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Genomic Service Application

BRI E BEETEE SN
Microbial Identification SNP/STR Genotyping Analysis
+ WMEMHE + SNP:EEmA -BREREAERE EEF
+ ZYtRmEEA WAZEEMBE - EIFRAL 2T
+ TETREER BEUMEEBANCEBE 2/ XEE
+ EYIRER BEEBSE-IEERMRE FroiE
+ REBEREEREY e E B EE2MR
+ REXEYERERE + STRIEBRERZ W -Hs/ mE/ =
+ BFEERMEEE ANBEBEE-HBERSR L2
+ RIREMZE
BHEEDH BEEREEESN
QlAcuity Nanoplate Digital PCR | Gene Expression Analysis
+ WmAXEER OERERREEENSHHERIBIERD
+ BRTENR + EOENERS
+ BRIENMERESE + SABMINAE
+ BREER + BEYRHEBRSME SN
+ EEGEDA + BT/ B
+ EXRE
+ MEKES
A AR £ EEPEE2
Cell Line Authentication DNA Methylation Analysis
+ MESRPTE AR RY IE M RECEMHERRTREZ DJAR
+ BUHYERNKREME + SR/EIEENERREEEN
+ BT RZMEER + SHEYEFY (biomarker)
+ B — R0 BERV A PR A + FEIEFHIE
+ MREAERAETE + RETRETE
+ MBRESE
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Sample preparation

HHETRERESEAR RGNS RERES
1 ELE LY EMA SEBSAS

SO B M~ Buffy
gDNA | Coat~ AR (Buccal
Swab B K)
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5200 Fragment Analyzer

RNA/ M4\ Mm%/ | Phenol-based method o
SystemEMEE kD7~

miRNA | 8% Buffy Coat plus RNeasy Mini Kit :
UVIRICE/ RE

i R 4 B !

+ cDNAZLE

+ DNA Bisulfate C-T&
+ ERERPCR

HKmBE LR TFaES
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Gene Expression Analysis

+ FAQIAGEN SABioscience QPCR ArrayE R B4R IBER I ZENEEMERBHE

+ ¥ aFE—MEMsF %Klng—Sug(mRNAEE) / 125-500ng(MiRNATE£)
NEBREBNR>0995BERE M

+ DMFE  ABIVIIAT

+ TEDME: mRNA (RT? Profiler PCR Arrays), miRNA (miRCURY LNA miRNA

PCR Assay/Panel)

Isolate RNA from
research samples of
cells,tissues,FFPE,
and/or blood

Convert total
RNA to cDNA

Control Experimental

Add cDNA to
RT? SYBR Green Mastermix
and aliquot mixture
across RT? Profiler PCR array

RT2 Profiler PCR Arrays & &t 712

O

/T\\

RT? First Strand Kit REHELH
=2l E’JgDNAzEE%%%@ﬁFi’EET%mRNAE’\J
R ¥ FaEs

RT2 RNA QC PCR Array
HRNAK METRE DA B 5

BEEe

. RT2 Profiler PCR Arrays
v instrument Y HAEREBRINERBIFRDTZEER-
°|;}Q3°n§'b;“ RT2 SYBR Green qPCR
Mastermixes RIE S| F& 5B EIFEC 5 >
Data analysis l T%%—Jﬂ% i &;ﬁzzo

p-Value for fold change

|||||||||

Fold change ratio[log2]

Breast tumor

T

HigE o
RRBCHERBINBEE L D ITENR 1S3

BRI D ITE

QPCR Array 967,58 o
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RT? Profiler PCR Array plate layout
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miRCURY LNA miRNA PCR Assay &R#HTE - .

Individual or custom Assays
and Ready-to-use panels

+
Universal cDNA high performance
synthesis miRNA SYBR Green PCR Kit Easy and free of
charge data
analysis
L\
miRNA cDNA Data
isolation synthesis analysis
miRNeasy® Kits miRCURY LNA RT Kit « miRVURY LNA PCR Assays GeneGlobe® Data
. - miRCURY LNA PCR Panels Analysis Center
- miRCURY LNA SYBR Green PCR Kit ,
e ﬁj 3 hour workflow  ----------="""""
®©

4+ miRCURY LNA RT Kit R #BixE#H DI £ — BT WA BIRREZEGEBIMIRNA polyadenylationil
[R# % LA cDNA

