SMARTer® Solution

for Next Generation Sequencing

that’s

GOOD

science!

Simple, Fast, Powerful
Library Preparation Kit for NGS

SMARTer® technology is...
- Ultra low input (pico gram) / Single cell
- No need ligation
- High-quality full length cDNA
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Next Generation Sequencing

Next Generation Sequencing (NGS) ?

XEMICH A4 (Next Generation Sequencing, NGS)2 Sanger A|E4& 0| HISHO] 12 A[ZH LHOf| CHEFC| B2 H|0|HE XH|SCZ 24
ZH2 KUK L 2ME 7SS SIRXITE SR 0|

7ts8t AEA 7[H0|CH NGS= MAHA| (transcriptome) == DNAKIAM £2 ZHEZ Z52 8
ZX| 242 RNA, DNA MZ0[L} 0| O M2 FAZC| ME0|M= ME0| OB LCH= SHAIHO0| ALY,

LS

—

o A MBERSE H

oot
0x

Clontech] SXAtH21 SMARTer® 7|&2 X238t NGS library preparation kitS 0|&38tH T3 12 (pg) +&
(5" or 3 bias)0| M1 X{&4 (reproducibility)0| ¥t NGS libraryS HMIZ{gt o~ UL},

Sample Library Library S . Data
Preparation Preparation Quantification equencing Analysis

12 1. General NGS workflow

SMARTer® Technology for NGS

* RNA = DNAZEE NGSO| £|XQ! A|2 (amplified cDNA &2 fragmented DNA) X%}
- OAIE (pg) &2 24 RNA E= SHUMII (single cell) oAl TEEC| cDNAS &Y

+ cDNA & E= library HZH0| st ZE A|2H0] S0 3 (2 Mz 745 &x)

SMART™# (Switching Mechanism At 5'end of BNA Transcript)2 SMART™ reverse transcriptaseZt 228t cDNA LA 2] terminal
transferase 41t 2 HIFL0| DNAZS ZX|5H= template switching 242 0|8510] 28X 92 full-length cDNAZ &M45H= Clontech?)

Al 71=0]C.

Total RNA or cell(s) Starting sample

./}QL)'JOL B oA poly A 3 Total RNA (10 pg - 10 ng)

9 (== SMART
SMARTer Il A CDS primer
oligonucleotide First-strand synthesis

and tailing by RT

Y
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primer Y
* p LRV VAVAVAVAVAVAVAVAVAVAVL Ve _
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Double-stranded
cDNA
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* Full length cDNA

12l 2. SMARTer® workflow for ultra low input sample
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SMARTer® Selection Guide

SMARTer® Selection for Transcriptome Analysis

NGS Library Preparation Kit

* AGPCH2| liquid type RNA & ccccccecccccccee 0 eeeee e Column type2| RNA/DNA £&
- RNAiso Plus (9108/9109) - Takara MiniBEST A|2|= 105
- RNAiso Blood (9112/9113) RNA - Universal RNA/DNA extraction (9765/9767)

: Bacteria/Plant/Whole blood 2|

[Total RNA Solution ] [ mRNA Solution ]

¢ Ribosomal RNA depletion =<-c-<==-°°
- RiboGone™ - Mammalian (634846)

----- ¢ Ultra low input & single cell
................. cDNA (>10 pg total RNA, single cell)
* Degraded total RNA (RIN 2-3) a0 - SMARTer® Ultra™ Low Input RNA Kit for
— SMARTer® Universal Low Input 11 22 at Sequencing - v3 (634848)

