Supplemental Table 3. Bacterial lineages used to sort IBD from healthy pediatric controls. Results from Random Forests classifier of

97% ID OTUs (species-level phylotypes) that discriminate the fecal microbiota according to health (healthy pediatrics v. IBD).

Importance Score

Relative abundance of 97% ID OTU in each

OI-II-DU' Taxonomic assignment group (mean + SD)
Average Sténdard Pediatric Healthy IBD
rror
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
681 | f__ Bacteroidaceae; g__ Bacteroides 0.004464 0.001474 11.786 + 11.696 0.063 = 0.246
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
213 | f__Bacteroidaceae; g__Bacteroides 0.003035 0.001149 61.143 + 67995 | 0.188 =+ 0.535
p__Bacteroidetes; c__Bacteroidia; o___Bacteroidales;
548 | f_ Bacteroidaceae; g__ Bacteroides 0.002674 0.001536 6.571 + 9.549 0.000 %= 0.000
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
714 | f__Bacteroidaceae; g__ Bacteroides 0.002575 0.001012 4214 £+ 4173 0.156 = 0.448
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
9 f__Bacteroidaceae; g__Bacteroides 0.002233 0.001691 3.714 + 3.872 0.031 + 0.177
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
649 | f__ Porphyromonadaceae; g__Parabacteroides 0.002184 0.001041 12.000 + 22.668 0.000 = 0.000
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
1374 | f__Porphyromonadaceae; g_ Parabacteroides; s__distasonis 0.002033 0.000991 5500 + 5.229 0.063 = 0.246
492 | p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales; f__Rikenellaceae | 0.001951 0.001021 3714 + 3.730 0.125 = 0.336
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
16716 | f__Porphyromonadaceae; g__ Parabacteroides; s__distasonis 0.001932 0.000794 5214 + 5.087 0.063 = 0.354
p__Firmicutes; c__Clostridia; o__ Clostridiales; f__Lachnospiraceae;
18 g__Coprococcus; s__eutactus 0.001900 0.000875 4500 + 6.619 0.031 = 0.177
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
865 | f__ Bacteroidaceae; g__ Bacteroides 0.001897 0.000912 3.000 <+ 3.508 0.063 = 0.246
p__Firmicutes; c__Clostridia; o__Clostridiales; f__Ruminococcaceae;
1843 | g__Faecalibacterium; s__prausnitzii 0.001808 0.001139 2786 + 4.098 0.000 0.000
p__Firmicutes; c__Clostridia; o__Clostridiales; f__Lachnospiraceae;
778 | g__Roseburia 0.001807 0.001123 8571 + 13608 | 0.125 + 0.421
1900 | p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales; f _Rikenellaceae | 0.001632 0.000995 3.857 + 4.016 0.000 = 0.000
765 p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales; f__Rikenellaceae | 0.001569 0.000940 3.000 + 2.828 0.125 + 0.554
p__Bacteroidetes; c__Bacteroidia; o__Bacteroidales;
1991 | f_ Porphyromonadaceae; g__Parabacteroides 0.001466 0.001165 5,000 + 9.519 0.000 = 0.000
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