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Develggment of an innovative strategy to control gut microbes using indigestible
peptides

Kurihara, Shin

5,000,000

51

11 Bacteroides 9
Bacteroides

160

Dietary fibre, a non-digestible component related to carbohydrates, is
widely used as a modulator of gut microbiota, whereas non-digestible peptides, a protein-related
non-digestible component, are not yet exploited as a modulator of gut microbiota. Therefore, we
investigated the effects of non-digestible peptides from soybean on the gut microbiota. The effect
of non-digestible peptides on the growth of the 51 most prevalent bacteria in the human gut
commensal microbiota was analysed In culture, and found that non-digestible peptides inhibited the
growth of nine of the 11 Bacteroides species tested. Next, when non-digestible peptides were added
to a faecal culture system, they specifically inhibited the growth of Bacteroides spp.

Bacteroides



21

90%

Faecalibacterium prausnitzi

160

GAM 5% GB
Front. Endocrinol. 2023, in press,
doi: 10.3389/fendo.2023.1056866 0.5% (wiv)
GAM
GAM 0.5% (wiv)
GAM ODexw 0.01 37
16SrDNA
0.1 mm / 3.0 mm
DNA 16S rRNA

MiSeq [llumina, San Diego, CA, USA 2x 300-base-pair



Nutrients 2021, 13:2029.

Bacteroides

GAM

GB

51

GAM

GAM

0.5%
60

ODswo

ODswo

65

GAM

%

ODswo

GAM

100

*p<0.05
**p<0.01

wins ouny winy
aeayjoq wnpuIsol)
syopuy o]
s —e==t—] wnsowes wnpuISo|)

-dsqns
e 0/1011p WNIPUISO))

" 23
£85A syedoey 3
nuasuey ennejg

=== suwoy eunqosoy

smea o)
wnnaouuy wnpMISo])
snuenjes

*k

aneyd 101

two-sample t-test

oeso|xom ennelg

Suapupds WnpUISo])
ofpxou 5]

stuuojyy ey u

apqeuen by
[ PS— S )

%

[ — S P

3¢ —Estm=——] winoess wnuo)>EqN3

et suaoej0s0e EljoSUNI0D

* wnaqo

snaeub
spae)oe|

sanbioy

nuiosq 7
et SUE40UDB1|UII0) £3I0Q

*%

16uo) eaioq
g NuOSuYo[ sapjosaldeqesEq
* =] sjuoseIsIp sapjoe10EqelEd
i oepiow sop
3 remy sy//bey sopl0s0IOEG

¥ Fetmmy yipjoBouy sopjosoroeg

1yuebbo

sH0240)s SOP)
o] jaJ0p SOpJ0JB)OEG

++ —emtm===] smeso sopjoso1oeg

¥ v suonjosjuelAx sopjoioroeg

+ g smeDNA SOPJ0IOIIRY

3 wemmy{ oe90e0 sopjosaloeg
spuioyun

- wnbuoy
spueyuy wny

onauq winy
wnpyq winy i
+ ] so€7 ‘dSqNSs Syew|ue WNUeIEGOPIYE

y-£d¥ Smeain snjoeqoioe]

“dsqns
snoey 7
wome snjjy 1

1
Huosuyof snjjt 1
1aasseb snj 7

“dsqns joses snjy 7

ety 056 ‘dsqns osed snf9EGOIIET

300

250

o o
Yo]

150
100

- {ONT114

(ODaoo)

(ODGOO)
60

24

%

100

%

p<005 ** p<0.01

*
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Bacteroides caccae (Cell 167:1339-1353. (2016))

32
Bacteroides fragilis (Science 359:592-597. (2018))
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