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t b S HrEiE X 72 B fE Fusicatenibacter saccharivorans gen.
nov., sp. nov. D73 FH & FfEl

Characterization and classification of a novel microbe, Fusicatenibacter

sacchariworans gen. nov., sp. nov., isolated from human feces
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[BI] & MG # O REBEZE D —>TH A Blautia coccoides group (Clostridium cluster XIV a)
X, BEOBNREMIFICBWTEELRFEBETHLLEEZONLY, 70—y I94 75 ) =k EICL
0, K728 FESNTORWHBEOHFIENHSL 22 ENTWE, T4 lE, REZORFEEEME (L,
LCR24 W #E & W-HR) OHEEAZ A, FrEfEe L CIRIBET 272012, BB XL ORFABENERICOW
THRTz.

[75:] 16S rRNA $EHEEHIOIEA 5, LCR24 W IR 2 SR 2 g L, 2 ORI % &2
PCRHAZ7I9A~—BLUOFISHH 70— 7 %8 L7, PCR I L) LCR24 W A3 A b |2 78 W BUfr
T AEEBRN 4 B 7 ERL, TOERMEFMBPIMN 7T IV TERREMICEIVEEL. a0=—PCR %
12X V) LCRA B HETH L Hikk #E3K L, single colony isolation %, 16S rRNA ¥ —27 T 7, 4
SHERPAER e e, S HERERIG B L OHE RSB IR GBS & it L 7.

[R5 ] w3 % 0FMH 2 5 LCR24 WHEAS 3 Bidk (HT03-11, KO-38 3 L U8 TT-111 k) s 7z,
LCR24 W 3 HRkIE, 16S rRNA HiFEFEHI2HEED < R TlE, Blautia coccoides group MO BEHIH
LML L7227 TAY — %R L, &b IR EE (Clostridium bolteae WAL 163517 BL U C. sac-
charolyticum WM-T) & OAHFEMEDT937% T - 72, LCR24 W OEBUR MM E L <, FEAM
SHARIANE & L CUERE, WERR, FLERB X O a sz A L (MR T, EERE oI BRE A L
), HIKDNA @ GC &&E5°469-472% (RIRCITAFAEClL, NN 505%B L UN280%), 1 X1~
8 b L, a-Galactosidase & Esterase lipase {14 % A 3 % MASHIRCITARAE & 1387 > Tz,

[#£%] LCR24 Wi#E 3 WikkiZ, b T BEAEAE L @ 16S rRNA MEMEDS 7% KRG TH Y, e
AR O R 8 E, FwtETh S LWL, #FEME Fusicatenibacter saccharivorans
gen. nov., sp. nov. & L CHEME L 7-.
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Diversity in gut bacterial community structure of Asian children profiled
by 16S rRNA gene pyrosequencing
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OBIJECTIVE: To investigate bacterial community structure in Asian gut microbiota and its corre-
lation with varied ethnic characteristics, we analyzed fecal bacterial composition of healthy young-
sters living in 10 cities in Asia [Lanzhou (LZ), Beijing (B]), Tokyo (TK), Fukuoka (FK), Taipei (TP),
Taichung (TC), Khon Kean (KK), Bangkok (BK), Yogyakarta (YY) and Bali (BL)l. The bacterial
composition was analyzed by using pyrosequencing-based 16S rRNA profiling which has become an
advantaged way for visualizing the community structure of gastro-intestinal (GI) tract microbiota.
MATERIALS & METHODS: Fecal samples were collected from healthy children aged 7 to 11
years living in the 10 cities with in total 303 subject samples (at least 25 subjects from one city)
used for flora analysis. The V6-V8 segment of fecal bacterial 16S rDNA was amplified by PCR
using eubacterial universal primers with barcode-sequence tag and subjected to sequence analysis
by 454 GS FLX Titanium Sequencing System (Roche). After the chimera check, 1,689,054 reads
were obtained and dereplicated into 20,654 OTUs with 97% identity. The RDP Classifier search
and the RDP Segmatch search were employed to identify taxonomy of each OTU. Relative abun-
dance of each taxon from phylum to species was determined individually and subjected to statisti-
cal analysis, e.g, ANOVA and Mann Whitney U-test and multivariate analyses, e.g., principal com-
ponent analysis (PCA) and random forest analysis.

