
glucokinase (Hs): GCK

6.3.5.2

lipid II (meso
diaminopimelate

containing)

coenzyme A

2,5-diamino-6-
(5-phospho-D-
ribosylamino)

pyrimidin-
4(3H)-one

phosphoglycerate
enolase (Hs): ENO1

peptidoglycan biosynthesis I (meso-diaminopimelate containing)

α-D-glucopyranose
6-kinase (Hs): HK2

2-phospho-D-glycerate

guanylate
kinase

(Ec): gmk

superpathway of
adenosine nucleotides
de novo biosynthesis I

triose-phosphate
isomerase
(Ec): tpiA

superpathway of coenzyme
A biosynthesis III (mammals)

pyruvate kinase
(Ec): pykF

pantothenate
kinase (Sc): CAB1

6-phosphofructokinase
(Ec): pfkA

phosphoglycerate
enolase (Hs): ENO3

AMP kinase (At): AAK6

fructose-
bisphosphate

aldolase
(Ec): fbaB

(S)-2,3,4,5-
tetrahydrodipicolinate

enolase (Mp): eno

FAD

DHAP

phosphoenolpyruvate
synthetase (Ec): ppsA

2.7.1.148

dihydrofolate
reductase (Ec): folA

DHAP

urate

phosphopantothenoylcysteine
decarboxylase (Hs): PPCDC

6.4.1.1

adenylate
kinase

(Ec): adk

L-rhamnose
isomerase
(Ec): rhaA

5.4.2.12

FMN

fructose-1,6-
bisphosphatase

(Ec): yggF

1.5.1.20

3.1.3.11

ribonucleoside-
diphosphate

reductase (Ec)
: nrdE nrdF

2.7.8.13

ADP reductase
(Hs): RRM1 RRM2

a (3R,11Z)-3-hydroxy-
icos-11-enoyl-[acp]

ADP reductase (Sc)
: RNR2 RNR4 RNR1

L-rhamnulose
1-phosphate

aldolase
(Bs): rhaEW

5.4.2.11

1.17.7.3

methionine
synthase (Ec): metH

1.1.1.302

phosphoglycerate
enolase (Hs): ENO2

GDP
reductase (Se)

: nrdF nrdE

pyrimidine 5'-
nucleotidase

(Ec): yjjG

1.2.1.11

UDP-N-
acetylenolpyruvoylglucosamine

reductase (Ec): murB

glucose-6-
phosphatase
(Hs): G6PC

dGDP kinase
(Ec): ndk

dADP kinase
(At): NDPK1

fructose-1,6-
bisphosphatase

(Ec): fbp

IMP

dGTP

phosphoglucose
isomerase (At): PGI1

rhamnulokinase
(Ec): rhaB

3.5.4.9

6.3.2.10

pyruvate kinase (Tm): pyk

glyceraldehyde-
3-phosphate

dehydrogenase
(Ec): gapA

(R)-4'-phosphopantothenoyl-
L-cysteine

methylenetetrahydrofolate
dehydrogenase (Ec): folD

2.5.1.9

XMP 5'-nucleotidase
(Hs): NT5C2

5.4.2.11

dADP

asp

6,7-dimethyl-8-
ribityllumazine

synthase
(Sc): RIB4

UDP-N-
acetylmuramoyl-

L-alanyl-D-
glutamate--2,6-
diaminopimelate
ligase (Ec): murE

AMP

xanthosine
phosphorylase

(Hs): PNP

1.4.1.16

enolase (Ec): eno

2-dehydropantoate 2-
reductase (Ft): panG

4'-phosphopantetheine

(R)-pantothenate

2.1.1.45

DHAP

6-phosphofructokinase
(Hs): PFKP

UDP-N-acetyl-
α-D-muramoyl-

L-alanine

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Sc): GPM1

1.1.1.267

dATP

(11Z)-3-oxo-
icos-11-enoyl-
[acp] reductase

(Av): fabG

xanthine
dehydrogenase (Gm)

fructose-bisphosphate
aldolase (Tm)