RNA Kit for Sequencing (634938)

ecccemoccccccce

¢ Degraded tgtal BNA - lllumin@® «ceeeeecececcs « o Ultra low & single cell input - Fluidigm C1™
~ SMARTer™ Universal Low Input RNA SMARTer® Ultra™ Low RNA Kit for the Fluidigm C1™
Library Prep Kit (634945) : System, 2 IFCs (634832)
¢ RNA strand - specific (100 pg) < == ==s==eee=* '
- SMARTer® Stranded RNA - Seq Kit  ******
(634836) P Libra
Dol Iilx:y ----- e lllumina® library M=}
o Low input strand - speific -+ ++++++- P = - Low Input Library Prep Kit (634947)
+ RiboGone™ - Mammalian S
- SMARTer® Stranded Total RNA Sample o
Prep Kit - Low Input Mammalian (634861) *
¢ High input strand - specific <-ccccecececees : :
+ RiboGone™- Mammalian : Library ol 1 e
- SMARTer® Stranded Total RNA Sample ¢ 1 e * gPCR @2 lllumina® library B
Prep Kit - HI Mammalian (634873) s E JJ - lerary Quantification Kit (638324)
o lllumina® |ibrary KB cecceccosccccscsccsans N § '
- Low Input Library Prep Kit (634947)

*

Ultra Low 1 24 (pg)2l total RNA CHS

Universal Low : RINZt0| 'Z2 RNA (RIN 2-3),
prokaryote CHS

QPCR 29| lllumina® library H&F  ++-eeeeee’ Stranded - &Y EE IHT library M

- Library Quantification Kit (638324)

DNA-Seq

e [llumina® ChIP - DNA library H|%f
DNA SMART™ ChIP-Seq Kit - 12 (634865)
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SMARTer® Selection Guide for NGS Platform

SMARTer® Selection Guide for NGS Platform

lllumina® NGS system Code

Ribosomal RNA (rRNA) depletion

RiboGone™-Mammalian 634846

cDNA g4, RNA-Seq library H|Zt

SMARTer® Ultra™ Low Input RNA Kit for Sequencing - v3 634848
SMARTer® Ultra™ Low RNA Kit for the Fluidigm C1™ System, 2 IFCs 634832
SMARTer® Universal Low Input RNA Kit for Sequencing 634938
SMARTer® Universal Low Input RNA Library Prep Kit 634945
SMARTer® Stranded RNA-Seq Kit 634836
SMARTer® Stranded Total RNA Sample Prep Kit - Low Input Mammalian 634861
SMARTer® Stranded Total RNA Sample Prep Kit - HI Mammalian 634873
Low Input Library Prep Kit 634947

DNA-Seq library B[}

DNA SMART™ ChIP-Seq Kit -12 634865

lllumina® library Z2¥

Library Quantification Kit 638324

lonTorrent™ NGS system

Ribosomal RNA (rRNA) depletion

RiboGone™-Mammalian 634846

cDNA g4, NGS library X|Z}

SMARTer® Ultra™ Low Input RNA Kit for Sequencing - v3 634848

SMARTer® Universal Low Input RNA Kit for Sequencing 634938

Pacific BioScience® NGS system

Ribosomal RNA (rRNA) depletion

RiboGone™-Mammalian 634846

cDNA £, NGS library H|Z}

SMARTer® PCR cDNA Synthesis Kit 634925

Ultra Low 1 24 (pg)2l total RNA CHS

Universal Low : RINZ{0| &2 RNA (RIN 2-3),
prokaryote CHS

Stranded D Herd EEE 71 library MIE

TakaRa CCIontech .



SMARTer® Ultra™ Low Input RNA Kit for Sequencing-v3

= A 29| Total RNA £ Single Cell =Z=0A NGS (mRNA-Seq) 24 7ts

SMARTer® Ultra™ Low Input RNA Kit for Sequencing-v3

=2 A2F0| RNA Single Cell For lllumina®
Platform

RNA-Seq Whole Transcriptome A1 For lon Torrent™

[ZE71=8 MZ] Total RNA (10 pg - 10 ng), £= cell ZZLHZ (1 - 1,0007H2] cells)
[SZAF 20| H] 3" SMART CDS Primer Il A (modified Oligo dT)

sy

+ =2 sensitivity: 10 pg2| total RNA, single cell +&2| SAY ME H&
- 21 Hast TZEZ: Cellf A HZ cDNAE &4 7t one-tube ZE2EZ
+ Instrument compatibility: lllumina® == lon Torrent™ platform M& 7ts

