
SUPPLEMENTARY FIGURE LEGENDS

Fig. S1 The alternations of body weights of rats. (A) The body weights of control mice 

and CUMS rats at indicated time points during CUMS. (t-test, Day 0: P = 0.5402, n = 41;

Week 3: P = 0.0150, n = 41; Week 4: P = 0.0490, n = 41; Week 5: P = 0.0359, n = 41; Week 

6: P = 0.0260, n = 41). (B) The body weights of rats in five groups. CON+V, control rats with 

vehicle treatment. (two-way ANOVA, P = 0.9957). (C) The values of SPR for each 

corresponding rat in the two groups at week 6 and week 11 were compared. (Two-way 

ANOVA, CON+V: P=0.9073; CON+GQD: P=0.2361). (D) The delta values of SPR for each 

corresponding rat in the two groups at week 11 and week 6 were calculated and compared. 

(t-test, P=0.400, n=16). CON+GQD, control rats with GQD administration. CUMS+V, rats 

with CUMS followed by vehicle treatment. CUMS+GQD, rats with CUMS followed by GQD 

treatment. Baseline, day 0. *, P < 0.05 versus the control group. 

Fig. S2 The absolute abundance of the indicated gut bacteria at the genus level. The 

absolute abundance of the indicated bacteria significantly upregulated (A) or downregulated 

(B) in the gut of CUMS+V rats, compared to CON+V rats. The absolute abundance of the 

indicated bacteria significantly upregulated (C) or downregulated (D) in the gut of 

CUMS+GQD rats, compared to CUMS+V rats. CON+V, control rats with vehicle treatment. 

CUMS+V, rats with CUMS followed by vehicle treatment. CUMS+GQD, rats with CUMS 

followed by GQD treatment. The asterisks following the bacteria names indicated the P 

value *, P < 0.05; **, P < 0.01 versus indicated controls. 

Fig. S3 The untargeted metabolism analysis of the gut in rats. (A) The Pearson 

correlation analysis indicates the qualified consistency of the obtained data. (B, C) The 

clustered heatmaps of the differential metabolites in CUMS+V vs CON+V or CUMS+GQD vs 

CUMS+V group. CON+V, control rats with vehicle treatment. CUMS+V, rats with CUMS 

followed by vehicle treatment. CUMS+GQD, rats with CUMS followed by GQD treatment.



W
ee

k 
0

W
ee

k 
1

W
ee

k 
2

W
ee

k 
3

W
ee

k 
4

W
ee

k 
5

W
ee

k 
6

250

300

350

400

450

W
e
ig

h
t 

(g
)

CON

CUMS
* *

*
*

ns

Figure S1

W
ee

k 
0

W
ee

k 
6

W
ee

k 
7

W
ee

k 
8

W
ee

k 
9

W
ee

k 
10

W
ee

k 
11

250

300

350

400

450

500

W
e
ig

h
t 

(g
)

CON+V

CON+GQD

CUMS+V

CUMS+GQD

CUMS+FLX

A B

C
O
N
+V

C
O
N
+G

Q
D

0

50

100

150
Week 6

Week 11ns ns

S
u

c
ro

s
e
 p

re
fe

re
n

c
e
 r

a
te

 (
%

)

C

CON+V CON+GQD
-20

0

20

40

60

80
ns

Δ
S

u
c
ro

s
e

 p
re

fe
re

n
c
e
 r

a
te

 (
%

)

D



Figure S2
A

4

12

Acetatifactor*

CON+V CUMS+V

0

8

50

90

Eubacterium_ventriosum**

CON+V CUMS+V

30

70

100

200

Eubacterium_xylanophilum *

CON+V CUMS+V

50

150

100

200

Lachnoclostridium *

CON+V CUMS+V

50

150

5.0

12.5

Lachnospiraceae_FCS020**

CON+V CUMS+V

2.5

10.0

0.0

7.5

20

60

Roseburia *

CON+V CUMS+V

40

200

400

Colidextribacter *

CON+V CUMS+V

100

300

5

10

UCG−007 *

CON+V CUMS+V

0

5

15

Pygmaiobacter *

CON+V CUMS+V

0

10

2000

3000

Ruminococcus *

CON+V CUMS+V

1500

2500

10

30

Family_XIII_AD3011 *

CON+V CUMS+V

20

50

100

Bifidobacterium **

CON+V CUMS+V

1000

2000

Bacteroides *

10

20

CON+V CUMS+V

500

1500

30

0

CON+V CUMS+V

150

250

Parabacteroides **

CON+V CUMS+V

100

200

1000

3000

Allobaculum *

CON+V CUMS+V

400

600

Christensenellaceae_R−7 *

CON+V CUMS+V

0

2000

200

80

160

Parasutterella *

CON+V CUMS+V

40

120

10

20

Pseudomonas *

CON+V CUMS+V

5

15

0

Prevotellaceae_NK3B31 *

B

40

Helicobacter *

CUMS+GQDCUMS+V

20

6010000

5000

Bacteroides *

CUMS+GQD

2500

7500

0

40

Prevotella ** 

CUMS+GQDCUMS+V

20

6012500

400

Phascolarctobacterium *

CUMS+GQDCUMS+V

200

600

0

4

Pseudomonas *

CUMS+GQDCUMS+V

2

6

8

CUMS+V

0

C

0

4

Christensenellaceae *

CUMS+GQDCUMS+V

2

6

1000

2000

Ruminococcus **

CUMS+GQDCUMS+V

1500

2500

160

0

10

Pygmaiobacter *

CUMS+GQDCUMS+V

15

15

20

Family_XIII_AD3011 *

CUMS+GQDCUMS+V

10

30

0 0

20

Clostridia_vadinBB60 *

CUMS+GQDCUMS+V

10

30

40

60

UCG−009 *

CUMS+GQDCUMS+V

30

90

20

Eubacterium_ruminantium **

CUMS+GQDCUMS+V

0

100

Lachnoclostridium *

CUMS+GQDCUMS+V

50

200

0

20

Marvinbryantia *

CUMS+GQDCUMS+V

10

30

0

40 120

NK4A214 *

CUMS+GQDCUMS+V

80

0

40

Fournierella *

CUMS+GQDCUMS+V

20

60

40

150

3000

160

D



Figure S3
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