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RN EMARRERE
BAEBZB TREXTALXHEMANER, BNERSRANTH, MERFHRARKE T—KAZX, NRERAFH
REETF, EEAREKBIEENETEEHEIEN R AARERN I B ERABINERNNERN DT ENE
—ZHITNNE, WHARERNBRUENATEEUEXREE . REEDININNERMRUENTERE, BERTRERS
Rt T R N A EYA R INEREE R RIS ME NN R R, RASAXEEFNERRRAIFIREXE,

A SERIAR AR TR ARYSCISES R

HMEMERRNER ISR B RENE. Sk, ATCCARTRANE: MEMBIRER, EREWATER
RIS NNE, ATCCHAEMAREREEOLLERETRNHRALBIER, FRB RN —RMEN— B EE,
MR EEIBIRDHT, ATCCIRET SMORRUNRREHTEA, ULHEHRENARR, SEUTAE:

- BN EYREE - spike-in X388
- MERNRRIESY REAMERAITER
- NMESEN BT S - RN EMIEERES

ATCC HEMERZSMInERAR, EEHSREN. SINERNMNFR ATCC I#H-4AM, BEZ2RNRNS R,
e BuC A = fn A TR 5.

B
- RS

. IiEHE EEE

EiHRER — SIEDNARSTISER

A SERIRAER BB
ATCC BRI RBL LUTSE M BTEM T A S B SRRRAT MO T , 3 B HAUENE AT A L HEREE IR
DHFFRNBRIR. AT BFHZFHEMRR, ATCC HIREEMEINERENITER™S:

- ERMRAMIZERE S R B BEMERE
- gDNA FEFHIFFERE - BMRERE S 320 MEKTE
- NEBEMNSEL BN Em - EATLHAN spike-in XTHRLE

BT ATCC FFA S BAFEOE N, B2 ATCC MRS, 6 ATCC MM MR E RR N B FAR LSRRI HUE,
(R A AR R IR T 2 AR LR BB T A,
EZi¥E g% WWW.ATCC.ORG/MICROBIOME
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EHITHEVMARRN, EEFNERFZENMESEZXZMENE R, BIEH ATCC HEMITEMHLES One

Codex HIEDITIEIR, ERILLIRIERSARIMEREMBMA AR, HAHRERNENIE.

ATCC® MSA-2003™ ATCC® MSA-2002™
(10 Organisms Even Ratio) (20 Organisms Even Ratio)
T 1

100% <~

0% =
8 80%
8 70%

60% -
'g 50% -~
§ 40%

30%
E 20% e

10%

0% " Expected Kit-A Kit-A Kit- B
MSA-2003™ Shotgun Sho‘tgun MSA 2002TM Shotgun Shotgun
Method

1: 2 EHEIREYEEE T B FEL AR ER DNA REUAFIE

EXE, BINBTRT —MRESRIEMR. FERAMMESCRBET SN EERREYAEITERNTEN
FH o HIZELE DNA, 1REXE, 7 lllumina® MiSeq® ¥ & LR S6ERANFE S HrEE L DNA,
FEMA One Codex Y ATCC 415 EF T AN REUE,

ATCC® MSA-1000™ ATCC® MSA-1001™
(10 Organisms Even Ratio) (10 Organisms Staggered Ratio)
1

T I 1

100%
90%
80%
70%
60%
50%
40%
30%

Percent of Reads

FEERLE

0%~ Expected  16SIRNA  Shotgun Expected  16SRNA  Shotgun

B ATCC® MSA-1002™ ATCC® MSA-1003™
(20 organisms Even Ratio) (20 organisms Staggered Ratio)

