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2. MEHER (ny FES 210501NC)

1. %k
AR 500 L /A&
- HHREER 1.92 x 1010 cells/500 pL

- RTEA 15% glycerol in PBS (pH7.4)
REFME  -80°C

- HRKL ABEGIE. NBRCORET 2MEDRD S B, 18%kzEA L.
ZINZENOMIEBHEE LR DL IRELELHDTY,

%=1 Cell-Mock-003D{ESL I/ L 7= ik ™ D15

2-1. DNAH R

ABAR~YA 70N\ AFA—-Lavy =T L (JMBC) oI N TLSSOPICHE

W, ARy bARO6Y > TILA 5100 ubExHEL. £— X% (ISOSPIN Fecal
DNA (Z v Ry —>4) ) #BOTDNAHEZTWVWE LA, BRI
FastPrep24 (MP-Biott) #FU, 6.0m/s. 60M%&3ty FTITWWE L7,

WTHIHEDNADERE ZBE L £ L7,

%2 21050INCODNAMHE

DNAHI S

EiHDNASE

£ — X3k

15.8 pg

53%0.2 ug

MRS+ 0HEIR. DNAMEHEDRBRIEERE (n=6) X7,

2-2. E¥R DB HEIES

Quant-iT™ PicoGreen™ dsDNA Assay Kit (Thermo Fisher Scientifictt) %* /A

IMBCA SR ENTULWBSOPIZHEL, SMARTer ThruPLEX DNA-Seq Kit (X7
MiSeq> X 7 4 (llluminatt)
FRWTCYay bAY Y=V RETWE L, REEIZ. KOy b T VR

SNAFH) ERVTIAT5 U —FRET,

LAZOAMME L TITWE L7,

£3 Yav AV —Ar Y REAVEISKOKHEIS

= *E (Mbp) 28 (%) | aE—% Lol
Anaerostipes caccae NBRC 114412 B5i% 3.3 44.5 4 1
Bifidobacterium longum NBRC 114370 | 4% 2.6 60.1 5 1
Bifidobacterium longum subsp. longum NBRC 114494 | 4% 2.5 60.1 4 1
Blautia sp. NBRC 113351 | &5tE 6.2 46.7 5 1*
Collinsella aerofaciens NBRC 114504 | [514% 2.3 60.3 5 1*
Enterocloster clostridioformis NBRC 113352 | Ptk 5.7 48.9 5 1*
Flavonifractor plautii NBRC 113805 | i 43 60.4 3 1
Lactobacillus delbrueckii subsp. delbrueckii | NBRC 3202 F5 1 1.9 50.1 8 1
Ruminococcus gnavus NBRC 114413 | 5% 3.8 42.5 5 1
Akkermansia muciniphila NBRC 114322 | paiE 2.8 55.7 3 1
Bacteroides uniformis NBRC 113350 | patE 5.0 46.2 4 1*
Escherichia coli NBRC 3301 (= 4.8 50.8 7 1
Parabacteroides distasonis NBRC 113806 | it 5.2 45.0 7 1*
Streptococcus mutans NBRC 13955" | 5 2.0 36.9 5 i
Cutibacterium acnes subsp.acnes NBRC 113869 | 1% 2.6 60.0 3 1*
Staphylococcus epidermidis NBRC 113846 | F5i% 2.5 32.2 6 e
Bacillus subtilis subsp. subtilis NBRC 137197 | &M 43 43.3 10 1
Pseudomonas putida NBRC 141647 | Rtk 6.2 62.3 7 i

X ARBGRICER LABEMIENBRCICBWTRERR SN b 0T, BRlICBATEEY,

2y NBEC BAE %ﬁ%@@%’%‘ié‘
H#= (%) (%) *
Anaerostipes caccae NBRC 114412 5.6 5.6%0.0%
Bifidobacterium longum NBRC 114370 5.6 4.4%+0.1%
Bifidobacterium longum subsp. longum NBRC 114494 5.6 45+0.1%
Blautia sp. NBRC 113351 5.6 4.4+0.1%
Collinsella aerofaciens NBRC 114504 5.6 51%+0.1%
Enterocloster clostridioforme NBRC 113352 5.6 6.6+£0.0%
Flavonifractor plautii NBRC 113805 5.6 6.7+£0.1%
Lactobacillus delbrueckii subsp. delbrueckii NBRC 3202 5.6 6.2£0.1%
Ruminococcus gnavus NBRC 114413 5.6 5.3%0.0%
Akkermansia muciniphila NBRC 114322 5.6 5.8+0.0%
Bacteroides uniformis NBRC 113350 5.6 5.9%+0.0%
Escherichia coli NBRC 3301 5.6 6.1+0.1%
Parabacteroides distasonis NBRC 113806 5.6 59+0.1%
Streptococcus mutans NBRC 139557 5.6 4.5%+0.0%
Cutibacterium acnes subsp. acnes NBRC 113869 5.6 6.7£0.1%
Staphylococcus epidermidis NBRC 113846 5.6 4.0+0.1%
Bacillus subtilis subsp. subtilis NBRC 137197 5.6 6.0£0.1%
Pseudomonas putida NBRC 141647 5.6 6.1£0.1%
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ERVWTARI6SETE R L £ L7,
F4  16S I(RNAEMR T & IR L 7o X X 16SERMT