+ miRCURY LNA PCR Assays + miRCURY LNA SYBR Green PCR Kiti#&1T#&E18
5%, miRCURY LNA PCR Panels - (965,384 wellsZ& &% st UGB R A 0 IR £ ES
#IBImMiRNAS AT

+ BRECHERENEEE S D MTER SRS BB OTEX
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cwo = EBEEE S
o e e SNP/STR Genotyping Analysis

—————

—+ SNP (single nucleotide polymorphismE—1ZHE 2 B4 )Analysis
R =R TreEE AR ENEREREEBESHN MR-

faifl

i AR Ity
% fig R YA -

e £HEE Size

ABI 3730XL DNA

Sanger Sequencing 96 EFDTNESZE | >99.8% 800 bp

Analyzer
TagMan Allelic ABI ViiA 7 QPCR 384 A ok B B I B5 1 97% 150 b
Discrimination qPCR ! BENEWRAIARELR | >I/ p
. QIAGEN B i A e /2 18 B L ) .
Pyrosequencing PyroMark 024 24 = i >97% 100 bp

01. Sanger SequenceXfli &

TRAAGGTTCCTCGCGTATCAT CGAAT TRAACCACATGC TCCACCGE TTGTGC GG/

+AEEE EMER HE S B L W W B m e
122 FEX800bp AT S MIENE | | | i |

SNPALE: 51

ACTCCCCAGGCOGCACAC TTAACACGTTAGC TTCOGOTACTAACCTT TCGAT TA
2mo 278 80 288 90 L 300 i) 3o s

WA

Allelic Discrimination Plot (SNP Assay: rs10929303)

ST T 02 TagMan Allelic Discrimination QPCRE T &
R+ -
5;11355%1_?;;;;;;;;;;;; BATagMan QPCREMT B8 E
i” inicaininiinie 1-5% > AE 7 B 6 e A B 150 A o
I = = 2p o A”e“C DiSCrimination PIO’[ T e
B e B ﬁﬁi’%Eéﬁ%"Jﬁ%%SNPEﬁ%?Q(eX: A/A, A/G, G/G)>H]
TRy T T RERsnEtREELNATRE
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03. Pyrosequenceffii &

+ EBBREREM ISERR BRI REUMBELLY &R FRER24@ R4S
+ BRMNL00bp FHBEERAKRIEEFFPESER RDNARI DT

Sequence o analyze: CAGCACTAAGTATGAAGAAAGTCTGTACAT

—+ STR (short tandem repeatfa4t5IEEF5I)Analysis

+ il & ABI 3730XL DNA Analyzer
+ SHEE DT GeneMapper v4.0
+ DNA Fragment Analysis R EEEE DT MIE:
RS FREFKREMPERFNERQCFEMEE LB RN L H LR S

[um ]

06



@) Genomics
ENHBERVERAT

BEIRE{CSR

DNA Methylation Analysis

Pyrosequenceffii &

DNAZL B Bisulfate CTERIEE EABSPCREELHKREZENERR K& BB
QIAGEN PyroMark Q242317 E R E = EA F 2L ZE LI M thflo

[F I
+ Bisulfite RIEZ AIKRERARECHT(C/TH ERBERTIF CMAEEE 2R ECEH
CpG i %4 Bisulfate FEIE PCR #E& ERFGER
FE{C "G CmG — CG CG CG
FREAEIECG CG — UG TG TG

+ PyrosequencingEBiEE T FP
EREBRILHONABIRNE —dNTPEET S| 73 i FBNE —E2 FHEMER(PPI) B
AR RER SRRSO R ER AR EBEBLDNAFS MERKRIRNEE
ZIREN SR E A E LD L A = 7 BUELE AN E Bk (ex: C/T 70% : 30% > RUILNAIBEA
T0%RERNBHEL)

————— Forward PCR primer

Nucleotide sequence
% G _Cc - A G _cc T

Biofinylated reverse PCR primer +—————(_) ”
Botnyloed snglesranded  APSHPPE ATP light
femplote luciferin - oxyluciferin
Luciferas!
ATP  “light > Time
T T

T T T T T
Nucleotide incorporation generates light G C T A G C T
seen as a peck in the Pyrogram trace