T 1
70% -

xggéﬁﬂﬂ

50%
30% <
Expected 16S rRNA Shotgun Expected 16S rRNA Shotgun
Metho

100%
90%
80%

Percent of Reads

20%
10%
0%

2: EF4H DNA S EBEFITER T AT LS 16S rRNA IS8 EEEAF 5.
(A, B) A Illumina® MiSeq® F &Mt E EEFLH DNA RINEM BRI e SR EHME, HE
F One Codex HEY ATCC M5 EX T A FISEUIRE.
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Streptococcus mutans

m Streptococcus agalactiae

m Staphylococcus epidermidis

m Staphylococcus aureus
Rhodobacter sphaeroides
Pseudomonas aeruginosa

w Propionibacterium acnes

w Porphyromonas gingivalis

m Neisseria meningitidis

m Lactobacillus gasseri
Helicobacter pylori

u Escherichia coli

m Enterococcusfaecalis
Deinococcus radiodurans

u Clostridium beijerinckii

m Bifidobacterium adolescentis
Bacteroides vulgatus

m Bacillus cereus

m Actinomyces odontolyticus

m Acinetobacter baumannii
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RIEFRAEINIX 2 95
BARNNTALXMENBENECEE T EEINN, BHPARS
RNt ATCC BOTETOIROMR. Rk, BENMIESS

OiEREE
EALE PR BRDER R E BT A MR RX— 0] R AYER
RO . BT XEAER, FATAILL:
- B E RS BB R i
- 53 ATCCINEREERANFHEFH DNA HEIRES
- REFMFaE Ik
- FZEAMANAMARNAS ImEEDE
XEWEMTERIEEERTFEANBEMRRESHBENYMHAS
ARERIBAXT N RV R, REiER YA
'
A (i) B R2Bk
P 100% P 100%
E 80% g 80%
5 60% = 60%
‘E 40% ‘g 40%
g 20% $ 20%
0% 0%
Expected Shotgun 16S rRNA Expected Shotgun 165 rRNA
Method Method
B Actinomyces odontolyticus B Prevotella  melaninogenica Acinetobacterjohnsonii B Micrococcus luteus
¥ Fusohacterium nucleatum B Sfreplococcus  mitis m Corynebacterium striatum B Staphylococcus  epidermidis
w Haemophilus parainfiuenzae ®  \eillonella parvula m Cutibacterium acnes B Streptococcus  mitis
c D BBiE
(7]
100%
100% 4 i
8 . E 80%
5 80% 60%
£ 60% 5
= £ 40%
e 40% §
20%
g 20% Q
0% i 2E
I _ o Expected Shotgun 16S rRNA
Expected Shotgun 165 rRNA Method
Method ; S .
" Bacteroidesfragilis Escherichia coli " f - :Sf " Mycopd‘asma- wﬂs
Bacleroides vulgaius Fusobacterium miceatum L] L::b"aﬂ'”“wacﬂf LR Prevotella bivia
usjensenii
® Bifidobacterium adolescentis Helicobacter pylori n N S
" Clostridioides difficile u [ actobacillus plantarum
= Enterobacter cloacae B Salmonella enterica
m Enterococcusfaecalis T e

3: i@id 16S rRNA MISeEERANFH EZNHERELE DNA EMHEMEEE, ERNA DNAEESTERE (A) OFEEERA DNAES
) (ATCC® MSA-1004 ™), (B) RZRXEIB¥ELHIZA DNA SE&4 (ATCC® MSA-1005 ™), (C) I E B EE 4 DNA SE&4 (ATCC® MSA-1006 ™), and
(D) FREE B E A ZH DNA SEEH) (ATCC® MSA-1007 ™) LL_EFIEIFFE One Codex =D F & HITEIED o
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RERERES EIRA

FRREFHN
ATCC 5 LGC &1EF A 7 — MR FIGAREXBEEC NS EYESE. LGC (Laboratory of the

Government Chemist, REBMNUFEREEE) oM. EEMIZERIFRS MM EYBS BT
HOSE, ERRERS. WEME. EYR. RERZEHWEFT—EK, B— RS MelHn
Byt dl, M ATCC REFEBITHIAEL B FREREKN (ATCCPMSA-4000 ™), ZRTLL

- B X4 DNA HA2NFH ATCC® [EMIEFYHI &M

- IEARBREPMBINEMAS, SIEMERMANEY

- /8 Droplet Digital ™ PCR SYEF4H DNA HITHENEEHIZERABIENHHE, URBDITHEE

A B PCR-based [ NGS-based B Staphylococcus aureus
1 Assq%% subsp.aureugfMRSA)
= 90% -;-.L.."’ & — B Staphylococcus aureus
';' o % - subsp.aureu§MSSA)
E SO E 90% o B Streptococcus
.g 70% .g 80% pneumoniae
. g 60% E 70% B Streptococcus pyogenes
B - g 0% g 60% = Streptococcus agalactiae
MSA-4000 % @ 50%
= Al 2 e B Enterococcus faecalis
= 30% 5 A0%~ Pseudomonas aerugi
o ] i ginosa
o 20% x 30%

