SCRRC TR

gy \ . S EE
it [|): 2019/11/3



Koistinen et al. Microbiome (2019) 7:103

https://doi.org/10.1186/s40168-019-0718-2 M icro b | ome
Contribution of gut microbiota to ")

metabolism of dietary glycine betaine in
mice and in vitro colonic fermentation

Ville M. Koistinen"" @, Olli Karkkainen', Klaudyna Borewicz?, Iman Zarei', Jenna Jokkala', Valérie Micard'~,
Natalia Rosa-Sibakov'~>, Seppo Auriola®, Anna-Marja Aura’, Hauke Smidt” and Kati Hanhineva'

IF=10.465



DR ik, slRSHER Sik BEiSRY

tHEEIR (Betaine) , N-=BEHIZER. IBRHISE
WS, EREEAAREER. 19HEER \/
WIS, BRI SEsS. Baht ~ O
& | KB D2 SFA AL A,
HERARTEEREREREER L, CUEREEEERAMER. It
IMERBREMAS SESRERNRERRR, MREMRNEEEAE
ERILETRES, PECEISERIN-PEWTS, BHREEy
=, HEGHETHRNE (ES) 1EA.




DR ik, slRSHER Sik BEiSRY

SR Z5IR1ER 2

SRISHRF | eMEE . SHME | eHfh ,

AEKOR, | OAEEMrE | SD-RHUMM ¢ SECHERER

EIFABMMBATE | EEREE BEERS, E r'ﬁkw o
I

BORREKE; BT R, (BXmO | ASMETREIRE . A mEEX, B
TEPRPIREEREL R 137, NEEE E?%E-L?%ﬂfkflb i
PRAOVERD, SRR T BAMB K ,

Iﬁ'ﬂ’ﬁlﬁi&hﬂ HE |
|H:F1§EQ%1’IE ]

L1210(LEyE#2 |




DR ik, slRSHER Sik BEiSRY

KEEERA? BRAiEaE
P ARSI R S
- TUERE AR | SRR, REREE,

TR, B pmmmeR,

é 3iEERkiEE:
E =t (atl i =

| BB ZR TS 7 L R ]
;E;:fiﬁ;;ﬁ SRERSREEHEE | 14PUEREE:
AR s AR, FRHES | | SRR SEER |
R, AEEEFMEL

I TATEEMGEONE, | |, SEREL, RS |

R, RS O | .
PR, B EF | o ot mIoR) | | BYURR, IR
| AR | Sy .




DR ik, slRSHER Sik BEiSRY

SHSRIRSRR ?




k. a5 gt RBEiSRE

HiS5E X2

m TR
m EHSREERL- - T A AR
B - TS BN



BhatEEX GRS G BE5kEY
s

Table 1 Study groups and the diets of the C57BL/6 J mice in the bran-enriched feed trial

Study group n Week 1-9 Week 10-18
HF 14 HF (D12451) HF (D12451)
HFLF 9 HF (D12451) LF (D124508)
LF 10 LF (D12450B) LF (D124508)
R1 11 HF (D124571) D12451 + unprocessed rye bran
R2 10 HF (D12451) D12451 + bioprocessed rye bran
Al 9 HF (D12451) D12451 + unprocessed wheat aleurone
A4 11 HF (D12451) D12451 + bioprocessed wheat aleurone
k()‘\’LA“"‘“ B . n=64 " R1(12451+un-rye)
: Vv —— R2(12451 +bio-rye)
- |1 A1(12451+un-whe)
A2(12451 +bio-whe)
Lr gy HF(12451)
HE I VES 124 0 - L. LF(D124508)
(n = 74) 8 ,ws n=10 > LF(D124508)
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Fig. 2 Redundancy analysis (RDA) of the identified betainized compounds (dark grey arrows), diet groups (coloured nodes), and genus-level
relative bacterial abundances (purple arrows) in the colonic contents of the studied mice. The microbial composition and the diet groups are
used as explanatory variables, together accounting for 93% of the variation in the metabolite levels
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. 2 Redundancy analysis (RDA) of the identified betainized compounds (dark grey arrows), diet groups (coloured nodes), and genus-level
relative bacterial abundances (purple arrows) in the colonic contents of the studied mice. The microbial composition and the diet groups are
used as explanatory variables, together accounting for 93% of the variation in the metabolite levels
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