RESULTS & DISCUSSION: Comparative analysis of bacterial composition among 10 cities indi-
cated dominance of Prevotella in KK, YK and BL instead of dominance of Bifidobacterium and
Bacteroides in the other cities. PCA showed two distinctive enterotypes: one was defined by
Bacteroides and Bifidobacterium, which mainly found in Chinese, Taiwanese and Japanese as
well as the other one was observed in most of KK, YK and BL subjects, which was defined by
Prevotella and some other related genera, e.g., Xylanibacter, Desulfovibrio and Slackia. Also,
alpha diversity simulation based on OTU profile in each subject indicated that children in KK,
YK, and BL have higher diversity and richness in their microbiota composition than in the rest
of the countries, especially Japan. Children in Japan showed some other distinct features in their
microbiota, such as high abundance in Bifidobacterium and low abundance in Enterobacteriaceae,
Phascolarctobacterium, and Clostridium perfringens. These differences in bacterial community
structure found in Asian youngsters may reflect different dietary habit and living environment.
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Fecal microbiota and fecal characteristics of patients with severe motor
and intellectual disabilities undergoing long-term tube feeding

OB L BAEFRL, WL T L s wmsk !, mE L B sl s
MHEBE L e T BESFZ @Es=73
Lo BT R BRI R 2 > 4 —, ZAERUEROR SRR AR, ST u— I — AV w5 ()

[IZUIZ] 20 B, BN 70— OWIZRIREICER L, BN 70— 713505 ORI A F)
WCAARFICO B X BNICHEERPERICHEE TS L, BAORBRORRE L2252 EAWHLNIZENT
Wh, —F, BEEOCHEEER (&) (LT, ®ER) Tk, FELAE (W), HRiEotE, BEEO -
AR ENLBRBENREMIREZET 52 A%, BEREETREEIC L 2 MEMEA Ly ZADERITL
ELIEA LN, BABTHRERERZ EPLBERBLR/ELLEINLIZELL V. 4N, KL dwHbsE
IR EIC L BN 70— S NOFELIERINTwEI 3 d ), EHICREEBETHREERL
NT L EELEEEZOEMEAH & FHAERERE L, FEHREOETE AOBHEE TliRL, BARK
FEDOINT  ZADRFERBNBREDEALDOA IOV TR L 7.

[ & hds L OHER] 5L, BINCERRERY (REREAME X ORERER) CREFHS
NCTWBERER 136) (BEL 4, K84, FIFEE335m) T, FEMEH 2K L, Mitsuoka and
Hayakawa (1972) OfftiE AOBSE L I L 72, FofE%, BE % X U Clostridium-others B & OF
B2 BT RTOEEOR B L, Lactobacillus B £ 'L (+) Clostridium (Clostridium per-
Sfringens) IR TORBETEIIM SN o7z, —J, EERKIE, £ OEERT, JRIRE - SRAEMEH
mTHY, #E pH EI7 V) EoMENZ R L. $2, FEHOWNGIZT 7 Faua—X, +) JHE%
BURERB AN A 2L TWERTIE, FEEI L X, R B & O Bacteroidaceae @ 4 2
132D 6o 72D, Bifidobacterium OSBRI FEIE N> 72,

[Z2] SEEE N TR RERGO LT, FICHFICT 7 Fau—R, F77 Mr) THEE
CiRIE B B an A B O Bifidobacterium O S5HFENZNUNOREICHEEIZE 7208, £ T
PEX, Bifidobacterium DK T-& LT, BN 70 —-F 12882 KL, BNE#FEEZ BIFICRDS Z &8
EbNTEY, IhHOfRIE, BHRERLES B X UREROFEBEIC L) EoMEEZEIZLL, #
WIRICEEEZ G272 FE26N05. TOZ LD, BEOBERERSCEGFHH, RERER EICED LD
IR L TWLDONIZONWTIE, 5B OICHENICHRETALENH L EEbND.
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MLST % & OF AFLP 12 & % Bifidobacterium longum subsp. longum
D BEFARIEORRGLE
Transmission of intestinal Bifidobacterium longum subsp. longum strains

from mother to infant, determined by multilocus sequencing typing and
amplified fragment length polymorphism
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3Danone Research Center for Specialised Nutrition
[Br9] R OB OBE \EIET 5 BN R SHT A RO E IEZE T 2 022 FE L NV CHRGES 5.

[5E:] B7 & IR EHEE - WEE TR S5 B. longum subsp. longum &% —7 v & L7z,
FEBUZ D WU EERT 2 [, FraERIZo>wTix, B, HAE3HER, 7THE 1o Ak 37 AROMr
FRILL, TOS 7u s yREEHICEL ) €7 4 AW ZHEEL /2. 87 & 312 B longum subsp. longum
AR 784, MLST (Multilocus Sequencing Typing) #12 & V) Bkk L~V O [E]—VE % BGE L 72,
e L7z 7 BInT 3527 NS - L 726, F—HkE A% L, TIN5 OREEY kR ol
—VEZMFET 5 AFLP (Amplified Fragment Length Polymorphism) #EIZHE L7z, 7 9 A % — kT 1L
BioNumerics V7 b7 = 7 & H\w 7z,