A\ 4

Nucleotide added

+ Experimental Data
BERFS RBECUENEEDHT PJERE—CpCUENRECELMUE KFECHEEA-

Well: C2
Assay: 3
Sample ID CDi65077
Sequence to analyze: YGTTYGGGGTTGTYGTTTTTITAGYGTGAGTAAGTYGTTTTTTAATAGGTYGGTATTTTTAGATTTT
1) ) 18] )] n )

AP SV W U W U W S A | U W U VS N S N N NN U N N SO | S | S U N
ESGTCAGT CGGTAGTOCG6CTTATGTCGTOGAGCTA AT GTCCGTTATATGTTCGTA
5 10 15 20 25 30 35 40 45
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== BEHTEE DM
Saew=e Digital PCR

+ BEEDRBETEHESN SERETERZ 23 —EDNAENR-
+ EEIUNBETETPCRIBEE R E.
+ ERRETRNENMREERGARNREHSE SRR TEREEEZNBEHDNAD FER-

j .

Sample dilution and PCR reaction

mix setup
I Target
I Background(gDNA, Partitioning of PCR reaction
cDNA;primers/probes; : o
master mix) DZOZOZOZO;CE PCR Leactlondpa}rt(ljtllqglngl
/ SSSSS%S  into thousands individua
CO0O0O0OC reactions
DOOO®O

QOO0 OC
DOOO®O

- J

Amplification of partitioned PCR
reaction m
QOO0 OC

PCR reaction partitioning e L
POoCOCOO | S Readout and quantification
Seooec  into thousands individual

N

eeeee reactons PCR reaction partitioning
S raTar Y into thousands individual

D@OCO@O

o J

reactions

. J

FftfF & . QlAcuity Digital PCR System &9t FER

+ BHEFNqPCRIBES EHE + B X2
+ EEAENE<0.1NERERE + EREREMNE
+ =& EICKR AR ET + BRHNMERS
+ MEBEA EFnghkm &2 + EEHEE(CNY)

+ ERFE DT
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HEMEYNBERTENEITER BNERRERS BNCBIE
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BEASE

+ DI
+ RS
+ HHFE:
+ BT

= B LE 3 9

ME1eS /& Nsdms PSIEZd
%—7%25&\ B (R B MIRE)
ABI 3730XL DNA Analyzer

DNAZHEY—Target PCR—%32 =

=

EF—->FALEHE B -EERS

—+ 4

—+ DNA Sequencing ZBEFER: I EFHFANZEFIIEA-

=

A

I

— BEERFYILLE: REETFEREMcontig’ L2 RFFIENCBIER EBLASTLE# K

B= HE 3T B B 78 % A o

Description
O Enterobacter ludwigi sirain EN-119 16 ribosomal RNA, partal sequence

u} r A it . partial sequence
O Leclercia adecarboxylata strain CIP 82.92 16 ribosomal RNA, partal sequence

O Lecl \TCC 23216 = NBRC 102595 strain LMG 2803 1
O Cedecea lapagei strain DSM 4587 16S ribosomal RNA, partial sequence
O Kiebsiella aerogenes KCTC 2190 16 ribosomal RNA, complete sequence

. Ratial sequence

ibosomal RNA, partial sequence

Max Total Query E

Per.

Accession

Score Score Cover value Ident

1781
1775
1773
1764
1764
1759
1759

1781
1775
1773
1764
1764
1759
1759

98%
98%
98%
98%
98%
98%
98%

0.0
0.0
00
0.0
0.0
0.0
0.0

99.29% NR_1466672
99.18% NR 0423491
99.08% NR_044977.1
98.98% NR_104933 1
99.18% NR_117405.1
98.88% NR_1263181
98.88% NR_ 1024932

O Kiebsiella aerogenes strain NCTC10006 16S ribosomal RNA, partial sequence
O Cedecea lapagei strain DSM 4587 16 ribosomal RNA, partial sequence
O Cedecea lapagei strain 4587 168 ribosomal

