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P161−PW
Y: acetylene deg radation

PW
Y−6317: galactose degradation I (Leloir pathw

a y)
PW

Y−2941: L−lysine biosynthesis II
PW

Y−2942: L−lysine biosynthesis III
PW

Y−5097: L−lysine biosynthesis VI
PW

Y−724: superpathw
a y of L−lysine, L−threonine and L−m

ethionine biosynthesis II
PW

Y−621: sucrose degradation III (sucrose invertase)
U

D
PN

AG
SYN

−PW
Y: U

D
P−N

−acetyl−D
−glucosam

ine biosynthesis I
PW

Y−4041: &gam
m

a;−glutam
yl cycle

PW
Y−5384: sucrose degradation IV (sucrose phosphorylase)

PW
Y−6527: stach yose degradation

PW
Y66−422: D

−galactose degradation V (Leloir pathw
ay)

TR
N

A−C
H

AR
G

IN
G

−PW
Y: tR

N
A charging

PW
Y−6270: isoprene biosynthesis I

PW
Y−7560: m

ethylerythritol phosphate pathw
ay II

PW
Y−3841: folate trans form

ations II
1C

M
ET2−PW

Y: N
10−form

yl−tetrahydrofolate biosynthesis
O

AN
TIG

EN
−PW

Y: O
−antigen building b locks biosynthesis (E. coli)

PW
Y−6121: 5−am

inoim
idazole ribonucleotide biosynthesis I

PW
Y−7187: pyrim

idine deoxyribonucleotides de nov o biosynthesis II
PW

Y−7539: 6−hydr oxym
eth yl−dihydropter in diphosphate biosynthesis III (C

hla
m

ydia)
PW

Y−6386: U
D

P−N
−acetylm

uram
o yl−pentapeptide biosynthesis II (lysine−containing)

PEPTID
O

G
LYC

AN
SYN

−PW
Y: peptidoglycan biosynthesis I (m

eso−diam
inopim

elate containing )
PW

Y−6387: U
D

P−N
−acetylm

uram
oyl−pentapeptide biosynthesis I (m

eso−diam
inopim

elate containing)
PW

Y−5100: pyruvate fer m
entation to acetate and lactate II

PW
Y−5686: U

M
P biosynthesis

PW
Y−6122: 5−am

inoim
idazole ribonucleotide biosynthesis II

PW
Y−6277: superpathw

ay of 5−am
inoim

idazole ribonucleotide biosynthesis
N

O
N

O
XIPEN

T−PW
Y: pentose phosphate pathw

ay (non−oxidative branch)
PEN

TO
SE−P−PW

Y: pentose phosphate path w
ay

PW
Y−6385: peptidoglycan biosynthesis III (m

ycobacteria)
D

TD
PR

H
AM

SYN
−PW

Y: dTD
P−L−rham

nose biosynthesis I
G

LYC
O

G
EN

SYN
TH

−PW
Y: glycogen biosynthesis I (from

 AD
P−D

−G
lucose)

