ICU2-3

ICU3-3

[ p__Bacteroidetes;c__ Bacteroidia;o__Bacteroidalesf__Bacteroidaceae,g_ Bacteroides

7 p__Bacteroidetes;c__Bacteroidia,o__Bacteroidalesf__Porphyromonadaceae;g__Parabacteroides

p__Bacteroidetes;c__ Bacteroidia;o__Bacteroidalesf_Rikenellaceae;g
p__Bacteroidetes;c__Bacteroidia;o__Bacteroidalesf__[Barnesiellaceae],g__
p__Firmicutes;c__Clostridia;o__Clostridiales;f__Lachnospiraceae;Other

p__Firmicutes;c__Clostridia;o__Clostridiales;f__Peptostreptococcaceae;g__
p__ Firmicutes;c__Clostridia;o__Clostridiales:f__Ruminococcaceae;Other

p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Oscillospira

49 p_ Firmicutes;c__Clostridia;o__Clostridiales;f__ Veillonellaceae;,g__Acidaminococcus
IS0 p__Firmicutes;c__Clostridia;o__Clostridiales;f__Veillonellaceae;g__Megasphaera

52" p__Firmicutes:c__Clostridia;o__Clostridiales;f_ Veillonellaceae;g__Phascolarctobacterium
Gl p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichalesf__Erysipelotrichaceae g__[Eubacterium]
p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichalesf__Erysipelotrichaceae;g__cc_115
__Proteobacteria;c__Betaproteobacteria;o__Burkholdenales:f__Alcaligenaceae;g__Sutterella
__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrionaceae;g__Bilophila
p__Proteobacteria,c__Gammaproteobacteria.o__Enterobacterialesf__Enterobacteriaceae;g__Escherichia
__Proteobacteria;c__Gammaproteobacteria;o__Pseudomonadales;f__Pseudomonadaceae; Other

IE[ o Verrucomicrobia;c__ Verrucomicrobiae;o_ Verrucomicrobiales;f_Verrucomicrobiaceae;g_ Akkermansia

Supplemental Fig.S2. The taxonomic composition of gut microbiome in stool samples
collected from ICU2 and ICU3 patients. Pseudomonadaceae (#77) reached 10% (ICU2-4) and
30% (ICU3-4).



