Supplementary Figures
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Figure S2
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Figure S3
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Figure S4

IBD-Res vs IBD-NoRes Significance
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Figure S5

Adjusted p-value

UBISYN_PWY
THISYNARA_PWY
TEICHOICACID_PWY
TCA_GLYOX BYPASS
RUMP_PWY
REDCITCYC

Negative associations

< 0.0001
< 0.001

P _41
PWY0_1533
PWY0_1415
PWY0_1338
PWY0_1319
PWYQ_1297
PWY0_1277
PWY0_1261
PWY0_1241
PWYO0_1061

PWY_922

PWY_7664
PWY_7456
PWY_7446
PWY_7409
PWY_7388
PWY_7383
PWY_7371
PWY_7328
PWY_7315
PWY_7269
PWY_7254
PWY_7211
PWY_7209
PWY_7204
PWY_7196
PWY_7013

<0.05

Positive associations

<0.05

< 0.001

< 0.0001

No significance

PWY_3781
PWY_2723
PWV 1861

POLYISOPRENSYN PWY

HO
PEPTIDOGLYCANSYN PWY

F’125 PWY
P124_PWY

P108_PWY
ORNDEG

z0

>

©

[

Ry

>0

[7]=]

<m

Ze
IIIIHIII

TTT

2333

IR

NAD. BIOSYNTHESIS I
ETHGLYUT PWY
KETOGLUCONMET PWY
KDO_NAGLIPASYN_PWY
HSERMETANA_PWY
HEMESYN2_PWY
HEME_BIOSYNTHESIS |
AMHPDI

GLYOXYLATE_BYPASS
GLYCOLYSIS_TCA_GLYOX_BYPASS
GLYCOLYSIS

GLYCOL _ GLYOXDEG PWY

GLUCOSE1PMETAB_PWY
GLUCARGA(IS.ACTSU[F;ER PWY

I .
T
=
<2

FASYN INITIAL PWY

Z
)>
a5
[7171e]
<<Z
ZII
T3
==
<2

PWY
CFINFOFICAT PWY
M_PWY
BIOTIN_| BIOSYNTHESIS PWY

AST_PWY

ARGORNPROST_PWY
ARGININE_SYN4_PWY
ARGDEG_PWY
AEROBACTINSYN_PWY

" 0
o @
T &
28
:

8%
Q2
2o
%)



