
R
F

A
C

PA

R
F/

A
C

PA

f__Sphingomonadaceae|g__Sphingomonas

f__Rhizobiaceae|g__Phyllobacterium

f__Staphylococcaceae|g__Staphylococcus

f__Coriobacteriaceae|g__Collinsella

f__Oscillospiraceae|g__NK4A214_group

f__Lactobacillaceae|g__Ligilactobacillus

f__Veillonellaceae|g__Dialister

f__Lachnospiraceae|g__Dorea

f__Ruminococcaceae|g__Ruminococcus

f__Clostridiaceae|g__Clostridium_sensu_stricto_1

f__Lachnospiraceae|g__Sellimonas

f__Lachnospiraceae|g__Lachnospiraceae_NK4A136_group

f__Ruminococcaceae|g__[Eubacterium]_siraeum_group

f__Bacteroidaceae|g__Bacteroides

f__Desulfovibrionaceae|g__Desulfovibrio

f__Lachnospiraceae|g__Tyzzerella

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

*
0.1

*
0.2

*
0.1

*
0.2

*
0.1 0.1

*
0.1 0.1 0.1

***
0.3

***
0.2

***
0.3

****
0.3

***
0.3

***
0.3

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

**
0.2

****
0.3

****
0.3

****
0.3

*
0.1 0.1 0.1

0.1 0.1 0.1

**
0.2

**
0.2

**
0.2

*
0.2

**
0.2

*
0.2

**
0.2

**
0.2

**
0.2

p 0.05

C
o
n
tr

o
l

R
F-

R
F+

RF

0.0

0.5

1.0

1.5

R
e
la

ti
v
e
 A

b
u
n
d

a
n
ce

 (
%

)

r=-0.15, p=0.035

C
o
n
tr

o
l

A
C

PA
-

A
C

PA
+

ACPA

r=-0.14, p=0.05

C
o
n
tr

o
l

R
F-

/A
C

PA
-

R
F-

/A
C

PA
+

R
F+

/A
C

PA
-

R
F+

/A
C

PA
+

RF/ACPA

r=-0.14, p=0.059

f__Oscillospiraceae|g__NK4A214_group|LEfSe

C
o
n
tr

o
l

R
F-

R
F+

RF

0.00

0.02

0.04

R
e
la

ti
v
e
 A

b
u
n
d

a
n
ce

 (
%

)

r=0.29, p<0.001

C
o
n
tr

o
l

A
C

PA
-

A
C

PA
+

ACPA

r=0.29, p<0.001

C
o
n
tr

o
l

R
F-

/A
C

PA
-

R
F-

/A
C

PA
+

R
F+

/A
C

PA
-

R
F+

/A
C

PA
+

RF/ACPA

r=0.29, p<0.001

f__Lachnospiraceae|g__Sellimonas|LEfSe

C
o
n
tr

o
l

R
F-

R
F+

RF

0.0

0.2

0.4

R
e
la

ti
v
e
 A

b
u
n
d

a
n
ce

 (
%

)

r=-0.15, p=0.046

C
o
n
tr

o
l

A
C

PA
-

A
C

PA
+

ACPA

r=-0.16, p=0.026

C
o
n
tr

o
l

R
F-

/A
C

PA
-

R
F-

/A
C

PA
+

R
F+

/A
C

PA
-

R
F+

/A
C

PA
+

RF/ACPA

r=-0.15, p=0.043

f__Coriobacteriaceae|g__Collinsella|LEfSe
C

o
n
tr

o
l

R
F-

R
F+

RF

0.00

0.05

0.10

R
e
la

ti
v
e
 A

b
u
n
d

a
n
ce

 (
%

)

r=-0.15, p=0.044

C
o
n
tr

o
l

A
C

PA
-

A
C

PA
+

ACPA

r=-0.12, p=0.096

C
o
n
tr

o
l

R
F-

/A
C

PA
-

R
F-

/A
C

PA
+

R
F+

/A
C

PA
-

R
F+

/A
C

PA
+

RF/ACPA

r=-0.12, p=0.094

f__Lactobacillaceae|g__Ligilactobacillus|LEfSe

C
o
n
tr

o
l

R
F-

R
F+

RF

2

4

6

R
e
la

ti
v
e
 A

b
u
n
d
a
n
ce

 (
%

)

r=0.28, p<0.001

C
o
n
tr

o
l

A
C

PA
-

A
C

PA
+

ACPA

r=0.25, p<0.001

C
o
n
tr

o
l

R
F-

/A
C

PA
-

R
F-

/A
C

PA
+

R
F+

/A
C

PA
-

R
F+

/A
C

PA
+

RF/ACPA

r=0.26, p<0.001

f__Lachnospiraceae|g__Dorea|LEfSe

C
o
n
tr

o
l

R
F-

R
F+

RF

10

20

30

R
e
la

ti
v
e
 A

b
u
n
d

a
n
ce

 (
%

)

r=0.18, p=0.014

C
o
n
tr

o
l

A
C

PA
-

A
C

PA
+

ACPA

r=0.2, p=0.006

C
o
n
tr

o
l

R
F-

/A
C

PA
-

R
F-

/A
C

PA
+

R
F+

/A
C

PA
-

R
F+

/A
C

PA
+

RF/ACPA

r=0.19, p=0.009

f__Bacteroidaceae|g__Bacteroides|LEfSe

A B

C

E

G

D

F