C
ALVIN

−PW
Y: C

alvin−Benson−Bassham
 cycle

PW
Y−6737: starch degradation V

N
O

N
M

EVIPP−PW
Y: m

et hylerythritol phosphate pathw
ay I

PAN
TO

−PW
Y: phosphopantothenate biosynthesis I

LAC
TO

SEC
AT−PW

Y: lactose and galactose degradation I
PW

Y−5667: C
D

P−diacylglycerol biosynthesis I
PW

Y0−1319: C
D

P−diacylglycerol biosynthesis II
C

O
A−PW

Y: coenzym
e A biosynthesis I

PW
Y−4242: pantothenate and coenzym

e A biosynthesis III
C

O
A−PW

Y−1: coenzym
e A biosynthesis II (m

am
m

alian)
PW

Y−7219: adenosine ribonucleotides de novo biosynthesis
PW

Y−7221: guanosine ribonucleotides de novo biosynthesis
PW

Y−6545: pyrim
idine deoxyribonucleotides de novo biosynthesis III

PW
Y−7198: pyrim

idine deoxyribon ucleotides de novo biosynthesis IV
PW

Y−7210: p yrim
idine deoxyr ibonucleotides biosynthesis from

 C
TP

PW
Y−7220: adenosine deoxyribonucleotides de novo biosynthesis II

PW
Y−7222: guanosine deoxyribonucleotides de novo biosynthesis II

PW
Y−6126: superpathw

ay of adenosine nucleotides de novo biosynthesis II
PW

Y−7229: superpathw
ay of adenosine nucleotides de novo biosynthesis I

PW
Y−7184: pyrim

idine deo xyribonucleotides de novo biosynthesis I
PW

Y0−166: superpathw
ay of pyrim

idine deoxyribonucleotides de novo biosynthesis (E. coli)
PW

Y−7197: py rim
idine deoxyribonucleotide phosphorylation

PW
Y−7228: superpathw

ay of guanosine nucleotides de novo biosynthesis I
PW

Y−6125: superpathw
a y of guanosine nucleotides de nov o biosynthesis II

PW
Y−7208: superpathw

ay of pyrim
idine nucleobases salv age

AN
AG

LYC
O

LYSIS−PW
Y: glycolysis III (from

 glucose)
PW

Y−1042: glycolysis IV (plant cytosol)
H

ISTSYN
−PW

Y: L−histidine biosynthesis
PW

Y−6936: seleno−am
ino acid biosynthesis

PW
Y−7111: p yruvate ferm

entation to isobutanol (engineered)
VALSYN

−PW
Y: L−valine biosynthesis

PW
Y−3001: superpathw

a y of L−isoleucine biosynthesis I
PW

Y−5103: L−isoleucine biosynthesis III
BR

AN
C

H
ED

−C
H

AIN
−AA−SYN

−PW
Y: superpathw

ay of b ranched am
ino acid biosynthesis

ILEU
SYN

−PW
Y: L−isoleucine biosynthesis I (from

 threonine)
AR

G
SYN

BSU
B−PW

Y: L−arginine biosynthesis II (acetyl cycle)
PW

Y−6123: inosine−5'−phosphate biosynthesis I
PW

Y−6124: inosine−5'−phosphate biosynthesis II
PW

Y−7234: inosine−5'−phosphate biosynthesis III
PW

Y0−862: (5Z)−dodec−5−enoate biosynthesis
PW

Y−5347: superpathw
ay of L−m

ethionine biosynthesis (transsulfuration)
H

O
M

O
SER

−M
ETSYN

−PW
Y: L−m

ethionine biosynthesis I
M

ET−SAM
−PW

Y: superpathw
a y of S−adenosyl−L−m

ethionine biosynthesis
M

ETSYN
−PW

Y: L−hom
oserine and L−m

ethionine biosynthesis
DAPLYSIN

ESYN
−PW

Y: L−lysine biosynthesis I
PW

Y−5690: TC
A cycle II (plants and fungi)

TC
A: TC

A cycle I (proka ryotic)
PW

Y−7199: pyrim
idine deoxyribo nucleosides salvage

PW
Y−6628: superpathw

ay of L−phenylalanine biosynthesis
PW

Y−1269: C
M

P−3−deoxy−D
−m

anno−octulosonate biosynthesis I
AN

AER
O

FRU
C

AT−PW
Y: hom

olactic ferm
entation

G
LYC

O
LYSIS: glycolysis I (from

 glucose 6−phosphate)
PW

Y−5484: glycolysis II (from
 fructose 6−phosphate)

PW
Y0−1261: anhydrom

uropeptides recycling
H

EM
E−BIO

SYN
TH

ESIS−II: hem
e biosynthesis I (aerobic)

PW
Y−5918: superpathay of hem

e biosynthesis from
 glutam

ate
PW

Y−5188: tetrapyrrole biosynthesis I (from
 glutam

ate)
PW

Y−5189: tetrapyrrole biosynthesis II (from
 glycine)

PW
Y−5973: cis−vaccenate biosynthesis

PW
Y−7663: gondoate biosynthesis (anaerobic)

PW
Y−6168: flavin biosynthesis III (fungi)

PW
Y−7282: 4−am

ino−2−m
ethyl−5−phosphom

eth ylp y rim
idine biosynthesis (yeast)