16S rRNABRF ORI ZMEE, TH 2 VIV2HHEE & VAR Z JRICL T, MiSeq¥ X T 4

4. WY FEWOFEERE

24 NBRC 8B V1V2HEE VATEEL
&S (%) (%) %1 (%) %1
Anaerostipes caccae NBRC 114412 4.2% 25+0.1 3.8+£0.2
Bifidobacterium longum NBRC 114370 .
Bifidobacterium longum subsp. longum NBRC 114494 9492 11.6=0.2 9.1=02
Blautia sp. NBRC 113351 5.2% 3.0+0.1 3.6+0.3
Collinsella aerofaciens NBRC 114504 5.2% 45+0.1 3.7+0.3
Enterocloster clostridioforme NBRC 113352 5.2% 4.8+0.2 5503
Flavonifractor plautii NBRC 113805 3.1% 3.4£0.2 4.2£0.2
Lactobacillus delbrueckii subsp. delbrueckii NBRC 3202 8.3% 6.8+0.1 75+0.2
Ruminococcus gnavus NBRC 114413 5.2% 4.6+0.4 5.0+0.2
Akkermansia muciniphila NBRC 114322 3.1% 2.6+0.1 5.1+0.2
Bacteroides uniformis NBRC 113350 4.2% 8.8+0.1 4.2+0.3
Escherichia coli NBRC 3301 7.3% 8.9+0.2 8.2+1.1
Parabacteroides distasonis NBRC 113806 7.3% 55+0.1 5.0+0.3
Streptococcus mutans NBRC 13955" 5.2% 5.2+0.4 553203
Cutibacterium acnes subsp. acnes NBRC 113869 3.1% 2.9+0.1 4.8+0.1
Staphylococcus epidermidis NBRC 113846 6.3% 7.0+£0.2 5.5+0.4
Bacillus subtilis subsp. subtilis NBRC 137197 10.4% 6.3£0.4 10.6+1.5
Pseudomonas putida NBRC 141647 7.3% 11.7£0.6 8.4£0.5

EARfEIZ16S rRNABEEF O I —HOEEEERT,

X1 RS+ OMER. FFERICH T D A X 16SHEITTAE L /2R B & 0 RRIEERE (n

X2 @ Bifidobacteriuml3A A 2 16SIRIT TIEEBITE AW, AELAHEE L,

VIV2SEE OB ISR L7774 ~—

VASEE O BRITICER L7 747 —

A L 16SERITHESR

1 27Fmod (5'- AGRGTTTGATYMTGGCTCAG -3),

338R (5'- TGCTGCCTCCCGTAGGAGT -3')
(Kim SW et al, DNA Res., (2013) 20:241-253 )

: 515Fmod (5'- GTGYCAGCMGCCGCGGTAA -37),

806Rmod (5'- GGACTACNVGGGTWTCTAAT -3’)

( Parada AE et al., Environ. Microbiol.,

(2016) 18:1403-1414 )

( Apprill A et al., Aquat. Microb. Ecol., (2015) 75:129-137 )
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- Bk, NBRCWMEMAD 7 TR EFERICET 2MEE UTREE) 247 5L, BE
ICED BFARMAFICEVWARZZE ZEACTZE L,

-FAEIE. ARREE b CRE. 2B, REY. Tofh) ICEEFERLAVTEI L,

AR, EYXITERPETH Y EENENT D Z & RIBEZFORABEECBENRERIED
HDHZEERHL, BURKBEOD LHMFHB L UOBMOH 2 ANBEY TN FZE 0,

- AREED D, BEYOERE LANWTLIZS 0,

cARERE BETEZHICEREXENEEZ LBWVWTLIEIWL, F2. REEOMARG! L}il,
BOWEREY, REREFEZHICTHRAWEEL I TEES, Z0HE, FAIFEEEE=ZHIC
EORBEZEMTLTL O, EE FFBEICHIY £T,

- FMAEIE. AEROF B BoN-BRREZNKT 2HBEICIE. NBRCHA LA ZORES
-85 R kT—%& WE%M/ ’\i\%& INBRCICZ DEREBHHE L 2E W,

- ARERERIBEFICEOVLT, Pﬁ%ﬁ’] ICHAL7BAE. ERENBRCICZDIFEHRZ B S <
7280, (FEBNCNBRCHRBO B EILR <, )

. ?Eﬁi\ L7=ARBEAMBEREAR ENBRCOFFICL 2REGDOHEIE. REIE L THRER60BUA

g A WL NIE. R—NBRCHAEYH 7 T A XIEZFNICHLE T ZNBRCHAE H o T %1
E CRR Y EETHRAFEICEF W LET,
BEEAST2EESKISILET, TOHEOREDRIITWZLHIRET,
CABRAEFBLI-REERAERTIHEIE. UTO®mXESIALTLIEE L,
Tourlousse, D.M., Narita, K., Miura, T. et al. Characterization and demonstration of mock

communities as control reagents for accurate human microbiome community measurements.
Microbiology Spectrum, 10(2): e01915-21.
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