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Figure 2
A

1

65

bacteria

C

ileal epithelia-upregulated

13 g IL23

2 112
175

72

colonic epithelia-upregulated

IL23
2
17
: To
bacteria 1 2 188
E WT (GF
down ( ) up
50 1 1
Reg3g i :r
A0 cara ||
a .
o 30 1 Regdb || £
e T—IZ’N; l‘rgtF bp1
= @ -abp
— 20 A1 Dmbn'ﬁ} ‘30"
Saal ®, i <XJ
10 Nl NOS‘}:“ ‘.: Apoal Mir1901
-~ - ” b & Snordsg.h\
| e MY Ud g _F_a_bi’z____ﬁ"'_flif"f‘:zwm_ﬂ_
0+ ] 1 L Y Mir6390 1
-30 -20 -10 0 10 20 30
Log, fold change
F IL22-
down N up
40 i
Regdg | |
o 30 4 Reg3b i i
o Mi;1892 Rp527.i i:((:esZa
(@) a ! :.c Apoc3
3 20 Saat 4 :‘ Sgki
o Reg4
10 A o Snord96a snoraafnhdlr ./'Tm45f4
L X3 APQ$1 o—Cyp3ali Snora41
\ Nail 6" |§™ Fabp1 L4
_______________ A X
0 Ll
-20 0 20
Log, fold change
G IL23"
&5 down N up
C:es:2‘a.
401 i
Reg3g 3 ivNaaladH
% 301 Resze | 1y
8,’ Mir1892 o o H2 A.a. i I}‘A‘g;;?1
— 201 Dmbt1 -2 L /‘:‘Cubn
Snord96a Reg3b i
10 A .)’\ oo e Apoal
e Fabp1 &Fabpzmms Mir3473e
01 - 1 o

-20 0
Log, fold change

20

B

bacteria

D

ileal epithelia-downregulated

5
3 IL23

0
33 40

12 30

colonic epithelia-downregulated

IL23
3 8
07 25
3 6
bacteria
H WT (GF)
down -
60 - Rengi E
|
a. 407 i
2 i
D i
S 1
20 1 . N
Mir1901 Cyp2c55 L
) o)l e Mr37E
MIZ981. snordgsa Reg3g, Rps % Saal Mirgos? Mir130c JMI{62
0 -M”m”f’a“““l*s*%g"‘:‘lg TG 2 Thrigen T
-30 -20 -10 0 10 20 30
Log, fold change
| IL22
down ¥ up
40 4 Ros2]  Bedp
3 !
g Mir1892 E i
9 20 1 SMr1901 |
Snord96a ! 'Eno1b
‘ llg Mir8104
107 éM:mm Mirtsea EKZP e
P~ Mir678 o4 o ">
0+ M7 S
-20 0 20
J Log, fold change
down "'2,3- ’ up
50 1 Rps27 |
R
40 4 Regﬁ) i
Q.o 30 i i ‘Lpo
;g’ 20 Mir1892.'., i
Mir1901 | | Enolb
Snordg6 i
104 Shirost e iBgpe
® aey, .
Mr18o¢—e Reg3g "l o AlpBYOC-ps2
01 T "5 Gucazb T
-20 0 20

Log, fold change



Figure 3
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Figure 4
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Figure 5
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