+ SeqAmp™ DNA Polymerase: GC-rich templatel= Z&stH &2

Hela 7 Jurkat

1204 w1 call (21 PCA cycles|
w1 cell {21 PCR cycles)
— 1,000 colls (13 PCR cycles|

=1 cell {20 PCR cycles)
w1 coll (20 PCR cycles)
1,000 colls (12 PCR cycles)

| 100

1A o
-“l,l:' '\ ol . 3 3. Electropherograms of amplified SMARTer® cDNA,
i\ 1-1,0007H2] cell2 0125101 SMARTer® Utra™ Low Input RNA
o\ * < Kit for Sequencing - V3= AFR5104 cDNAZ 14 2 PCR ZZ
\ 1 / SIACE (Panel A: Hela, Panel B: Jurkat). cDNA MEZ< Agilent

.3t e:H

£
L
L
t'
L
}

Bioanalyzer2 £A5t2iCt. Single main peak= cDNAL| &=
(purity)2t 22 (yield)S LIEFHACE,

e P

X MW0M0N0 W0 400 500600 10002000 10,380 e 1oy Ed

Primary Sequencing Metrics

Primary Sequencing Metrics from lllumina® Sequencing T vt ety

Sequencing platform MiSeq Sequencing platform PGM

Cell type Hela Jurkat Cell type Hela Jurkat
Input 1 cell 1,000 cells 1 cell 1,000 cells Input 1 cell 1 cell
Millions of reads 2.1 2.5 1.1 1.8 Millions of reads 2.3 2.4
Mapped to rRNA 0.2% 0.4% 0.2% 0.3 Mapped to rRNA 0.2% 0.2%
Mapped to RefSeq 94% 91% 83% 86% Mapped to RefSeq 94% 80%
Mapped uniquely to RefSeq 76% 70% 66% 68% Mapped uniquely to RefSeq 83% 70%
Mapped to exons 85% 92% 77% 84% Mapped to exons 85% 75%
Mapped to introns 15% 8.4% 23% 16% Mapped to introns 15% 25%
Number of genes 9,261 12,439 4,200 12,611 Number of genes 9,256 4,199
Pearson correlation (R) 0.973 0.876

1, Sequencing matrics from single cells. 1 - 1,000712] MZ (HeLa E= Jurkat) 25 Ef SMARTer® Ultra™ Low Input RNA Kit for Sequencing - v3Z 0| 25t0{ cDNA &4 =,

lllumina® (&1%), lon Torrent™(LE%) libraryS MZSICE 200 bp readsE $I8t size selection 01F 2Z+9| platform0i [zt sequencings 4-845HXICH.

[(HE2AE]

M= Code 2

634848 12 3

634849 24 3

634850 48 3|

SMARTer® Ultra™ Low Input RNA Kit for Sequencing - v3 634851 9 3

634852 192 3|

634853 480 2|
SMARTer® Ultra™ Low RNA Kit for the Fluidigm C1™ System, 2 IFCs 634832 2 Chips
SMARTer® Ultra™ Low RNA Kit for the Fluidigm C1™ System, 10 IFCs 634833 10 Chips

www.takara.co.kr 05



SMARTer® Stranded RNA-Seq Kit

mRNA2| HHd 99% R X|, Strand Specific RNA-Seq

SMARTer® Stranded RNA-Seq Kit

Stranded RNA-Seq lllumina® Library

Platform For lllumina®
Whole Transcriptome &4

[9HAL 20| ] SMART Stranded N6 Primer (modified N6 random primer)

