 0.00051373
136 Otu00220  Porphyromonadaceae_unclassified 0.000513

137 Otu00207  Micrococcaceae_unclassified 0.0004654

138 Otu00173  Pseudomonas 0.00045048
139 Otu00213  Peptoniphilus 0.00044002
140 Otu00023  Pseudomonas 0.0004394

141 Otu00134  Gemella 0.00042595
142 Otu00415 Massilia 0.00036034
143 Otu00305  Tepidimonas 0.00033182

Column: 1 — Rank of importance of the OTU in the prediction of a sample belonging to a particular visit; 2-
OUT nunber; 3- Bacterial genus; 4- median of the decrease in accuracy (mean decrease in Gini coefficient)
when an OTU is removed from the model among the 100 replications of random forest.