2-phospho-D-glycerate

glucose-6-phosphate
isomerase (Sc): PGI1

FAD
synthetase
(Sc): FAD1

2.7.2.3

(R)-4'-phosphopantothenate

ketopantoate
hydroxymethyltransferase

(At): PANB1

pyruvate

4.2.1.59

5.4.2.11

4.3.2.2
NAD+-dependent
glyceraldehyde-

3-phosphate
dehydrogenase

(Sm): gapCAMP

pantothenate
kinase (Hs): PANK2

6-phosphofructokinase
(Mp): pfkA

3-phospho-D-glycerate

2-C-methyl-D-
erythritol 2,4-

cyclodiphosphate
synthase (Ec): ispF

D-glyceraldehyde 3-phosphate

2,5-diamino-6-
(5-phospho-

D-ribitylamino)
pyrimidin-
4(3H)-one

5.3.1.1

DHAP

D-glyceraldehyde 3-phosphate

glucokinase (Sc): GLK1

xanthosine-5'-
phosphate:L-

glutamine
amido-ligase

(AMP-forming)
(Ec): guaA

riboflavin

phosphoglycerate
enolase (Hs): ENO2

1.2.1.12

IPP

α-D-glucopyranose
6-kinase (Hs): HK3

4.2.1.11

3-phospho-
D-glycerate

L-rhamnulose
1-phosphate

β-D-fructose 1,6-bisphosphate

pyruvate kinase
(Ec): pykA

pantothenate
kinase (Ec): coaA

adenylo-succinate

2.7.1.24

6-phosphofructokinase
(Ec): pfkB

adenylate
kinase (Ec): adk

4.3.2.2

F6P

enolase (Rc)

a 5-methyltetrahydrofolate

F6P

4-(cytidine 5'-
diphospho)-2-C-

methyl-D-erythritol
kinase (Ec): ispE

1-deoxy-D-xylulose 5-phosphate

4.2.1.9

2.7.2.3

1.17.4.1

1.1.1.205

4.1.1.32

a gondoyl-[acp]

adenylo-succinate

IMP

inosine 5'-
monophosphate
dehydrogenase

(Ec): guaB

1.1.98.6

pyruvate
carboxylase

(Hs): PC

2.7.9.2

2,3-bisphosphoglycerate-
independent

phosphoglycerate
mutase (Mp): pgmI

fructose-1,6-
bisphosphatase

(Ec): glpX

fructose-1,6-
biphosphate
phosphatase

(Ec): phoA

phospho-N-
acetylmuramoyl-

pentapeptide-
transferase
(Ec): mraY

2.6.1.42

2.7.2.3

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Sc): GPM1

rhamnulose-
1-phosphate

aldolase
(Ec): rhaD

2-phospho-4-(cytidine 5'-
diphospho)-2-C-methyl-D-erythritol

pyruvate

1-hydroxy-2-methyl-
2-(E)-butenyl

4-diphosphate
synthase (Ec): ispG UDP-N-

acetylmuramoyl-
L-alanine--D-

glutamate ligase
(Ec): murD 1.1.1.86

phosphoglycerate
enolase (Hs): ENO3

2'-deoxyguanosine 5'-
diphosphate:oxidized
NrdH glutaredoxin-like
protein oxidoreductase