« 4A1ZF 310l cDNA &4, library MZ7HX| 2tz

+ mRNA transcript2| BEE 99% 0|4 |X|

« lllumina® sequencing library HX2 st 2E HE Z&t

« Advantage® 2 PCR Kit: GC-rich, AT-rich ME0| = 2t SZ3

* RiboGone™-Mammalian AF2S FHEtL|CH

Reads from each strand

are distinguished Sequence Alignment Metrics*
¢ Input RNA 100 ng 10 ng 1ng 100 pg
s m h‘ﬁ_' —— ' — % pairs mapped to RefSeq 76.6% 76.4% 76.6% 76.2%
% pairs uniquely mapped to RefSeq 74.4% 74.1% 75.4% 74.0%
Total exons 64.9% 65.2% 64.4% 66.4%
H =p..c, . . T y Total introns 36.1% 34.8% 35.6% 33.6%
= = ,. ""5"5 ; - ; Genes identified (>0.1 FPKM) 15,632 15,642 15,568 14,993
R Number of reads 23,775,433 | 26,176,325 | 27,720,909 | 22,280,680
T T N =

* All data shown is based on strand-specific alignment to RefSeq genes.

12 4. 99% of RNA-Seq reads mapped to the correct strand. Indexed & 2, Even at the lowest levels tested (100 pg polyA+ input RNA), the SMARTer® Stranded RNA-Seq Kit
cDNA libraries were prepared according to the SMARTer® Stranded  was able to maintain high accuracy while detecting 15,000 genes using strand-specific alignments.
RNA-Seq Kit protocol using twelve indices, and sequenced on an

llumina® HiSeq® Platform with 2 x 100 bp paired end reads. Short,

overlapping reads originating from different strands of the genomic DNA

were distinguished from each other, enabling quantitative expression

analysis and accurate genome annotation.

[(HE2AE]
HZ3 Code 2

634836 12 3
634837 24 3|

SMARTer® Stranded RNA-Seq Kit _
634838 48 3|
634839 96 3|

SMARTer® Stranded RNA Seq Kit + RiboGone™ - Mammalian

SMARTer® Stranded Total RNA Sample Prep Kit - Low Input Mammalian ‘ 634861 ‘ 24 3|

96 multiplexingO| 7}58t high troughput stranded seq kit

SMARTer® Stranded RNA-Seq Kit HT ‘ 634862 ‘ 96 3|

High input (100 ng - 1 pg) of total RNAZ £ E{ stranded seq library H|X}
634873 12 3
634874 24 3|
634875 48 3|

SMARTer® Stranded Total RNA Sample Prep Kit - HI Mammalian
634876 96 3|
634877 192 3|
634878 480 3|

TakaRa Eciontech ,



SMARTer® Universal Low Input RNA Kit for Sequencing

Degraded RNA (RIN 2-3)25Ef NGSE& cDNA Library =

SMARTer® Universal Low Input RNA Kit for Sequencing

FFPE LCM

For lllumina®
Platform

RNA-Seq Whole Transcriptome &4 For lon Torrent™

[H27l=5t =] rRNAZ H|7{*st RNA 200 pg - 10 ng (total RNA 2 - 100 ng)
FAF Z2t0|H] SMART N6 CDS Primer (modified N6 random primer)

- O|2F2] total RNA, 22 RIN Zf (RIN 2 - 3)2| ME Mg

- 2ollE ME (FFPE =& LCM ME)ME XHE Jts

« TRNAE H[718t 200 pg - 10 ng2l RNAOIA & 22| RNA-Seq &4
+ PCRE 2I8t Advantage® 2 PCR Kit ZL&t

* RiboGone™-Mammalian At28 FHILICE

Al B
156 pg 780 pg 78 ng
4 4 4
3 4 Spearman p=0.924 a4 Spearman p = 0.9568 a4 Spearman p =0.875
Pearson R = 0.996 Pearson R = 0.998 Paarson R = 0.998
2 2 2
g g g
g 1 ] 1 e 1
= - =
g0 g g0
€ a3 =, « [
=) -2 = -2 = =
-3+ T T T T T T J -34 T T T T T T 1 -3 T T 1
-3 -2 1 0 1 2 3 -3 -2 -1 0 1 2 3 4 -3 -2 =1 0 1 2 3 4
Replica #1 Replica #1 Replica #1
780 pg and 156 pg 7.8 ng and 156 pg 7.8 ng and 780 pg
4 a 4
34 Spearman p = 0.972 a4 Spearman p = 0.971 34 Spearman p = 0.984
3 Pearson R = 0.998 2 Pearson R = 0.981 3 Pearson R = 0.989
21 21 2
2o 2o g o
-1 -1 - -1
-2 -2 . -2 v
-a -3 4 T =3
-3 -2 -1 0 1 2 3 4 -3 -2 -1 0 1 2 3 4 -3 -2 -1 0 1 2 3 4
780 pg 78 ng 78 ng