1755 1755 98%
98%

98%

0.0
00
0.0

98.88% NR_114737.1
98.78% NR_126319.1
98.78% NR_126317.1

1753 1753

1753

. partial sequence 1753

=+ Phylogram tree: £EHEHEEBRETEIC LAOFRIRER G

E b b densis strain 247BMC 16S ribosomal RNA, partial sequence
Leclercia adecarboxylata strain CIP 82.92 16S ribosomal RNA, partial sequence
%Leclemia adecarboxylata strain NBRC 102595 16S ribosomal RNA, partial sequence
Leclercia adecarboxylata ATCC 23216 = NBRC 102595 strain LMG 2803 16S ribosomal RNA, partial sequence
Enterobacter ludwigii strain EN-119 168 rib I RNA, partial seq;
Enterobacter cancerogenus strain LMG 2693 168 ribosomal RNA, partial sequence
Enterobacter cancerogenus strain LMG 2693 168 ribosomal RNA, partial sequence
[“Klebsiella aerogenes KCTC 2190 16S rib 1 RNA, complete seq
T strain NCTC10006 168 rib I RNA, partial seqr
Serratia ytica strain NiVa 51 16S ribosomal RNA, partial sequence
03212022-B16469P3-TSA-Stock 10x

2 Klebsiell

@ Enterobacter mori strain YIM Hb-3 168 rib 1 RNA, partial seq
—@ 9 Cedecea lapagei strain DSM 4587 16S ribosomal RNA, partial sequence
Cedecea lapagei strain DSM 4587 16S ribosomal RNA, partial sequence
> ‘gCedeoea lapagei strain DSM 4587 168 ribosomal RNA, partial sequence
|L.| Cedecea davisac DSM 4568 168 ribosomal RNA, partial sequence

9 Pantoea agglomerans strain JCM 1236 16S rib

I RNA, partial
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Cell Line Authentication

(®
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BHENBEARGKEREESTROMMIRT Cell Line Authentication (CLA) E—BHEE ZiE 1R
RESHRIRENEMN UBRMARKAELETEANMARER L2 EENENAEME-

RBAS

+ W Human Cell line pellet:adhesion /suspension cell
+ RBEEMTISTR genotyping
+ SHFESABI 3730xI DNA Analyze

g B

=
E AU DL 0 O M
LT

A L T

L1

Data analysis &
Database comparison

)

Human Cell DNA Extraction Multiplex PCR Cell line genotyping

—+ STR genotype& R
STR loci genotype

Locus Name D5S818 | D13S317| D7S820 | D16S539] VWA THO1 AMEL TPOX | CSF1PO

Allele genotype | 11,12 8,8 9,11 11,12 16,16 9.3,9.3 XX 8,9 9,10

= B HER

®  Conclusion
Basc on comparison with DSMZ databasc, this human cell line was highly identical with

CCL-243 (DSMZ Number : K-562) (EV value :1.0)

JCRBO0L9 (DSMZ Number : K-562) (EV value : 1.0) «

JCRB0122 (DSMZ Number : KO51) (EV value: 1.0) «

JCRB1002 (DSMZ Number : K562/ADM ) (EV value : 1.0) » s -~ Plad

RCB0027 (DSMZ Number : K562) (EV value: 1.0) // e .- -7

RCB1197 (DSMZ Number : P2UR/K-562) (EV value : 1.0) =

RCB1898 (DSMZ Number : K562/Adr) (EV value : 1.0) » !

RCB2111 (DSMZ Number : K562/Vin) (EV value : 1.0) = |

< Refl: Comparison STR result with DSM7. STR Profile database
< Ref2: STR loci genotype result S 7 Y

Comparison STR result with DSMZ STR Profile database e ’ 1 N

Result of STR matching analysis by your data.

- DSMZ Profile Database -

caiNo. | Celluame

EV ) DSSSIS | DI3S3IT | Dss:0 D AM [ TPOX | CSFIPO  Figmes
Query (Your Cell) 12 88 a1 89 a0
1.00(36/36) CCL-243 K-562 1112 88 1 X 89 9.10 |
1.00(36/36) JICRB0OIS K-562 12 88 - \
Lo0Gea | IcRmon Kost m T X[ 89 | om0 - = 2, \
T N T T T x| o | FEISTR genotype EREB EDSM/ |
L00G636) | RCBOO2T K562 ) 16 [ 10 - ! - !
T00G636) | R ) 9393 | XX | 89 10 - !
L00GA6) | RCBIRS L I X 93 [ xx | 89 510 Zéq W I: M\jlé\ y 10 L\ = =2 = 144 \/j ° !
100G636) | ReB2111 Ks62vin e 0 o <[ w0 10 - =/ ~ BEx & i P_, f
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