H Klebsiella pneumoniae
subsp.pneumoniae

10% 20%
0% 10%
Expected vs Observed (Digital PCR) 0% Expected WGS 165

B Acinetobacter baumannii
W Escherichia coli

Assay Assay ¥ Neisseria meningitidis

4: ATCC R MNAEBFE A BFEME (ATCC® MSA-4000 ™ ) RILAFRIEEREMS FiSHimE. ik, FIER (A) Biztikix
Pl (B) 225 PCR 3 BELER (C) 16S rRNA MG RERAF DS E. * ERBHFIKENBEXNFER D LLEIE MRSA #l MSSA.

R
AlD
=\ p

ABRF-MGRG ZRER AWM EME ATCC 5EYMH FRFRIENEAERAFHRLA (ABRF-MGRG) 1E
(ATCC® MSA-3000 ™ , MSA-3001 ™ , MSA-3002 ™), #&aE[IL:
- EE4H DNA HE T2 NFEH B R RRIFIFER ATCC EFRYEKEI R TR

ARIEHEDATE (XMP) N—EB 2 SEF XM, @R ABRF- MGRG ZERABFSE T ER

- I E A Z2 T AJR DNA F1 RNA BB, Bd@d =N AR RaE Research  Technology
Communication * Education
- {3 One Codex, MEMHEMERAFZEMEEFETFES
100% ¥ Enterococcusfaecalis
= - B Staphylococcus epidermidis
£ 90% _
@ 80% B Micrococcus luteus
(=] O, e
g 70% Haloferax volcanii
S 60% m Halobacillus halophilus
2 50% ) .
2 40% i m Bacillus subtilis
% 30% // u Pseudoalteromonas haloplanktis
€ 500 ddy
i m Eschenchia coli
0% m Chromobacterium violaceum
Expected MiniSeq™ MiSeq® NextSeq® HiSeq®
Platform m Pseudomonasfluorescens

5: ABRF-MGRG ZERASERERAI AT ARNFFSHLE. fEABRIIE, #FH ATCC® MSA-3001 ™ fERXTERA KL
REEER Illumina® MiniSeq ™ , MiSeq®, NextSeq®, #1 HiSeq® FE&MI4RE, LU ATCC £ EF T EMEAXTBM I E#IR#HIT
531 ABRF-MGRG ERAF SEMERE A TFITERREN MY (ERRTILE ).
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WMEMABITERE T SRRIEY
BRZHNFRANI ZRARENE T WEMANEERAN DN ETIE, BEMEYMARRTITSE LTS
{HEIGEEAY . ATCC BAEMAITERE BT RN T A EHITE 165 rRNA WA S A REREAF N

SREENRFREXLERE.
A Oxford NANOPORE
- 100% A
T 0% B Bacteroidesfragilis 5 Escherichia coli
g 60% Bacteroides vulgatus ¥ Fusoebacterium nucleaturm
:g 10% B Bifidobactenum adolescentis Helicobacter pylor
g o ' W Clostridioides difficile W [ actobacillus plantarum
B Enterobacter cloacae B Salmonella enterica
0% Enterococcusfaecalis Yersinia enterocolitica
Expected Whole Cells gDNA
(Shotgun) (Shotgun)
Standards
,.B‘ PACBIO
8 0001%
= Expected w165 rRNA (full- length)
0.010% —
Shotgun
0.100% —
k] 1.000% -
& 10.000% I —
8 100 ] I l 1 I l
. \\‘J e a N RS
@ﬁ‘n é‘ \(‘g@ : ‘pa 0 \\Gﬁﬁ ‘B ‘ 0\) eo (',\ \‘p Q‘b \B \3 o
& é\é‘ = e a® & 5 'DE' aﬁoﬂb & é}\& 2 a{&@ @p W ‘b&a‘ \‘96 e oﬁ“a & 0830
(.5 ) g A€ (&) o
p o % 06‘00 aépa ; QGG“‘O& é@,\o& Q&O‘J 4 R © v'bn@ . (\@9‘“ séai\g @'09’ ﬁa\\&“ tp"dﬁ F éa‘& @@n 0\,(“ &*&9
qpobg Qoﬁﬁ 3 Q-i‘o& 5 & o &° @& &° Q@Q W 5 Qe}"\o v < . o i y &(\o
Organism %
c lon Torrentm
100% " Clostridium beijerinckii B Staphylococcus epidermidis
g Bacteroides vulgatus B Acinetobacter baumannii
g 80% B Bacillus cereus Pseudomonas aeruginosa
'Qa 60% . . B | acfobacillus gasseri B Enterococcusfaecalis
£ 0% } W Escherichia coli = Propionibacterium acnes
§ . . " Porphyromonas gingivalis Deinococcus radiodurans
& 20% m Streptococcus agalactiae Helicobacter pylori
0% Streptococcus mutans m Actinomyces odontolyticus
ected m Staphylococeus aureus Bifidobacterium adolescentis
= IGseRNA  16s rRA i e
Run

