
 
 
 
 
Healthy Controls: Non-Substrate Control

 

p__Proteobacteria
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Decreasing

Increasing

a: c__Gammaproteobacter ia

b: c__Deltaproteobacter ia

c: o__Enterobacter iales

d: o__Betaproteobacter iales

e: o__Desulfovibrionales

f: o__Xanthomonadales

g: f__Enterobacter iaceae

h: f__Burkholderiaceae

i: f__Desulfovibrionaceae

j: f__Marinifilaceae

k: f__Family_XIII

l: f__Xanthomonadaceae

m: g__Ruminococcaceae_UCG−002

n: g__Escherichia/Shigella

o: g__Dorea

p: g__Parasutterella

q: g__Ruminococcaceae_UCG−003

r: g__Lachnoclostr idium

s: g__Lachnospiraceae_UCG−004

t: g__Ruminococcaceae_UCG−004

u: g__Flavonifractor

v: g__Bilophila

w: g__Ruminiclostr idium_9

x: g__Family_XIII_AD3011_group

y: g__Odoribacter

z: g__Family_XIII_g__

aa: g__Stenotrophomonas

ab: g__Eggerthella

ac: g__Angelakisella

ad: g__Phocea

ae: g__Anaerotruncus

af: g__Faecalibacterium

ag: g__Lachnospiraceae_g__

ah: g__Roseburia

ai: g__Ruminococcaceae_UCG−013

aj: g__Butyricicoccus

ak: g__Lachnospiraceae_UCG−001

al: g__Lachnospiraceae_FCS020_group

am: g__Family_XIII_UCG−001



 

g__Eggerthella
f__Marinifilaceae

g__Odoribacter
p__Firmicutes
f__Family_XIII

g__Family_XIII_AD3011_group
g__Family_XIII_g__

g__Family_XIII_UCG−001
g__Dorea

g__Lachnoclostr idium
g__Lachnospiraceae_FCS020_group

g__Lachnospiraceae_g__
g__Lachnospiraceae_UCG−001
g__Lachnospiraceae_UCG−004

g__Roseburia
g__Anaerotruncus

g__Angelakisella
g__Butyricicoccus

g__Faecalibacterium
g__Flavonifractor

g__Phocea
g__Ruminiclostr idium_9

g__Ruminococcaceae_UCG−002
g__Ruminococcaceae_UCG−003
g__Ruminococcaceae_UCG−004
g__Ruminococcaceae_UCG−013

p__Proteobacteria
c__Deltaproteobacter ia
o__Desulfovibrionales

f__Desulfovibrionaceae
g__Bilophila

c__Gammaproteobacter ia
o__Betaproteobacter iales

f__Burkholderiaceae
g__Parasutterella

o__Enterobacteriales
f__Enterobacteriaceae

g__Escherichia/Shigella
o__Xanthomonadales

f__Xanthomonadaceae
g__Stenotrophomonas

0.0 0.2 0.4 0.6
Relative Abundance

Time
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Healthy Controls: Hi Maize 
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Decreasing