% 5. High reproducibility and sensitivity across a wide RNA input range. Scatter plots of expression (RPKM) for cDNA libraries prepared from rRNA-depleted Human
Brain Total RNA. Panels A-C. Comparisons of pairs of cDNA library replicas (Replica #1 and Replica #2) created from 156 pg, 780 pg, and 7.8 ng of input RNA show high
reproducibility across a wide range of RNA concentrations. Panels D-F. Comparisons of cDNA libraries generated from pairs of RNA input amounts (780 pg and 156 pg, 7.8 ng and
156 pg, and 7.8 ng and 780 pg) show a high correlation, suggesting consistency across input levels. Axes are plotted on a log10 scale. Insets indicate the coefficient of correlation
by Spearman analysis (p) and by Pearson correlation (R).

[HISEAE
HEZ3 Code 2
634938 10 g
SMARTer® Universal Low Input RNA Kit for Sequencing
634940 25 3|
lllumina® library prep2 9|5t Low Input Library Prep Kit (Code 634947)0| & &t
634945 10 g
SMARTer® Universal Low Input RNA Library Prep Kit*
634946 25 3|

* SMARTer® Universal Low Input RNA Kit for Sequencing (Code 634938/634940)t Low Input Library Prep Kit (Code 634947)2| Ti7|X| X ZlL|Ct.

www.takara.co.kr 07



SMARTer® PCR ¢cDNA Synthesis Kit

MOl 9| cDNAEH & High Input MEZHE NGS cDNA &4

SMARTer® PCR / SMARTer® Pico PCR cDNA Synthesis Kit

pgrEl 2 Sk HE cDNA &t :
Platform For PacBio
o (Pacific Bioscience®)
High input (ng) RNA-Seq
[H27lsst MZ] Z|A 1 - 2ng2| total RNA
[¢:AF =2to|H] 3 SMART CDS Primer Il A (modified Oligo dT)
+1-2ng2 012 M2 total RNAOIA cDNA &=
« Pacific Bioscience®2| NGS system £ X2
« UHEMOl 9| full length cDNA €M (PCR, library construction, cloning S)
« PCRZ #{8t Advantage® 2 PCR Kit &
Comparison of SMARTer® Protocols
SMARTer® SMARTer® Pico
e 2 - 1000 ng total RNA e 1-1000 ng total RNA
e Template volume up to 3.5 pl e Template volume up to 50 pl
e Total RNA template concentration as low as 0.5 ng/ul e Total RNA template concentration as low as 20 pg/ul
e SMARTer first-strand cDNA synthesis e SMARTer first-strand cDNA synthesis
e \/olume = 10 pl e \/olume = 106 pl
E 3, SMARTer®2t SMARTer® Pico HIZ2| xt0|H
[(HE2AE
HZE Code 2Y
634925 10 3|
SMARTer® PCR cDNA Synthesis Kit
634926 20 3|
SMARTer® Pico PCR cDNA Synthesis Kit 634928 10 3|

Rapid Amplification of cDNA Ends (RACE): Z|Ct Citation 28
SMARTer® RACE 5/3' Kit

+ SMARTer® #S 0|28t RACE (Rapid Amplification of cDNA Ends)
« A2FO| RNA (10 ng)2EH 1882 RACE &8 7ts

«RNAQ| 211 Q= 29| 0|8510 O|X|2| 5" LT, 37 LHO| ZH2te
+ RACEO| ER3%t 2E HMZF0| ZL&tE all in one kit