6: B ATCC MEMARERIEEFENNUFETEE, (A) £ Nanopore MinlON it S8 A E¥ILAFR S (ATCC® MSA-1006 ™ and
MSA-2006 ™) #HITMF DT, LERKA, EEBNERABZRE (1R N50 > 5 kb 1 FHBEZRE =5x ) ERT, MEHK 1 /\BFaril
FTRIRFRHFRIRHEYYFH, (B) 7E PacBio Sequel FEFERMEMINER (ATCC® MSA-1003™, 20 MEKAEERES ) X 16SrRNA (£
Ki187) MSeEMNEEIEHITWL. ERMELR 100% —, FEERAKEKNEFEEHTEKY EF 16S MER LU/ NFZ 12
SR, REMEDNFHETERE. (C)lon Torrent lon PGM FF & LS EMARER (ATCC® MSA-1002 ™, 20 MEMKESE
A )16S rRNA (V1V2) WA XE, ERER, BEVHPHEYIIRLNE (100% BEEM ).
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BRRAXAENHE
REYIAKBENBONSFRATBETEARBE L, ETHRELAE, HEABRERE, HRARMEEER
R EEBAEAXRBRERTIER, BENFRANS EEENBESTRNPILE; A, RERANFS
MNERERETHEEMRNER, HTRRXNDE, ATCC FLTERANLERFARBIETER, 8IF 10
R ERRAE B

A TS analysis B hotgun analysis
100% 100%
90% A - 90% W Fusarium keratoplasticum
spergillus
o 80% ) o 80% m Penicillium chrysogenum
ko) ® B Candida ke o
bl 70% oot o 70% m Trichosporon dermatis
ryptococcus
x 60% ey x 60% Trichophyton interdigitale
usarium
..g 50% . -g 50% m Saccharomyces cerevisiae
3 40% B Malassezia S 40% .
3] o O Pl o ° B Malassezia globosa
enicillium D
8_’ 30% & 30% Cryptococcus neoformans
20% B Saccharomycetaceae 20%
o ® Trichophyton ° W Candida glabrata
i y
10% Oy 10% Candida albicans
o richosporon o,
0% 0% m Aspergillus fumigatus
Expected Run1 Run2 Expected Run1 Run2
Run Run

7: ERAIRERAATEREIRE (ITS) MSREZEREAFNFHRAR. £ lllumina FAXTEEZH DNA iR (ATCC® MSA-1010 ™)
#H1T (A) ITS § (B) BIERERADH, FHIEM OneCodex HITHIED M. TS AILIER KT LIPESHIRNERHITON, MBHEEE
FEAN =] AEFAFE EEFIRE, ERENEIET RANE S ENESIENEIE.