Increasing

a: c__Bacilli

b: o__Lactobacillales

c: o__Actinomycetales

d: f__Rikenellaceae

e: f__Peptostreptococcaceae

f: f__Streptococcaceae

g: f__Family_XIII

h: f__Marinifilaceae

i: f__Coriobacteriales_f__

j: f__Actinomycetaceae

k: g__Lachnospiraceae_UCG−004

l: g__Ruminococcus_1

m: g__Roseburia

n: g__Ruminococcaceae_g__

o: g__Romboutsia

p: g__Streptococcus

q: g__Butyricicoccus

r: g__Ruminiclostr idium_6

s: g__Ruminococcaceae_UCG−013

t: g__Coprococcus_3

u: g__Lachnospiraceae_UCG−001

v: g__Odoribacter

w: g__Lachnospiraceae_FCS020_group

x: g__Coriobacteriales_f___g__

y: g__Christensenellaceae_g__

z: g__Family_XIII_UCG−001

aa: g__Actinomyces

ab: g__Angelakisella

o__Actinomycetales

f__Actinomycetaceae

g__Actinomyces

f__Coriobacteriales_f__

g__Coriobacteriales_f___g__

f__Marinifilaceae

g__Odoribacter

f__Rikenellaceae

c__Bacilli

o__Lactobacillales

f__Streptococcaceae

g__Streptococcus

g__Christensenellaceae_g__

f__Family_XIII

g__Family_XIII_UCG−001

g__Coprococcus_3

g__Lachnospiraceae_FCS020_group

g__Lachnospiraceae_UCG−001

g__Lachnospiraceae_UCG−004

g__Roseburia

f__Peptostreptococcaceae

g__Romboutsia

g__Angelakisella

g__Butyricicoccus

g__Ruminiclostr idium_6

g__Ruminococcaceae_g__

g__Ruminococcaceae_UCG−013

g__Ruminococcus_1

0.00 0.01 0.02 0.03
Relative Abundance

Time
0h
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Healthy Controls: Apple Pectin 
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Increasing

a: c__Bacilli

b: o__Lactobacillales

c: o__Actinomycetales

d: f__Peptostreptococcaceae

e: f__Rikenellaceae

f: f__Family_XIII

g: f__Streptococcaceae

h: f__Marinifilaceae

i: f__Coriobacteriales_f__

j: f__Actinomycetaceae

k: g__Ruminococcus_1

l: g__Alistipes

m: g__Roseburia

n: g__Ruminococcaceae_g__

o: g__Romboutsia

p: g__Streptococcus

q: g__Butyricicoccus

r: g__Ruminiclostr idium_6

s: g__Lachnospiraceae_UCG−001

t: g__Ruminiclostr idium_5

u: g__Odoribacter

v: g__Lachnospiraceae_FCS020_group

w: g__Family_XIII_UCG−001

x: g__Coriobacteriales_f___g__

y: g__Christensenellaceae_g__

z: g__DNF00809

aa: g__Actinomyces

ab: g__Angelakisella

o__Actinomycetales

f__Actinomycetaceae

g__Actinomyces

f__Coriobacteriales_f__

g__Coriobacteriales_f___g__

g__DNF00809

f__Marinifilaceae

g__Odoribacter

f__Rikenellaceae

g__Alistipes

c__Bacilli

o__Lactobacillales

f__Streptococcaceae

g__Streptococcus

g__Christensenellaceae_g__

f__Family_XIII

g__Family_XIII_UCG−001

g__Lachnospiraceae_FCS020_group

g__Lachnospiraceae_UCG−001

g__Roseburia

f__Peptostreptococcaceae

g__Romboutsia

g__Angelakisella

g__Butyricicoccus

g__Ruminiclostr idium_5

g__Ruminiclostr idium_6

g__Ruminococcaceae_g__

g__Ruminococcus_1

0.00 0.01 0.02 0.03
Relative Abundance

Time
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48h



Healthy Controls: Raftilose 
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Decreasing

