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This file contains the full-length blots images of Figure 2E in the manuscript.
Z0-1:

R T A S A R
&€ € ¥ & \?5 \?‘1 \yy. \y?‘

195KDa
140KDa

105KDa

G D s - - — —— /0|

66KDa

1 N

52KDa
— D GED GEn GEn GEn ewn amm emm A\C1IN
28KDa

20KDa

13KDa

SKDa— [

Occludin:

T A S
& & & & FF S

195KDa WY S— | — | —
140K Da
105KDa
66KDa p— -— -
— — _— S— — ) din

I
=------—— ACTIN

28KDa -
20KDa -

13KDs— [
SKDa— [

g
1

—
S4KD X ¥ r ¢ I I I JBEO
D GED GND NN e owe GID & 0




>

@ Up @ Down & Up o Motsig @ Down ® Up & Mot sig @ Down
» (] ] | »
15 Proteobacteria 8 : Baclaroideles
[ I
|
- i~ — B i
® Bacteroideles @ [
g - % 3 :
> > 4 > |
o - o o |
= s = =4 |
S 2 2
|
g . g 3 |
T T 2 1 | Firmicutes
2 | » o
= - Protpobacteria
- -] |
o 3 I A S S AA—
-2 -1 0 1 2 -2 -1 0 1 2 -1.0 -0.5 0.0 0.5 1.0
Logz(Fold Change) Logz(Fold Change) Logz(Fold Change)

Figure S1

Analysis of ANCOM.

ANCOM analysis identified the relevant phyla between (A) Control and Caerulein

groups. (B) Control and Caerulein+LPS groups. (C) Control and L-arginine groups.
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Analysis of PCA and OPLS-DA.
(A-C) 2D score plots of PCA analysis, including QC samples. (D-F) OPLS-DA
plots of metabolite distribution in Control and AP groups. (G-I) Histograms of

permutation testing in Control and AP groups. N=6 mice.

Table ST ANCOM analysis between Control and AP groups.
Table S2 The primer sequences of RT-qPCR.



