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Treg induction by a rationally selected mixture of Clostridia strains from the human
microbiota. Atarashi K, et al. Nature. 2013, 500(7461):232-6.
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of the highly heritable taxon
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“British Gut”

http://www.britishgut.org
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This is a unique open collaboration between the Department of Twin Research at King's College London and The
American Gut Project (AGP) to try to understand the bacterial diversity of the British Gut.

§ Welcome to The British Gut Project!

Many people don't realize that the bacteria that live inside us play an incredibly important
role in our health. There are so many of them, that they make up 90 percent of the cells in
our body and their most important jobs include manufacturing vitamins for us and breaking
down and digesting our food. The trillions of bacteria in our gut weigh nearly 2 kg (over 4lbs).
This community of bacteria can be H'lougi'ﬂ' of as an extra ‘organ’ which we call our
“microbiome”. We evolved together with our microbiome over millions of years. Recent

research has discovered that small :hanges in this Fine|y balanced community can affect our
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Maternal high-fat diet alters offspring
gut microbiome, social behavior, PVN
oxytocin levels, and VTA plasticity
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(Cancer Res, 2015 Feb. 25 Online First)
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Nature Med 2016, 22:250.

VMT (vaginal microbiota transfer: ERPABAEIFEST)
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Low-dose pemm]lm in early I|fe mduces Iong term
changes in murine gut microbiota, brain cytokines
and behavior

PNDO = delivery

PND21 = weaning
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In utero + postnatal
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(pregnant dams) (dams)
act Behavioural tests ¢/ & Euthanize &
B AB open field
AB/JB1 social behavior

Number of pups

preference for social novelty
elevated plus maze

s

AB 13 12
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* Gut microbiota analysis (dams)
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RESEARCH ARTICLE

Differences in gut microbiota profile between

women with active lifestyle and sedentary
women

Active lifestyle
WHOE# (2011) T
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Rail Dominguez®, Diego Moreno®, Mar Larrosa®*

1 Department of Basic Sciences, European University, Madrid, Spain, 2 Ressarch Group on Nutrition,
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Table 1. Fatand muscle body composition parameters.

Check for
updates

Sample size
BFP (%)

BFM (kg)

VAT (g)

Al (kg/m?)

MMI (kg/m?)
AppMMI (kg/m?)

ACT

n=19
27.4+4.8
16.135.9

206.9+118.9

6.12+1.7
15.3+1.7
6.7+1.1

ACT = active group: SED: sedentary group.

SED
n=21
34.5+4.7
20.7945.5
330.7+141.0
7.7£2.0
13.3x1.2
5.6+0.6

0.001
0.027
0.011
0.018
0.001
0.001

BFP: body fat percentage; BFM: body fat mass; VAT: estimated visceral fat; Al: adiposity index; MMI:
muscular mass index; AppMMI: appendicular muscular mass index. Values are means+standard deviation.
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HZ + COZ

Acetogenesis
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Methanogenesis
4H, + CO, >

CH4+2H20
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Sulfate reduction
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K15022: tormatd dohydreganass betd subund

KD1838: tormate--tetrahydrodolate igase

KO1491: mathylanstotrabydrotolata doydeogonass (NADP.)

KO0257: meshylonetotrabydrololase reductase (NADPH)

KDO194: acatyl-CaA decasbonylasa/syniase complax subunit dalts
KO0197: acetyl-CaA decarbonylase/synihase compho: subunit gamma
K14138; carbon moncuie dehydrgenase

KA5023: S-methyRatrafydrotolate corrnadiren sulfur protinn methyliranslerase
KOO196 CAbon-monoxide deryargenass ¥on sulur subunit

KDO198: earbon-monaxide dohyciogenise catahyte subunt

KO3518. carbon-monoude dehydrogenase small subund

KD3515: carbon-monavids dehydroganiss meium subunit

KLI520. carbon-mondde defydrogenase lage subuni

KDOB25: phosphate acefyfransierase

K137B8. phosphate scutyltransterase

K15024° propanedol uthzanon probein

KDOG25" scotme onass

Tlie

KOO200: farmylmathanchuran dobydrogenass subunit A
K00201: formylmethancfuran detydrogenase subunit B
KO0202: formyimethanofuran defydrgenase subunit G
K00203: formylmethancburan debydrogenase subunit D
KOO204: formyimethanofuran defydrogenass subunit H
KOO205: formylmethancuran dehydragenase subunit F
K 11260 formyimethancéuran defydrogenass subunit G
KOOBTZ y N—formmy
K4 ey e
KOO3 1%
K302, 5,10-ma ydicg
KO03Z0: coarayme F420-dependent NS, N10-methanyitetratydromethanapiernn reductase
KDOSTT: Wtrahydromethancolerin S-moiyanslonase subund A

5 H

KOa574 subunit B
KOO579 ptorin 5 ¥ subunit C
KO0580 y S-met subunit O
KDO581 v 5 ¥ e subunit
KD0583: Wirahydromethancplenn S-meliyfranslenise subunit G
K058 5. = ase subunit H
KDOI90: mathylcoanzyma M recuctass alpha subuni

KOO400 iyl M redductase syt A2

KD0401: mashyl—coanzyma M raductass bets subuni
KOO402. meshyl-coanzyme M reductase gamma sutuni
KO3421 . mashyl—connzyme M reductase subunit C
KO3422: methyl-coenzyme M reductase subunt O

KDOGSH: suillate acenylyRransierase subunit 1

KOOYST: sulnte danylyransterase subunit 2

KO0304: acenylylsutate reductase, subunit A

K11180: sulle reductass, desimiatory-type alpha suburit
K11181: sulfite reductzse, dasimiatory-type beta suburi

Nishijima S et al. DNA Res 2016, 23: 125
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