Increasing

a: c__Clostridia

b: c__Bacilli

c: c__Deltaproteobacter ia

d: o__Enterobacter iales

e: o__Clostridiales

f: o__Desulfovibrionales

g: o__Actinomycetales

h: f__Enterobacter iaceae

i: f__Ruminococcaceae

j: f__Peptostreptococcaceae

k: f__Rikenellaceae

l: f__Family_XIII

m: f__Streptococcaceae

n: f__Desulfovibrionaceae

o: f__Marinifilaceae

p: f__Clostridiales_vadinBB60_group

q: f__Peptococcaceae

r: f__Coriobacteriales_f__

s: f__Actinomycetaceae

t: g__Lachnospira

u: g__Ruminococcus_1

v: g__Alistipes

w: g__Roseburia

x: g__Ruminococcaceae_g__

y: g__Romboutsia

z: g__Streptococcus

aa: g__Butyricicoccus

ab: g__Coprococcus_3

ac: g__Lachnospiraceae_UCG−001

ad: g__Ruminiclostr idium_5

ae: g__Clostridiales_vadinBB60_group_g__

af: g__Lachnospiraceae_FCS020_group

ag: g__Bilophila

ah: g__Odoribacter

ai: g__Family_XIII_AD3011_group

aj: g__Oscillibacter

ak: g__Coriobacteriales_f___g__

al: g__Family_XIII_UCG−001

am: g__Christensenellaceae_g__

an: g__Actinomyces

ao: g__Angelakisella

ap: g__Peptococcaceae_g__

o__Actinomycetales
f__Actinomycetaceae

g__Actinomyces
f__Coriobacteriales_f__

g__Coriobacteriales_f___g__
f__Marinifilaceae

g__Odoribacter
f__Rikenellaceae

g__Alistipes
c__Bacilli

f__Streptococcaceae
g__Streptococcus

c__Clostridia
o__Clostridiales

g__Christensenellaceae_g__
f__Clostridiales_vadinBB60_group

g__Clostridiales_vadinBB60_group_g__
f__Family_XIII

g__Family_XIII_AD3011_group
g__Family_XIII_UCG−001

g__Coprococcus_3
g__Lachnospira

g__Lachnospiraceae_FCS020_group
g__Lachnospiraceae_UCG−001

g__Roseburia
f__Peptococcaceae

g__Peptococcaceae_g__
f__Peptostreptococcaceae

g__Romboutsia
f__Ruminococcaceae

g__Angelakisella
g__Butyricicoccus

g__Oscillibacter
g__Ruminiclostr idium_5

g__Ruminococcaceae_g__
g__Ruminococcus_1

c__Deltaproteobacter ia
o__Desulfovibrionales

f__Desulfovibrionaceae
g__Bilophila

o__Enterobacteriales
f__Enterobacteriaceae

0.0 0.2 0.4 0.6
Relative Abundance

Time
0h
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Healthy Controls: Wheat Bran 
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Decreasing

Increasing

a: c__Gammaproteobacter ia

b: c__Bacilli

c: o__Betaproteobacter iales

d: o__Lactobacillales

e: o__Actinomycetales

f: f__Bacteroidaceae

g: f__Burkholderiaceae

h: f__Marinifilaceae

i: f__Streptococcaceae

j: f__Actinomycetaceae

k: g__Bacteroides

l: g__Lachnospiraceae_NK4A136_group

m: g__Escherichia/Shigella

n: g__Ruminococcaceae_UCG−002

o: g__Sutterella

p: g__Ruminococcaceae_UCG−003

q: g__Lachnospiraceae_UCG−004

r: g__Lachnoclostr idium

s: g__Lachnospiraceae_AC2044_group

t: g__Butyricimonas

u: g__Faecalibacterium

v: g__Blautia

w: g__Anaerostipes

x: g__Lachnospira

y: g__Romboutsia

z: g__Streptococcus

aa: g__Lachnospiraceae_UCG−001

ab: g__CAG−56

ac: g__Lachnospiraceae_FCS020_group

ad: g__Actinomyces

o__Actinomycetales
f__Actinomycetaceae

g__Actinomyces
f__Bacteroidaceae

g__Bacteroides
f__Marinifilaceae

g__Butyricimonas
c__Bacilli

o__Lactobacillales
f__Streptococcaceae

g__Streptococcus
g__Anaerostipes

g__Blautia
g__CAG−56

g__Lachnoclostr idium
g__Lachnospira

g__Lachnospiraceae_AC2044_group
g__Lachnospiraceae_FCS020_group

g__Lachnospiraceae_NK4A136_group
g__Lachnospiraceae_UCG−001
g__Lachnospiraceae_UCG−004

g__Romboutsia
g__Faecalibacterium

g__Ruminococcaceae_UCG−002
g__Ruminococcaceae_UCG−003

p__Proteobacter ia
c__Gammaproteobacter ia
o__Betaproteobacter iales

f__Burkholderiaceae
g__Sutterella

g__Escherichia/Shigella
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Healthy Controls: Mixed Fibre 
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a: c__Bacilli

