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Alistipes putredinis
Prevotella buccae
Bacteroides salyersiae
Bacteroides plebeius
Bacteroides coprocola
Parabacteroides goldsteinii
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Bacteroides intestinalis
Bacteroides finegoldii
Bacteroides dorei
Bacteroides coprophilus
Parabacteroides johnsonii
Parabacteroides merdae
Bacteroides stercoris
Bacteroides caccae
Barnesiella intestininominis
Porphyromonas bennonis
Bacteroides fluxus
Bacteroides fragilis
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Staphylococcus epidermidis
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Streptococcus parasanguinis
Enterococcus faecium
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Pseudomonas putida
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Stenotrophomonas maltophilia
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Raoultella ornithinolytica
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Escherichia coli

Klebsiella oxytoca

Klebsiella pneumoniae
Morganella morganii
Proteus mirabilis

Shigella sonnei
Haemophilus parainfluenzae
Akkermansia muciniphila

0.5

-0.4

0.5

0.4

-0.2 -0.2. 0.5

0.3 0.3

B Balance_degree

0.4 -1.3

-0.6
0.5
-1.1

-1.1

0.5

0.6

0.3 -0.3

0.9

-0.5
-0.5

0.5

-0.2-0.2-0.2-0.5
0.6

0.7

-0.3 -0.3

-0.5

0.7
-0.4 0.4

-0.2

0.4

0.5 -0.5

0I5
0.8 -0.4
-0.4-04

-0.5 -0.5
-0.6
0.6

0.7

-0.3

05 05

-0.8-0.4
-0.5-0.5-0.5
0.5

-0.5

-0.5-0.5

0.9 0.3

0.4

-0.7-0.4

0.3

-0.2-0.2

B o

0.6

-0.2

0.3

-0.4

-0.7

0.4

-0.3

-0.4

0D

-0.3

0.4

0.5

0.5

-0.4

-0.2 0.2

0.4

0.6

0.7

-0.5

-0.6

-0.6

-0.2

-0.6

0.3

-0.4-04-04

-0.6 0.6

-0.4
0.4

-0.6
-0.5 0.5

0.6

0.3 -0.3/ 0.3

0.5
0.7

-0.4 04

-0.2 0.2 -0.2-0.2 0.2

0.7

0.8 0.4

0.5

0.5

-0.3
0.5

0.4
0.5

-0.4

0.5

0.5 -0.5

-0.4

0.2 |-0.2-0.2 -0.2 =0

0.3 0.3

0.6
0.4 -0.4
-0.4 -0.4

0.4

Phylum

B Actinobacteria

B Bacteroidetes

B Firmicutes

[ Proteobacteria
0.3 Verrucomicrobia

Partition

o 1
A -1

Association score
1.4

0.3
\o.o
L3836

Balance degree

05 14

3
L

-0.2-11

0.6

0.6

-0.7