« Cloning0ll © L8t In-Fusion HD Cloning Kit77tX| Z&t

A
2

MNE

AT

‘a

[HIZ2AE]
HEH Code g%
634858 10 3
SMARTer® RACE 573" Kit - 20 3
3|

2 HZ2 SMARTer® RACE cDNA Amplification Kit (code 634923, 634924)2| upgrade =2l LIC}.

TakaRa Eciontech »



Low Input Library Prep Kit

=49 ds cDNANIM IZE, WE A[ZE LHOY| lllumina®& Library H|%t

Low Input Library Prep Kit
Library H|Z

One-tube protocol

Platform For Illumina®

[727}=%H =] Double stranded cDNA (ds cDNA) 50 pg - 20 ng

- SMARTer® Universal Low Kit B= SMARTer® Ultra™ Low
+ One-tube protocol: &H| 1+g0| gle ZIHSt ZREEF

- 3 step protocol: 2A|ZF 2HOY| library | =t

- Multiplexing sequencing& library X%t 7ts

Add amplification

Add template Add library
and indexing reagents

preparation reagents synthesis reagents

v,y

OR
40 min

/Y 45 min

Covaris-sheared
SMARTer cDNA

Rsal-digested
SMARTer cDNA

25~45 min

& 6. Workflow

Input Kit2 2 X5t dsDNAMIA lllumina®® library X}

[HIZ2IAE]

Code 2

Library clean-up

with AMPure Beads Iﬂ E g

634947

Low Input Library Prep Kit

O)2F9| Total RNAGIA Ribosomal RNA (rRNA) A
RiboGone™- Mammalian
rRNA, mtRNA XA

FFPE £ LCM M2

- O|2F2] total RNA (10 - 100 ng)MlA| rRNA |7

+ Human, mouse, rat2| total RNAO|A] rRNA2E mtRNA XA

— 58, 5.8S, 19S, 28S rRNAZ} 12S mtRNAE A
+ FFPE ¥E S =dliEl RNAME A8 7ts

o= o ™

1A
= Distribution of Reads in Libraries
= 0.9% 11% 15%
Category
u rRNA
® Intergenic
w Introns
m Exons

[HIZe|AE]
M= Code 2
Hum‘an Hum‘an Humgn Breast Cancer  Breast Cancer
634846 6 §-| Un?r’ealarl‘ed dTi’uarI\ri‘ied Fm:_aorggne Uni::epased Rilfgggne
RiboGone™ - Mammalian - trery
634847 24 3 , N
13 7. RiboGone™2| rRNA H|AH £1t
P )
%, - ® %,
1 el 3 4
—_— — — — %" Z = E Eﬁd&
R 7 i R s -
s SN o N I W5 — SMART cDNA &M
=8 &k E A
10-100ng Add RNaseH| 2/t DNaseZ rRNA
Total RNA Hyb, Buffer rRNA EE RiboGone oligoM7{ |7 ME * N6 Random primer At HIZ

I3 8. RiboGone™-Mammalian workflow

www.takara.co.kr
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DNA SMART™ ChIP-Seq Kit

ZFO| ChIP-DNAZEH lllumina® Library XXt

DNA SMART™ ChIP-Seq Kit

ChIP-DNA ssSDNA or dsDNA
Platform For lllumina®
Ligation—independent lllumina® ChiP DNA-Seq

« 22| ChIP DNA 0|8 7t

:100 pg - 10 ng 2| ssDNA E= dsDNA 2% M& Tts
« Ligation - independent protocol

: Ligation 2+ 810] lllumina® adaptor £t
- Simple protocol AT 1" e 117

4N ZEH| HHlumina®& library K&

Tailing

DA SMART PrlyidAl Primes

Priming and replication

"
—— TTT._,

[HE2IAE
Tamplata switching
HEZ Code 23
DNA SMART™ ChIP-Seq Kit - 12 634865 12 g —
~—
DNA SMART™ ChIP-Seq Kit - 48 A 634866 48 3| Addition of adapters and amplification
DNA SMART™ ChlIP-Seq Kit - 48 B 634867 48 3 e .