REALRBSA
FRMAGAFRRSHE, REHTATEEIRNPESXBFR BIEFHT B MGHEEE, MRAGETLU
REXMERENER, ARAXEENEMNAZMALEZR, AT FIXI—FHDLROMATIE, ATCC EIRTRAKRE
EESFENIRRAAXRSHRIHENEE XEMERZNFALHFEAD FOMNABEETIEHNERTA,

o > Q.
(EE&U L d A :

/ f""“u 5

7T

yena == | Enveloped |== . Zika

@RNA == | Enveloped | == . Influenza

B & RSV

(+/)RNA =P | Capsids |==p @ Reo

m Influenza B virus

b ..s' = Reovirus 3

. Human respiratory syncytial virus
MSA-2008 ] | ki

| w Human masadenovirus F

MSA-1008

18% m Human herpesvirus

17% 7% 29& v

8: B LA DNA I SRR (A) ATCC IS inEm B ERARBRMSHRMTN, MERRSHEIT2NF, FIEEE,
RIFERAKR/. DNAKSZIERZ RNA RS, BEEBEMEMSEENSHk. B) FedfrEtntSMRsSERENINETHF
PCRIUFE, ATCC® MSA-2008 ™rhEtkE BRI LR FEEEREK,

(¢) 400-8100-881
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BTN SPIKE - IN BBk FN3EIESELE

Percent of Reads

ERTENERENTEEYE, AFREB M HNEDARRNITE
UREXEEN, NTHEXLEFER, ATCCHAL T MiRHMEYA
spike-in frfEm, BRE=ZMEEIERAREK (KPTE. =%

BHENSEEHERE ) HEES DNA RS EHNNSEAY, o
7 Inserta

HhAEMISE A AL DNA #R, BILUEI 165 rRNA EHHF1S s lmthelic TS TS,

REERANFNERAN, MBI S TN A [

NGS ¥ES A ERMEMBIMRET —MENENSE. S5, Bgﬂeatgr':g —_ ﬂ"/_i|v1 0210 V4}|;-
SEHINER A LUEAE REFSISES T 2REETNR. ' '
RN A EELLT:

- 774 DNA $REXT5 AR

1
Synthetic 16S tag (V1 to V4)

B 9: SHRENRHNEFFEEK. 8 MFEH

* FEARANBRIE NGS UFFF & 16S rRNA £ F# V1-V4 hOA S RASRAR, S
- ffi4k 16SrRNA SI¥N& it DieE X ESH & NI ZXFEMAE BT PCR Y IEMNRTX, S MIERF

ML B EENNERE SIS ERREKNERLAS, 25 3 N ELHE K,

- iRAEMY 16S MFFZREREA D105 HIE

Genomic DNA Spike-in Standards (MSA-1014™)x B Whole Cell Spike-in Standards (MSA-2014™)*
100% 100%
)
80% 8 0%
§ W E coliTag 1
60% S 60% w C. perfringens Tag 2
40% E A40% m S aureus Tag 3
20% S 20%
0% E)(pected 165 rRNA 16s rRNA 165 rRNA 0% ~ Expected % of Genome % of Genome
Abundance V1v2) (Vav4) v4) Abundance Copies Copies
4 (ddPCR) (Shotgun)
Regions Methods

* ZEEROEEEM (EAR) AR, ST AEOFE
10: 7£ Spike-in R IS AN E = MUIFHISRIRE. (A) B MIEMFFIEIERE, SRRE R LUBE A =AY 16S rRNAE
FE T KIE L5 A TR E K. (B) MEMEEH N ERTBENFFITERNERAHE MBS (ddPCR) MFFIERE 2 EE (shotgun) o

SR B INRRG =

ATCC 5 One Codex &1, BYELBREIREMNNESTENHEMERAFNRERAFEYEEFTERES, ¥
MEMARRREAD— 12K TE, ELFE, BER www.atcc.org/bioinformatics.

