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Actinomyces graevenitzii
Actinomyces odontolyticus

Actinomyces viscosus
Adlercreutzia equolifaciens

Akkermansia muciniphila
Alistipes finegoldii

Alistipes indistinctus
Alistipes onderdonkii

Alistipes putredinis
Alistipes shahii

Anaerostipes hadrus
Bacteroidales bacterium ph8

Bacteroides caccae
Bacteroides cellulosilyticus

Bacteroides dorei
Bacteroides massiliensis

Bacteroides ovatus
Bacteroides stercoris

Bacteroides thetaiotaomicron
Bacteroides uniformis
Bacteroides vulgatus

Bacteroides xylanisolvens
Barnesiella intestinihominis

Bifidobacterium adolescentis
Bifidobacterium bifidum

Bifidobacterium dentium
Bifidobacterium longum

Bilophila unclassified
Blautia hydrogenotrophica

Clostridium leptum
Collinsella aerofaciens

Coprobacillus unclassified
Coprobacter fastidiosus

Coprococcus catus
Coprococcus comes

Coprococcus sp ART55 1
Dialister invisus

Dorea formicigenerans
Dorea longicatena

Eggerthella lenta
Eggerthella unclassified

Erysipelotrichaceae bacterium 2 2 44A
Erysipelotrichaceae bacterium 21 3

Erysipelotrichaceae bacterium 6 1 45
Escherichia coli

Eubacterium biforme
Eubacterium cylindroides

Eubacterium eligens
Eubacterium hallii

Eubacterium ramulus
Eubacterium rectale

Eubacterium siraeum
Eubacterium ventriosum

Faecalibacterium prausnitzii
Flavonifractor plautii

Gordonibacter pamelaeae
Granulicatella unclassified

Haemophilus parainfluenzae
Holdemania filiformis

Holdemania unclassified
Lachnospiraceae bacterium 1 1 57FAA
Lachnospiraceae bacterium 1 4 56FAA
Lachnospiraceae bacterium 2 1 58FAA
Lachnospiraceae bacterium 3 1 46FAA
Lachnospiraceae bacterium 5 1 63FAA
Lachnospiraceae bacterium 7 1 58FAA
Lachnospiraceae bacterium 8 1 57FAA

Methanobrevibacter smithii
Methanobrevibacter unclassified

Odoribacter unclassified
Oscillibacter unclassified

Parabacteroides distasonis
Parabacteroides merdae

Parabacteroides unclassified
Paraprevotella unclassified

Prevotella copri
Pseudoflavonifractor capillosus

Roseburia hominis
Roseburia intestinalis

Roseburia inulinivorans
Roseburia unclassified

Rothia mucilaginosa
Ruminococcaceae bacterium D16

Ruminococcus albus
Ruminococcus bromii

Ruminococcus callidus
Ruminococcus lactaris
Ruminococcus obeum

Ruminococcus sp 5 1 39BFAA
Ruminococcus torques

Streptococcus anginosus
Streptococcus australis
Streptococcus gordonii
Streptococcus infantis

Streptococcus mitis oralis pneumoniae
Streptococcus mutans

Streptococcus parasanguinis
Streptococcus salivarius
Streptococcus sanguinis

Subdoligranulum unclassified
Veillonella atypica
Veillonella parvula

Veillonella unclassified

SI
 v

s 
G

P
SI

 v
s 

IB
D

-N
oR

es
SI

 v
s 

IB
D

-R
es

Adjusted p-value

< 0.0001

< 0.001

< 0.05

No significance

< 0.05

< 0.001

< 0.0001

AEROBACTINSYN_PWY
ARGDEG_PWY

ARGININE_SYN4_PWY
ARGORNPROST_PWY

AST_PWY
BIOTIN_BIOSYNTHESIS_PWY

CENTFERM_PWY
CRNFORCAT_PWY

ECASYN_PWY
ENTBACSYN_PWY

FASYN_ELONG_PWY
FASYN_INITIAL_PWY
FUC_RHAMCAT_PWY
GALACTARDEG_PWY

GALACTUROCAT_PWY
GLUCARDEG_PWY

GLUCARGALACTSUPER_PWY
GLUCOSE1PMETAB_PWY

GLUDEG_I_PWY
GLUTORN_PWY

GLYCOCAT_PWY
GLYCOL_GLYOXDEG_PWY

GLYCOLYSIS
GLYCOLYSIS_TCA_GLYOX_BYPASS

GLYOXYLATE_BYPASS
HCAMHPDEG_PWY

HEME_BIOSYNTHESIS_II
HEMESYN2_PWY

HSERMETANA_PWY
KDO_NAGLIPASYN_PWY
KETOGLUCONMET_PWY

METHGLYUT_PWY
NAD_BIOSYNTHESIS_II

NAGLIPASYN_PWY
ORNARGDEG_PWY

ORNDEG_PWY
P105_PWY
P108_PWY
P122_PWY
P124_PWY
P125_PWY
P162_PWY

PEPTIDOGLYCANSYN_PWY
PHOSLIPSYN_PWY

POLYAMINSYN3_PWY
POLYISOPRENSYN_PWY

PWY_1042
PWY_1861
PWY_2723
PWY_3781
PWY_4041
PWY_5083
PWY_5101
PWY_5138
PWY_5173
PWY_5384
PWY_5464
PWY_5505

PWY_561
PWY_5705
PWY_5723
PWY_5791
PWY_5837
PWY_5838
PWY_5840
PWY_5845
PWY_5850
PWY_5855
PWY_5856
PWY_5857
PWY_5860
PWY_5861
PWY_5862
PWY_5863
PWY_5896
PWY_5897
PWY_5898
PWY_5899
PWY_5918
PWY_5920
PWY_5971
PWY_6282
PWY_6284
PWY_6285
PWY_6471
PWY_6519
PWY_6531
PWY_6588
PWY_6590
PWY_6628
PWY_6629
PWY_6630
PWY_6690
PWY_6708
PWY_6731
PWY_6803
PWY_6823
PWY_6859
PWY_6891
PWY_6892
PWY_6895
PWY_7013
PWY_7196
PWY_7204
PWY_7209
PWY_7211
PWY_7254
PWY_7269
PWY_7315
PWY_7328
PWY_7371
PWY_7383
PWY_7388
PWY_7409
PWY_7446
PWY_7456
PWY_7664

PWY_922
PWY0_1061
PWY0_1241
PWY0_1261
PWY0_1277
PWY0_1297
PWY0_1319
PWY0_1338
PWY0_1415
PWY0_1533

PWY0_41
PWY0_845
PWY0_862
PWY4FS_7
PWY4FS_8

PWY66_399
PWY66_400
PWY66_409
REDCITCYC
RUMP_PWY

TCA_GLYOX_BYPASS
TEICHOICACID_PWY

THISYNARA_PWY
UBISYN_PWY

SI
 v

s 
G

P
SI

 v
s 

IB
D

-N
oR

es
SI

 v
s 

IB
D

-R
es

A B
Negative associations

Positive associations


