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HEADEEASHHSNI=MENDIRE (—H)

45782 R TR SN TL\BHE

t I\ E E Acidaminococcus intestini RD014252 EREEAERRER X# D
E * Christensenella minuta RD014214 RE iR 2 2
Flavonifractor plautii RD014238 HIEE T AR (Treg #AR) DFE %3
Intestinimonas butyriciproducens RD014241 BRESAERRER X4
Peptoniphilus grossensis RD014243 BARAN SIS THREEENIZIE
Ruthenibacterium lactatiformans RD014228 BARANDSHSH THRES IR

HARANDEEL 538 LT
W E 4:7].] *ﬂi 35 E 1 43 *% % ik 1 1 Acidaminococcus intestini sp. nov., isolated from human clinical samples. Int J Syst Evol Microbiol. 2007 Oct;57(Pt 10):2314-9.

. 3Z# 2 © Human genetics shape the gut microbiome. Cell. 2014 Nov 6;159(4):789-99.
Lly% L/ i L/ 7’: *1 3Ziik 3 - Treg induction by a rationally selected mixture of Clostridia strains from the human microbiota. Nature. 2013 Aug 8;500(7461):232-6.
° 3k 4 © Intestinimonas butyriciproducens gen. nov., sp. nov., a butyrate-producing bacterium from the mouse intestine. Int J Syst Evol Microbiol. 2013 Dec;63(Pt 12):4606-12.
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E * Actinomyces oris RD014548 1 R
Campylobacter showae RD014547 B 5

Corynebacterium durum RD014551 1§
Prevotella jejuni RD014538 1 R
T Propionibacterium acidifaciens RD014552 [ESRIE
Y —
HARAOORED 578k LTt Veillonella atypica RD014544 I R
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Brachybacterium paraconglomeratum 113868 40 KB4 Mhe
t Is & =1 Corynebacterium glucuronolyticum 113808 40 KB4 *E
E * Corynebacterium gottingense 113810 40 KBH% EBKVIEE
Corynebacterium mucifaciens 113809 30 K&t HTc - B
Corynebacterium tuberculostearicum 113812 30 &t Bl
Corynebacterium ureicelerivorans 113814 40 KB4 53
Cutibacterium acnes subsp. acnes (IA2 type) *3 113869 30 RatE NE(2ED)
HEADODREEHNSREEL T Cutibacterium acnes subsp. acnes (IA2 type) *3 113815 30 Rtk HTc - EM
WA 12 B 45 M E Cutibacterium acnes subsp. acnes (I1A2 type) *3 113816 40 KB4 H
INEE LFE LTz, 5 Cutibacterium acnes subsp. acnes (IB type) *3 113817 30 Rzt *E
Cutibacterium acnes subsp. acnes (1B type) *3 113818 40 KB MH% HZ
Cutibacterium acnes subsp. defendens (|| type) *3 113819 40 KB &
Cutibacterium avidum 113820 30 K&t SE(ERED)
Cutibacterium granulosum 113821 30 K&t B
Micrococcus yunnanensis 113871 40 KB4 iy
Moraxella osloensis 113844 30 K&t AN
Pseudopropionibacterium propionicum 113823 40 KBH% E (&)
Staphylococcus caprae 113845 40 KB4 mhe
Staphylococcus hominis subsp. novobiosepticus 113848 40 KB4 EFERERE
Tessaracoccus arenae 113870 40 KB4 e

1 —EPRRIER %2 1 16S RNABEFOERMRZRICK VSN faAigiERzL@ L THEYET %3 Multiplex PCR IT& 5%)#7 (J Clin Microbiol. 2015 Apr;53(4):1149-55.)
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