1. #E1X Fastq X BLT =S H

2.i8:d One Codex i ( £ F A ) SEEMAL=EIERE (16S rRNA) EHIRFISE LY

3. W@ EAEREEAA/NE 16S rRNA EIIHUG TR NN £ E

(7 §S ONE CODEX —
' Y

ATCC — u

\\// = .- = -’
(f) 400-8100-881
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AEEB/RNTRAS

95 ZFRK, ATCC —ERMEMMARIZL, NEIE
NEIERE T RENRE. TIEEMRMHMEYHIL
BASBRMERRFYE, ITZANFRE, SRR
HAFEAMAERSY, ATCCHELZEN M,
FHREAROERENDTES M, FREREIEU
T

- BASEUREXEKE

- B R E ik

- MERRE K

- BRI

- 12 ATCC EEAIT1P M4 LAY ATCC 2ERAA N

—

RN T RESN _ANFHNEERAD T
MEXRHAIR

EZ ATCCHEMAMRIRRG S, T IHIRILL Tt

WWW.ATCC.ORG/MICROBIOME
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Table 1: ATCC® LA F IR R
Number of
Collaboration Preparation ATCC® No. organisms Composition Complexity Importance
MSA-1000™ 10 Even Medium
Sl TR MSA-100™ 10 Staggered Medium Mock microbial communities
Mock Microbial MSA-1002™ 20 Even High comprising diverse strains selected
Communities " ) on the basis of diversity, genome
MSA-1003" 20 Staggered High size, GC content, Gram stain, and
MSA-2003™ 10 Even Medium other special features
Whole Cells -
MSA-2002™ 20 Even High
Genomic DNA/ ) Mock viral communities comprising
Mock Viral RNA MSA-1008™ 6 Even Medium diverse strains selected on the basis
o e of genomic size, DNA/RNA genome,
Whole Virus ~ MSA-2008™ 6 Even Medium envelope/non-envelope, and other
- special features- New!
Genomic DNA  MSA-1010™ 10 Even Medium Mock fungal communities
Mock Funaal comprising diverse strains selected
Communitgi]es on the basis of genome size, ITS
Whole Cells MSA-2010™ 10 Even Medium variability, and other special
features - New!
Metagenomic Metagenomic control material
Control Material for ~ Genomic DNA  MSA-4000™ 11 Staggered Medium (MCM). encompessil RN
Pathogen Detection bacterial species commonly
observed in clinical infections
MSA-3000™ 6 Even Low Genomic DNA microbiome
ABRF-MGRG . - n standards comprising strains
Metagenomics Genomic DNA e e i S el observed in soil, freshwater,
Reference Standard MSA-3002™ 10 Staggered e seawater, feces, and high salinity
- ecosystems
MSA-1004™ 6 Even Medium Oral mock community DNA
D standard
MSA-1005™ 6 Even Medium Skin mock community DNA
Genomic DNA standard
MSA-1006™ 12 Even Medium Gut mock community DNA standard
MSA-1007™ 6 Even P Vaginal mock community DNA
Site-Specific AR standard
Microbiome Oral mock community whole cell
= M i
Standards MSA-2004 6 Even Medium standard
MSA-2005™ 6 Even VIRV Skin mock community whole cell
e standard
Whole Cells au . T S i
y " ) ut mock community whole ce
MSA-2006" 12 Even Medium -
MSA-2007™ 6 Even Medium Vaginal mock community whole cell
T standard
el Saled Genomic DNA * MSA-1014™ 3 Even Medium Spike-in controls for optimizing
P assay development and metage
Controls Whole Cells % MSA-2014™ 3 Even Medium

* REEHOE

B (EAR) IR, FmEEHARE

nomics-based profiling- New!

(f) 400-8100-881



NEAE: AERHEAKZ S 32 SEMWAE 16 =
BEi&E: 400-810-0881. 010-8441 5678
f£E: 86-10-8441 5679

k. www.sinozhongyuan.com
MINS: PREREY
El&=: sinozhongyuan
B

G FIREY)

] 11 [m
ska;Tﬂ?

e
m] ks b

FREMHE LRSS RIREMAINS PREVEES HiREYIBIL

©2023 American Type Culture Collection. The ATCC trademark and trade name, and any other trademarks listed in this publication are trademarks owned by the
American Type Culture Collection unless indicated otherwise. lllumina, MiniSeq, MiSeq, NextSeq, and HiSeq are trademarks or registered trademarks of lllumina.
lon Torrent is a trademark of Thermo Fisher Scientific. MinION is a trademark of Oxford Nanopore Technologies. PacBio is a trademark of Pacific Biosciences.

These products are for laboratory use only. Not for human or diagnostic use. ATCC products may not be resold, modified for resale, used to provide commercial
services or to manufacture commercial products without prior ATCC written approval.