(Ec): nrdE nrdF

UMP phosphatase
(Ec): umpH

6,7-dimethyl-8-(1-
D-ribityl)lumazine

dATP

3.5.4.25

α-L-
rhamnopyranose

5.1.1.3

UDP-N-acetyl-
α-D-muramoyl-
L-alanyl-γ-D-

glutamyl-meso-2,6-
diaminopimelate

3.1.3.11

dGDP kinase
(Ec): adk

2.7.4.6

1.2.1.12

3.5.99.-

glucose 6-phosphate
isomerase (Mp): pgi

pyruvate kinase
(Ec): pykA

methenyltetrahydrofolate
cyclohydrolase (Ec): folD

ATP
reductase
(Ec): nrdD

pantoate β-alanine
ligase (Sc): PAN6

2.2.1.6

D-alanyl-
D-alanine-

adding
enzyme

(Ec): murF

3.1.3.104

phosphoenolpyruvate

13-DPG

riboflavine
synthetase
(Sc): RIB5

2.7.1.11

acetolactate
synthase

(Ec): ilvG ilvM

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Tm): apgM

L-rhamnulofuranose

2.3.1.41/2.3.1.179

xanthosine
phosphorylase

(Ec): xapA

F6P

2.7.1.26

meso-
diaminopimelate
dehydrogenase

(Ls): dapdh

gluconeogenesis III

(S)-lactaldehyde

1.2.1.12

2-dehydropantoate
2-reductase (Ec): ilvC

6.3.2.9

2.2.1.7

4-hydroxy-
tetrahydrodipicolinate
reductase (Cg): dapB

adenylosuccinate
synthetase (Sc): ade12

4.1.2.13

thymidylate
synthase (Ec): thyA

phosphofructokinase
(Sc): PFK1 PFK2

D-glyceraldehyde
3-phosphate

fructose
bisphosphate

aldolase (Ec): fbaA

1-deoxy-D-ribulose
5-phosphate

reductoisomerase
(Ba): DRL

IMP 3-methyl-2-
oxobutanoate

xanthine
dehydrogenase

(Mm): Xdh

3,4-
dihydroxy-2-
butanone 4-
phosphate
synthase

(Mg): RIB3

fructose-bisphosphate
aldolase (Hs): ALDOC

glucose-6-phosphate
isomerase (Tm): pgi

(R)-4'-phosphopantothenate

1.1.1.205

superpathway of guanosine
nucleotides de novo biosynthesis II

2-dehydropantoate

1.3.1.9

2.7.1.33

a tetrahydrofolate

an oleoyl-[acp]

XMP

adenylosuccinate
lyase (Sc): ade13

glyceraldehyde-
3-phosphate

dehydrogenase
(Ec): gapA

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Hs): BPGM

F6P

2.7.1.33

6-phosphofructokinase
(Rc)

a (2E,11Z)-icosa-
2,11-dienoyl-[acp]

triosephosphate
isomerase (Tm): pgk

adenylosuccinate
lyase (Ec): purB

1-deoxy-L-
glycero-tetrulose

4-phosphate

glucokinase (Tm): glk

1.17.7.4

D-alanyl-D-alanine

3-phospho-D-glycerate

glyceraldehyde-
3-phosphate

dehydrogenase (Tm): gap

UDP-N-acetyl-
α-D-muramoyl-
L-alanyl-γ-D-

glutamyl-meso-2,6-
diaminopimeloyl-

D-alanyl-D-alanine

D-glucopyranose

2.7.4.6

D-ala

meso-
diaminopimelate

4.1.2.13

6.3.4.4

glycolysis I (from glucose 6-phosphate)

dephospho-CoA
kinase (Hs): COASY

L-rhamnose degradation I

5.3.1.1

2.7.1.11

adenylosuccinate
lyase (Ec): purB

enolase (Sc): ENO2

3.1.3.11

6.3.3.2

2,3-dihydroxy-
isovalerate

dehydratase
(Ma): ilvD

lys

D-glyceraldehyde 3-phosphate
phosphoglycerate
kinase (Tm): pgk

GDP
reductase (Ec)

: nrdA nrdB

5.3.3.2

IMP dehydrogenase
(Gm): IMPDH

5,10-
methylenetetrahydrofolate

reductase (Ec): metF

2-phospho-
D-glycerate

phosphoenolpyruvate
carboxykinase

(GTP) (Hs): PCK1

4.2.1.11

GTP
reductase
(Ec): nrdD

phosphoenolpyruvate
synthetase (Ec): ppsA

1.17.4.1

5.1.3.32

cofactor-
independent

phosphoglycerate
mutase (Rc)

13-DPG

3.1.3.9/3.1.3.58

fructose-1,6-
bisphosphatase

(Ec): fbp

2.7.4.6

fructose 1,6-
bisphosphatase

(Ec): ybhA

1.17.4.1

L-valine:2-
oxoglutarate

aminotransferase
(Ma): ilvE

phosphoglycerate
kinase (Mp): pgk

phosphoglycerate
mutase (Ec): gpmA

superpathway of adenosine
nucleotides de novo biosynthesis II

1.4.1.M2

13-DPG

(S)-malate

2,3-dihydroxy-
isovalerate:NADP+

oxidoreductase
(isomerizing)

