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Figure S1. Representative base peak chromatogram of the control and treat groups in the positive ion

mode (a) and negative ion mode (b). Blue represents CK group; Red represents treat group.



92.3%

RSD < 30%

PCA score plot

P6vST

96691
|

86v8
|

0

%007
T&QQN 06
&om,cw
%08, "
%0y 09
c&ooloh

$¥Rad JO %

T
00T

T
001

0

(% ¥'S1) 2Dd

T
001~

00T~

400

200

-200

-400

(b)

PC1 (53.5 %)

(@)

RSD <30%: 81.7%

PCA score plot

$SOLT

69¢l1 $89¢

1

I_ll_]l—'

SYead Jo %

&QSA
T%S

06

o&om.%
&%d "
%0y 09
%09

-0¢

T T
0s 0 0s-

(% €€1) Tdd

T
001-

T
0s1-

-100 0 100 200

-200

(d)

PC1 (35 %)

Figure S2. The PCA score plot of the metabolomic data (a,c), and distribution of the relative standard

respectively.

deviation (RSD) (b,d) under the positive ion mode and negative ion mode,