b: o__Lactobacillales

c: o__Actinomycetales

d: f__Streptococcaceae

e: f__Marinifilaceae

f: f__Coriobacteriales_f__

g: f__Actinomycetaceae

h: g__Ruminococcus_1

i: g__Ruminococcaceae_g__

j: g__Romboutsia

k: g__Streptococcus

l: g__Lachnospiraceae_UCG−001

m: g__Bilophila

n: g__Lachnospiraceae_FCS020_group

o: g__Family_XIII_UCG−001

p: g__Coriobacteriales_f___g__

q: g__Actinomyces

r: g__Angelakisella

o__Actinomycetales

f__Actinomycetaceae

g__Actinomyces

f__Coriobacteriales_f__

g__Coriobacteriales_f___g__

f__Marinifilaceae

c__Bacilli

o__Lactobacillales

f__Streptococcaceae

g__Streptococcus

g__Family_XIII_UCG−001

g__Lachnospiraceae_FCS020_group

g__Lachnospiraceae_UCG−001

g__Romboutsia

g__Angelakisella

g__Ruminococcaceae_g__

g__Ruminococcus_1

g__Bilophila

0.00 0.01 0.02 0.03
Relative Abundance

Time
0h

48h



Ulcerative Colitis: Non-substrate control 
 

 

 

p__Proteobacteria a b
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Decreasing

Increasing

a: c__Gammaproteobacter ia

b: o__Enterobacter iales

c: o__Betaproteobacter iales

d: f__Enterobacter iaceae

e: f__Burkholderiaceae

f: f__Moraxellaceae

g: g__Escherichia/Shigella

h: g__Lachnospiraceae_UCG−010

i: g__Flavonifractor

j: g__Ruminiclostr idium_9

k: g__Citrobacter

l: g__Burkholderiaceae_g__

m: g__Acinetobacter

n: g__Phocea

o: g__Blautia

p: g__Agathobacter

g__Agathobacter

g__Blautia

g__Lachnospiraceae_UCG−010

g__Flavonifractor

g__Phocea

g__Ruminiclostr idium_9

p__Proteobacter ia

c__Gammaproteobacter ia

o__Betaproteobacter iales

f__Burkholderiaceae

g__Burkholderiaceae_g__

o__Enterobacter iales

f__Enterobacter iaceae

g__Citrobacter

g__Escherichia/Shigella

f__Moraxellaceae

g__Acinetobacter

0.0 0.1 0.2 0.3 0.4
Relative Abundance

Time
0h

48h



Ulcerative Colitis: Raftilose 

 

 

a
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c
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e

Decreasing

Increasing

a: c__Clostridia

b: o__Enterobacter iales

c: o__Clostridiales

d: f__Enterobacter iaceae

e: g__Ruminiclostr idium_5

c__Clostridia

o__Clostridiales

g__Ruminiclostr idium_5

o__Enterobacteriales

f__Enterobacteriaceae

0.0 0.2 0.4 0.6
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Ulcerative Colitis: Wheat Bran 

 
 

 

p__Proteobacteria
a

bcd

Decreasing

Increasing

a: c__Gammaproteobacter ia

b: o__Enterobacter iales

c: f__Enterobacteriaceae

d: g__Actinomyces

g__Actinomyces

p__Proteobacter ia

c__Gammaproteobacter ia

o__Enterobacteriales

f__Enterobacteriaceae

0.00 0.04 0.08 0.12 0.16
Relative Abundance

Time
0h

48h



Crohn’s Disease: Mixed Fibre 

 

 

ab

c

d

Increasing

a: o__Actinomycetales

b: f__Actinomycetaceae

c: g__Ruminiclostr idium_5

d: g__Actinomyces

o__Actinomycetales

f__Actinomycetaceae

g__Actinomyces

g__Ruminiclostr idium_5

0.0000 0.0005 0.0010 0.0015 0.0020
Relative Abundance

Time
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