(Ma): ilvC

enolase (Sc): ENO2

β-D-fructose 1,6-bisphosphate

5'-nucleotidase
(Ec): umpG

malate
dehydrogenase

(Hs): MDH1

pyruvate kinase (Hs): PKLR

phosphoenolpyruvate

GTP
cyclohydrolase

(Sc): RIB1

glutamate
racemase
(Ec): murI

a 5,10-methenyltetrahydrofolate

4.3.3.7

1.1.1.37

fructose-1,6-
bisphosphatase

(Hs): FBP1

5.4.2.11

6.3.2.1

dADP
kinase

(Ec): ndk

glyceraldehyde-
3-phosphate

dehydrogenase
(Mp): gapA

fructose-
bisphosphate

aldolase
(Hs): ALDOC

glucose-6-phosphate
isomerase (Sc): PGI1

5.3.1.9

5.3.1.14

pantothenate
synthetase (Ec): panC

pyruvate:pyruvate
acetaldehydetransferase

(decarboxylating)
(Ma): ilvB ilvN

5.3.1.1

methylerythritol phosphate pathway I

2.1.2.1

phosphofructokinase
(Tm): pfkA

D-alanine--D-
alanine
ligase

(Ec): ddlA

acetolactate
synthase

(Ec): ilvB ilvN

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Hs): BPGM

6.3.2.4

(11Z)-3-oxo-
icos-11-enoyl-
[acp] synthase

(Av): fabF

xanthosine
phosphorylase

(Ec): ppnP

riboflavin
kinase
(Sc):

FMN1

meso-
diaminopimelate

D-dehydrogenase
(Cg): ddh

glyceraldehyde-
3-phosphate

dehydrogenase
(Hs): GAPDH

5.4.2.12

ala

dADP

2-dehydropantoate 2-
reductase (Ec): panE

(2S,4S)-4-
hydroxy-2,3,4,5-

tetrahydrodipicolinate

fructose-
bisphosphate

aldolase (Mp): fba

1-deoxy-D-xylulose-
5-phosphate

synthase (Ec): dxs

glycolysis II (from fructose 6-phosphate)

adenylosuccinate
synthase (At): PURA

phosphoglycerate
kinase (Ec): pgk

ketopantoate
hydroxymethyltransferase

(At): PANB2

6.3.4.4

oxaloacetate

ADP

1-deoxy-D-xylulose
5-phosphate

reductoisomerase
(Ec): dxr

(R)-pantothenate

fructose-
bisphosphate

aldolase (Ec): fbaB

D-glucopyranose
6-phosphate

fructose-bisphosphate
aldolase (Hs): ALDOA

phosphoenol
pyruvate

inosine 5'-
monophosphate
dehydrogenase

(Ec): guaB

dGDP

4.1.99.12

(2E,11Z)-icosa-
2,11-dienoyl-

[acp] reductase
(Av): fabK

pyruvate

asp

pantothenate
kinase (Hs): PANK1

(S)-2-acetolactate

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Hs): PGAM1

adenylosuccinate
lyase (Hs): ADSL

pyruvate

2.7.1.40

pantothenate
kinase (At): AtPANK1

2-C-methyl-D-erythritol-
2,4-cyclodiphosphate

2.7.7.3

1.17.7.4

keto-L-rhamnulose

GMP

D-glt

AMP kinase (Hs): AK5

6-phosphofructokinase
(Rc)

triosephosphate
isomerase (Hs): TPI1

α-D-glucopyranose
6-kinase (Hs): HK1

isopentenyl-
diphosphate:NAD(P)

+ oxidoreductase
(Ec): ispH

1.5.1.3

IMP

glyceraldehyde-3-
phosphate dehydrogenase

(Hs): GAPDH

5.4.2.12

β-D-fructose 1,6-bisphosphate

GDP kinase
(Ec): ndk

D-glucopyranose 6-phosphate

di-trans,octa-cis
-undecaprenyl

phosphate

a 5,10-methylenetetrahydrofolate

DMAPP

triosephosphate
isomerase
(Hs): TPI1

1.17.4.1

6-phosphofructokinase
(Ec): pfkA

enolase (Ec): eno

DHAP

6.3.2.51

2.7.7.60

glycolysis III (from glucose)