 Pead 2

Total time: ~4 hours

& 9. SMART™ ChIP-Seq workflow

Real Time PCR= 0[&#8! lllumina® Library =&

NGS Library Quantification Kit Platform For lllumina®

llumina® specific Library 2 2E lllumina® library0il AL 7Hs

« Highly sensitive quantification: gPCR 7|H2 2 W2 52| library M2k

+ lllumina® specific: llumina® adaptor?t Z&H= DNAGIZH £0|H

- Complete kit: gPCR E2H0l| 225t B MZ0| 28

« Terra™ gPCR Direct SYBR® Premix: DNA MX|2{0| ZH}Z gPCR Library Quantification Kit (Code 638324)

(HIZ 14Z]

m ! Sequence of Interest Index P7 HZEZ Code
: Terra™ gPCR Direct SYBR® Premix 638319
B Primer Mix Kit H-FOHE7t
18 10. lllumina® adaptor primer DNA Standards for Library Quantification 638325
E 4, Library quantification Kit 245
[MEZ2IAE
HEZ Code 28g
Library Quantification Kit 638324 500 3|
DNA Standards for Library Quantification 638325 50 3|

TakaRa Eciontech N



Ordering Information

Ordering Information

25 H=gY Code 2Y
(HNA RiboGone™ - Mammalian - o
. i - i
depletion 634847 24 3|
634848 12 3
634849 24 3|
634850 48 3|
SMARTer® Ultra™ Low Input RNA Kit for Sequencing - v3 634851 9 3
634852 192 3|
634853 480 3|
SMARTer® Ultra™ Low RNA Kit for the Fluidigm C1™ System, 2 IFCs 634832 2 Chips
SMARTer® Ultra™ Low RNA Kit for the Fluidigm C1™ System, 10 IFCs 634833 10 Chips
634938 10 g
SMARTer® Universal Low Input RNA Kit for Sequencing
634940 25 3|
634945 10 g
SMARTer® Universal Low Input RNA Library Prep Kit -
634946 25 3|
RNA-Seq
634836 12 3
634837 24 3|
SMARTer® Stranded RNA-Seq Kit
634838 48 3|
634839 96 3|
SMARTer® Stranded Total RNA Sample Prep Kit - Low Input Mammalian 634861 24 3|
SMARTer® Stranded RNA-Seq Kit HT 634862 96 3|
634873 12 3
634874 24 3|
634875 48 3|
SMARTer® Stranded Total RNA Sample Prep Kit - HI Mammalian
634876 96 3|
634877 192 3|
634878 480 3|
Low Input Library Prep Kit 634947 12 3
634925 10 g
SMARTer® PCR cDNA Synthesis Kit -
RNA-Seq 634926 20 3|
or SMARTer® Pico PCR cDNA Synthesis Kit 634928 10 g
cDNA g4 -
634858 10 g
SMARTer® RACE 5'/3" Kit
634859 20 3|
DNA SMART™ ChlP-Seq Kit — 12 634865 12 3|
DNA-Seq DNA SMART™ ChIP-Seq Kit — 48 A 634866 48 3|
DNA SMART™ ChlIP-Seq Kit — 48 B 634867 48 3|
Library Library Quantification Kit 638324 500 3|
g2 DNA Standards for Library Quantification 638325 50 3|
638504 50 3|
PCR &4 SegAmp™ DNA Polymerase
638509 200 3|

Ultra Low 24 (pg)2l total RNA CHS
Universal Low : RINZ{0| &2 RNA (RIN 2-3), prokaryote tHS
Stranded 8ISk HEE 713 library MIZ

I (MEES)02-2081-2510 CH F X| A} 042-828-6525

Ci712ta 2|0tHio| 2 BICIZ () XI#MIE] support@takara.co.kr (i - SEXY MEFE)