PYR
ID

O
XSYN

−PW
Y: pyridoxal 5'−phosphate biosynthesis I

PW
Y−7357: thiam

in for m
ation from

 py rithiam
ine and oxythiam

ine (yeast)
TH

ISYN
AR

A−PW
Y: superpathw

ay of thiam
in diphosphate biosynthesis III (eukaryotes)

PW
Y−5695: urate biosynthesis/inosine 5'−phosphate deg radation

PW
Y−6608: guanosine nucleotides degradation III

P AN
TO

SYN
−PW

Y: pantothenate and coenzym
e A biosynthesis I

PYR
ID

N
U

C
SYN

−PW
Y: N

AD
 biosynthesis I (from

 aspartate)
PW

Y−6897: thiam
in salvage II

PW
Y−6700: queuosine biosynthesis

PW
Y−6703: preQ

0 biosynthesis
SER

−G
LYSYN

−PW
Y: superpathw

ay of L−serine and glycine biosynthesis I
ASPASN

−PW
Y: supe rpathw

ay of L−aspartate and L−aspa r agine biosynthesis
R

IBO
SYN

2−PW
Y: flavin biosynthesis I (bacteria and plants)

PW
Y−6609: adenine and adenosine salv age III

PW
Y0−1296: purine ribo nucleosides deg radation

PW
Y0−1586: peptidoglycan m

aturation (m
eso−diam

inopim
elate containing)

PW
Y−6163: cho r ism

ate biosynthesis from
 3−deh ydroquinate

AR
O

−PW
Y: chorism

ate biosynthesis I
C

O
M

PLETE−AR
O

−PW
Y : superpathw

a y of arom
atic am

ino acid biosynthesis
PW

Y−922: m
ev alonate path w

a y I
PW

Y0−1298: super path w
ay of pyrim

idine deo xy ribonucleosides degradation
PH

O
SLIPSYN

−PW
Y : superpathw

ay of phospholipid biosynthesis I (bacteria)
PW

Y4FS−7: phosphatidylglycerol biosynthesis I (plastidic)
PW

Y4FS−8: phosphatidylglycerol biosynthesis II (non−plastidic)
PW

Y−7211: superpathw
ay of pyrim

idine deoxyribon ucleotides de novo biosynthesis
PW

Y0−162: superpathw
ay of pyrim

idine ribo nucleotides de n ovo biosynthesis
PW

Y−3781: aerobic respiration I (cytochrom
e c)

H
ISD

EG
−PW

Y: L−histidine degradation I
H

SER
M

E TAN
A−PW

Y: L−m
ethionine biosynthesis III

PW
Y66−389: phytol deg radation

PW
Y0−1297: superpathw

a y of purine deoxyribonucleosides degradation
PW

Y66−409: superpathw
ay of pu rine nucleotide salvage

D
EN

O
VO

PU
R

IN
E2−PW

Y : super pathw
ay of purine nucleotides de novo biosynthesis II

PW
Y−841: superpathw

a y of purine nucleotides de novo biosynthesis I

Coprococcus_comes_ATCC_27758.mgs0282
mgs0159
mgs0206
mgs0705
mgs0984
mgs0064
mgs1136
Ruminococcus_sp_SR15.mgs1493
Bacteroides_fragilis_NCTC_9343.mgs0027
Clostridium_nexile_DSM_1787.mgs0415
Alanine aminotransferase (U/L)r
Waistline (cm)
RDW-SD (fL)
Monocytes (g/L)
Uric acid (μmol/L)r
TRBV9_TRBJ2.1
TRBV13_TRBJ1.6
TRBV7.3_TRBJ2.6
TRBV7.3_TRBJ1.1
TRBV7.3_TRBJ1.5
TRBV10.2_TRBJ1.5
TRBV7.4_TRBJ1.2
TRBV7.4_TRBJ1.3
TRBV7.3_TRBJ1.6
TRBV7.9_TRBJ1.2
11-deoxycortisol (ng/mL)
17α-hydroxyprogesterone (ng/mL)
Arsenic (As) (μg/L)
Mercury (Hg) (μg/L)r
Vitamin A (ng/mL)
Age
Marriager

group

Fecal microbiome
Medical test
Immune indices
Metabolites
Lifestyle questionnaire
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