[#& %) B longum subsp. longum HFH S N7z 8 OET- 255207 kDO ¥ 7 1 X AH % Bl L,
MLSTHETIIT L7z 2 A, 2603 — 27 T A% 4 FIZHHEEN, 6 OFF T 11 2% 43F) D
—WRDEIEDPHERR S L7z, TS 43 %k% AFLPEIC K DT L7 & 2 A, MLST Tl —Rkk & [H
EINTHEKRELIZTRTELE 77 A 8%% =2 &RL, MLST 0@ RZ2EZMNITLH DT
Hotz. Tl VITAY—ENOMER, REBIIHIL L7 IAY—%BRLTBY, %2258 T7HT
[fl—2 A% =% T AT Lid kol

[£%2] 11 Rfodici, FAEROBRErSHHSNwKED DD, BEZRRVEICHREBRO Y 7 4
AAWDHFAEROBEIRZIFEL T I EdRB SN 72, R LMRITHAR 3 2 HICH - TR
B IZHT A o SN B1b B Y, D SEHE L RS HERORGE IZESE L Tnd 2 LIRS
N7z, AL B. longum subsp. longum TORMGERERZ R L7, MORHIZBWTH BHBERED
R AERIEIE L COAWTREMEDSE Z SN 5.
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PMA & ®HEFFEM primer 2 H W2 E &M PCREICK 54 % 7-
Bifidobacterium bifidum BF-1¥kD b EE 2 & OEmM

Quantitative detection of viable Bifidobacterium bifidum BF-1
in human feces by using propidium monoazide and strain-specific primers
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(B8] 7o gF 7 4 7 Z8FOAMEABETORGRHEOBIRAIIE, I F TR HCHUE
BB 7% ERFFFIE D CHMTH N 2L LT 5 HESHWL T E 2 TFETIE, FEM primer % H
W7zE = PCR (qPCR) 2L D R EHROEZEEREAITHOIL TS, L2 Lad5, O qPCR
BECIRAEREEOGINIREETH L. 22T, 7TU/NA{ 5 1 7 X Bifidobacterium bifidum BF-1
(YIT 10347) OHERAFHED primer (pBF-1) OB ZAT\, #IRAYMEE #4637 propidium monoazide
(PMA) #%HlAAEDbDE7z qPCRE (PMA-qPCR) 1240, #AEHROA X7 YIT 10347 % Mk - IEFEICE
wmY AL EREL.

[753:] pBF-1 OES213 YIT 10347 (24E8E A7 RAPD /N> FHEEDEH) % v 72, A& 72 YIT 10347
DIAE 2 & ORI, YIT 10347 O FERr 2wk d 2 VISV E /A& (80T, 1047) AL,
PMA L3 (50 uM PMA #H1T 5 45 M S IR & %, 24 MOGESS) L 72 PMA-gPCR #E12 & b i~
7o, FWigsz (10 HE), BXOALERWHE (pH28, 3EH) 12B1F 5 YIT 10347 D fEse L0 %At
% PMA-qPCR £ CT#E#T L, DAPI 41 7 > b, 16S rRNA %1% &4 % RT-gPCR %, Bk ATP i%,
BLOYIT 10347 OBIREEHIC & 2 BB L7 BRl M &OREARLY 1 H 1A (% 1010
CFU), 28 HBIEKH L7z 12 4 DFAEA 50 YIT 10347 O EILE % PMA-qPCR i & 52385 THE
L7.

(R & £ %2] B bifidum 30 Wtk % & it 127 BIROBANME 23 % PCRIZX YD, pBF-1 28 YIT
10347 ICHBERNTH D = & 2 MR L 72,

PMA-qPCR #1&, YIT 10347 OINEIEHE KD PCR ¥l % 8% @ gPCR & g L CT# 1/10,000 (ZH)
HIL, BEHROA X7 YIT 10347 OESICESTH 72, BREERICBIT 24 572 YIT 10347 OH%it,
B, ATPIEMES L O'PMA-gPCRET 101 cells/ml 725 10° cells/mlCiid 3 2 & & ASHEER S 7275,
DAPL #7 > b, @%@ qPCR #35 X ' RT-gPCR ETIIHELHIIR SN b o7 b MEMICE X7
YIT 10347 % #H0 L C PMA-gPCR #: %479 &, &ME & PMA-gPCR 12 X 2 B#2 1% 10°° - 10102
cells/g D TIEFIZE HBREDIA SN2 (r > 099, p < 0.001).

BF-1 4 &4 5 MARSGOKHAHD 124 0% MH 5, 10" *1° CFU/g, qPCREET
1078 * 97 cells/g, PMA-qPCR #:C 1052 * %4 cells/g @ YIT 10347 52N ZHEE S, e stt % ik
B35 PMA-qPCREIZL Y, au=—JERREZ R & 97 258250 52 (p < 001) O YIT
10347 732 & TIHWICHFEAET A 2 E AR S L7z, PMA JALHL & HEAREE R DY primer % H V72 qPCR #:0
MAEbEE, FMb oA S YIT 10347 ORE»OIEME R ERE W REE L7z,





