(A)

(B)

Percent of community abundance on Phylum level

0.8 -

0.6

02 -

CDI

CDN

phylum

Bacteroidetes
Firmicutes
Proteobacteria
Fusobacteria

Actinobacteria

family

Enterobacteriaceae
Bacteroidaceae
Enterococcaceae
Lachnospiraceae
Tannerellaceae
Ruminococcaceae
Prevotellaceae

Moraxellaceae

HC

W Bacteroidetes
M Firmicutes
Proteobacteria
B8 Fusobacteria
Actinobacteria

W others

0.8

Percent of community abundance on Family level

= !
h o
b ¥
L L L L L L L L L L J
0 10 15 20 25 30 35 40 45

Mean proportions(%)
e
; .
= "
= o
= :

=

w

=)
[y
)
S

Mean proportions(%)

N
G

w
S
w
S

W Enterobacteriaceae
Bacteroidaceae
Enterococcaceae
Lachnospiraceae
B Tunnerellaceae
Ruminococcaceae
Prevotellaceae
B Moraxellaceae
Peptostreptococcaceae
Rikenellaceae
Fusobacteriaceae
Erysipelotrichaceae
Burkholderiaceae
W yeiltonellaceae
Clostridiaceae_1
others

0.6 =

0.4 =

Percent of community abundance on Genus level

Bacteroides

Escherichia-Shigella

Enterococcus

Klebsiella

Parabacteroides

Acinetobacter

[Ruminococcus]_gnavus_group

Faecalibacterium

Prevotella_9

Alistipes

$

CDI

genus

a
=)
z

=z
a

"r""ﬂ]l'l'P

W Bacteroides

Escherichia-Shigella

Enterococcus

Klebsiella

Parabacteroides

M Acinetobacter

[Ruminococcus|_gnavus_group

Faecalibacterium

[ | Prevotella_9
Alistipes
Morganella
Fusobacterium
Enterobacter
Alloprevotella

W Clostridioides
Proteus
Lachnoclostridium
Turicibacter
Terrisporobacter

W uBAIs19

Romboutsia

Veillonella

Clostridium_sensu_stricto_1

[ | Ruminiclostridium_5

W Prevotella_2

[ | Prevotella_7
Subdoligranulum
Roseburia

W others

-

@
@

* HH

#Hi# 383

## $8$

¥

o
o
=
o

B CDI

B CDN
B HC

-
o
N
o

Mean proportions(%)

N
o
w
o
w
o