5-formyltetrahydrofolate
cyclo-ligase (Ec): fau

fructose-1,6-
bisphosphatase

(At): FINS1

N-acetylglucosaminyl
transferase
(Ec): murG

(R)-2,3-dihydroxy-
3-methylbutanoate

dehydratase
(Cn): ilvD

phosphoglycerate
kinase (Hs): PGK2

ribonucleoside-
diphosphate reductase

(Ec): nrdE nrdF

4.1.2.19

isopentenyl-
diphosphate Δ-

isomerase (Ec): idi

inosine-5'-
monophosphate
dehydrogenase
(Hs): IMPDH1

an N10-formyltetrahydrofolate

enolase (Tm): eno

3.1.3.5

ADP
reductase

(Ec):
nrdA nrdB

L-rhamnose
mutarotase
(Rl): rhaU2.7.2.4

a (6S)-5-formyltetrahydrofolate

glucose-6-
phosphatase
(Hs): G6PC2

3'-dephospho-CoA

fructose-1,6-
bisphosphatase

(Ec): yggF

ADP
reductase

(Se):
nrdF nrdE

valine
transaminase

(Ec): ilvE

2.5.1.7

3-phosphoglycerate
kinase (So): PGK1

dADP kinase (Ec): ndk

2.7.1.5

gcv system (Ec):
lpd gcvP gcvH gcvT

3-methyl-2-oxobutanoate

(R)-2,3-dihydroxy-
3-methylbutanoate
isomeroreductase

(Cn): ilvC

2-phospho-D-glycerate

2.7.4.6

5'-ribonucleotidase
(Ec): ushA

4.1.2.13

L-lysine biosynthesis III

pyruvate kinase (Hs): PKM2

UDP-N-acetyl-α-
D-glucosamine-

enolpyruvate

4-hydroxy-
tetrahydrodipicolinate
synthase (Cg): dapA

fructose-1,6-
bisphosphatase

(Hs): FBP2

malate
dehydrogenase

(Hs): MDH2

2.7.1.40

β-L-
rhamnopyranose

phosphoglycerate
mutase (Ec): gpmA

(R)-pantoate

pantoate:β-alanine
ligase (Lj): PANC

glyceraldehyde
3-phosphate

dehydrogenase
(At): GapA-1

2.4.2.1

4.1.1.20

glucose-6-phosphate
isomerase (Ec): pgi

4.2.1.11

Glucose-6-
phosphate
isomerase
(Hs): GPI

fructose-
bisphosphate

aldolase
(Hs): ALDOA

3.5.4.26

D-glucopyranose

(S)-2-
acetolactate

synthase
(Cn): ilvH ilvB

6.3.2.8

triosephosphate
isomerase (Mp): tpiA

an (11Z)-3-oxo-
icos-11-enoyl-[acp]

ARP

β-D-fructose 1,6-
bisphosphate

5,10-methylenetetrahydrofolate:glycine
hydroxymethyltransferase (Ec): glyA

6-phosphofructokinase
(Hs): PFKL

5-amino-6-(5-
phospho-D-

ribitylamino)uracil

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Hs): PGAM1

D-alanine--D-
alanine
ligase

(Ec): ddlB

2.7.2.3

5.3.1.9

glyceraldehyde-
3-phosphate

dehydrogenase
(Hs): GAPDHS

2,3-bisphosphoglycerate-
independent

phosphoglycerate
mutase (Ec): gpmM

xanthine
dehydrogenase

(Hs): XDH

3-phospho-D-glycerate

fructose-1,6-
bisphosphate

aldolase (So): FBA2

phosphoglycerate
kinase (Hs): PGK1

adenylosuccinate
synthetase (Ec): purA

UDP-N-acetyl-
α-D-glucosamine

3-methyl-2-oxobutanoate
hydroxymethyltransferase

(Sc): ECM31

gondoate biosynthesis
(anaerobic)

L-aspartate 4-
semialdehyde

fructose-bisphosphate
aldolase (Hs): ALDOB

2.7.1.1/2.7.1.2

inosine 5'-phosphate
degradation

pantothenate
kinase (Hs): PANK3

2.7.4.8

2,3-bisphosphoglycerate-
dependent

phosphoglycerate
mutase (Hs): PGAM2

L-valine biosynthesis

5.3.1.1

pyruvate kinase (Bn)

pantothenate
kinase (At): AtPANK2

4'-phosphopantotheine
adenylyltransferase

(Hs): COASY

phosphofructokinase
(Sc): PFK1 PFK2

dimethylallyl-
diphosphate:NAD(P)

+ oxidoreductase
(Ec): ispH

ADP

fructose
bisphosphate

aldolase
(Ec): fbaA

adenylosuccinate
synthetase
(Ec): purA

AMP kinase (Sc): ADK1

4.2.1.11

2.7.4.3

2.7.9.2

dihydrofolate
reductase (Ec): folM

glyceraldehyde-3-
phosphate dehydrogenase

(Hs): GAPDHS

GDP kinase
(Ec): adk

2.4.1.227

phosphoenolpyruvate

4.1.1.36

ribonucleoside-
diphosphate

reductase (Ec)
: nrdE nrdF

ADP reductase
(Ec): nrdA nrdB

6-phosphofructokinase
(Ec): pfkB

GTP

pyruvate

D-glucopyranose 6-phosphate

2.7.4.3

GTP

UDP-N-acetyl-
α-D-muramoyl-L-

alanyl-D-glutamate

2-C-methyl-D-
erythritol 4-phosphate

cytidylyltransferase
(Ec): ispD

flavin biosynthesis III (fungi)

phosphopantothenate-
-cysteine ligase

(ATP) (Hs): PPCS

XMP

ADP reductase
(At): RNR1 RNR2A

2,3-dihydroxy-
isovalerate

dehydratase
(Ec): ilvD

2,3-bisphosphoglycerate-
independent

phosphoglycerate
mutase (Ec): gpmM

xanthosine

ribonucleoside-
diphosphate

reductase (Sc): RNR1
RNR3 RNR2 RNR4

rhamnulose-
1-phosphate

aldolase
(Ca): rhaEW

phosphoglycerate
kinase (Hs): PGK1

inosine-5'-
monophosphate
dehydrogenase
(Hs): IMPDH2

2.1.1.13

L-α-amino-ε-
keto-pimelate

fructose 1,6-
bisphosphatase

(Ec): ybhA

phosphoglycerate
enolase (Hs): ENO1

1.17.4.1

nucleoside
monophosphate

phosphatase
(Ec): aphA

L-rhamnose
mutarotase
(Ec): rhaM

D-glyceraldehyde 3-phosphate

2,5-diamino-6-
(ribosylamino)

-4-(3H)-
pyrimidinone
5'-phosphate

reductase
(Sc): RIB7

1.3.1.98

β-alanine

glucose-6-
phosphatase
(Hs): G6PC3

dADP kinase (Sc): YNK1

fructose-1,6-
bisphosphatase

(Ec): glpX

2'-deoxyadenosine 5'-
diphosphate:oxidized
NrdH glutaredoxin-like
protein oxidoreductase

(Ec): nrdE nrdF

UDP-N-acetylglucosamine
1-carboxyvinyltransferase

(Ec): murA

phosphopantothenate biosynthesis I

MEP

rhamnulokinase
(Rl): rhaK

5.3.1.9

phosphoglycerate
kinase (Ec): pgk

L-aspartyl-
4-phosphate

pyruvate

(2R)-2,3-dihydroxy-3-
methylbutanoate:NADP+

oxidoreductase
(isomerizing) (Ec): ilvC

2.7.1.40

folate transformations III (E. coli)

dADP kinase (Hs)
: NME1 NME2

4-(cytidine 5'-diphospho)
-2-C-methyl-D-erythritol

XMP
phosphohydrolase

(Hs): NT5E

1.5.1.5

GDP

2.5.1.78

6.3.2.13

(E)-4-hydroxy-3-methylbut-
2-en-1-yl diphosphate

pyruvate kinase
(Ec): pykF

purine nucleoside
phosphorylase (Gm)

13-DPG

1.1.98.6

pantoate:β-alanine
ligase (At): PANC

meso-
diaminopimelate

a 7,8-dihydrofolate

fructose-
bisphosphate

aldolase
(Hs): ALDOB

enolase (Sm): eno

undecaprenyldiphospho-
N-acetylmuramoyl-L-

alanyl-γ-D-glutamyl-meso
-2,6-diaminopimeloyl-

D-alanyl-D-alanine
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Supplementary Figure 5: Top microbial pathways purturbed between control and diabetic mice, with or 
without Gemcitabine/ Paclitaxel treatment, as determined according to the VIP scores from the �rst principal 
component of PLS-DA analysis in Figure 7B. The actual up- or down-regulation is shown in the VIP plot (Figure 7C). 
Pathway information rendered using MetaCyc. 


