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Single cell NGS 24& ¢/t Portfolio
- Single cell isolation

- Single cell DNA-seq

- Single cell RNA-seq
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Single cell-seq

Single cell-seq
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- Identify chromosomal variations

Genomics - Genomic heterogeneity

NGS &4
Single cell-seq
« Reveal differential expression

—  Transcriptomics « RNA splicing pattern
- To connect a cell’s genotype to phenotype

Single cell analysis

— _ * Information about protein expression
Proteomics - Cell signaling, cell to cell interaction

Front.Cell Dev.Biol. 4:116. 2016
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<Typical workflow of single cell-seg>
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Single cell-seq
Takara Single cell-seq Portfolio

Ct7t2tE2|0H= Single cell 22|52 E{ DNA - RNA Amplification, NGS Library Preparation (for lllumina® platform)7tX|
Jtset ME& M3otl ULt That's Good Science!

- UM E E2] (Single cell sorting / isolation)

High-throughput single cell isolation, selection, and processing

ICELL8® cx Single-Cell System (Code 640189)
- SHHOJ| Z[CH 1,200 ~ 1,5007 live single cell 22
« MIE F710]] &28i0] £2| 7t= (5 100 pm)
» Imaging stations 0|83t “H0IU= single cell’ 2t HEHSIO 24
- Single cell (L ME) 22[0|A] “AO0IRUE= single cell’” THHNX] & 302 AL
- M4 Differential expression (DE), TCR profiling, RNA-seq, ATAC-seq
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Imaging SmartChip® technology

Cell dispensing and visualization of ICELL8® cx Single-Cell System
MultiSample NanoDispenser (MSND)7t MIZZE SmartChip®2| 5,184 well0il £3 %, Imaging station0| 5184712 2= wellS A|Zt3}5tCt
CellSelect® softwareZ 0|235}0f H|{Q= well, single cell2 Z st well, Ct=0| cellE E&H5t well2 2 &, EX well2t MEHSI0] cDNA SHAIS TISHst

T, O - - L-O -

Ct. SmartChip®0fl= well€ 7128 £ Q1= well barcode2t DNA 2X12 188t 4 Q1= Unique Molecular Identifier (UMI)7} ILEH=|0f Q)L

- DNA 24 (Single cell WGA & DNA-Seq)

Gold standard WGA, PicoPLEX 7|=& &=¢t Single Cell NGS Library Prep

PicoPLEX® Gold Single Cell DNA-seq Kit
- Whole Genome Amplification (WGA)Z 0|25t Single cell DNA 241 (6 pg of DNA 24713)

[ | —

- Single cell CNV, SNV, Aneuploidy A&0]| EH

o« M| 2|=F Tt AYUTFEXAAL (PGS/PGD)MIA 7HE & el 24 J|=

Code HE=F =
R300669 PicoPLEX® Gold Single Cell DNA-seq Kit 243]
R300670 PicoPLEX® Gold Single Cell DNA-seq Kit 963
R300698 PicoPLEX® Gold Single Cell DNA-seq Kit 3843|

* Single Cell WGA &7 |E: PicoPLEX® Single Cell WGA Kit (Code R300671)
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Single cell-seq

- RNA 24 (Single cell WTA & RNA-Seq)

Single cell M SMART-Seq®

Code =3 FREH Input sample

- Single cell 22E 1 EZ!9|
full-length cDNA g
634470 SMART-Seq® single cell - Whole Transcriptome £
- RNA 820| &2 M (e.g. PBMC)2
THUMZE 2 A

- 1 cell (single cell)
« 2 pg Total RNA

SMART-Seq® v4 Ultra® * Fluidigm® C1"& 0|28t Auto .
« Singl |l onl
635025 Low Input RNA Kit for Sequencing* preparation kit ngie cefonty
- Single T cell2] RCRaq, TCRB &4
SMART-Seq® Human scTCR o
634431 4 nu « 12 - 96 multiplexing TCR + Single T cell

a/b Profiling Kit

SM b

Ultra low input2 2|gt SMART-Seq® v4 A|2|=
- Ultra low input (10 pg 10 ng) =252 H Full-length cDNA &4 ¥ &%, Whole Transcriptome Amplification
- Single cell, Ultra-low input (10 pg) RNA 22| 7|&

T2 ==t AL AYst= ZHet Single cell 24 =

- SMART-Seq® v4 £52 EX

Code =Y FTREH Input sample

SMART-Seq® v4 Ultra® * SMART-Seq" v4 HIAEd =] 10 pg - 10 ng Total RNA
e[ Bl - Whole Transcriptome " U PY TigJ 11eiz=

034888 L ow Input RNA Kit for Sequencing’ Amplification (WTA) - 1-1,000 Cells

« High-Throughput (HT)
Single cell NGS Library prep  « 10 pg - 10 ng Total RNA

« One-Step RT-PCR= «1-100 Cells
O W=H 5=

634437 SMART-Seq® HT Kit’

Ultra low input + 10 pg - 10 ng Total RNA

634442 -Seq” |
SMART-Seq"™ Stranded Kit Strand-specific RNA-Seq -1 1,000 Cells

Differential Expression (DE)
PoK= « 10 pg - 10 ng Total RNA

—_ ® !
635040 SMART-Seq” v4 3'DE «1-100 Cells

. ’ int LM
Kit 3" end transcript &4

* Whole Transcriptome Amplification (WTA) & A|2fQIL|C},
NGS Library Preparation2 {IeHA = HE ol A|2F0| TR 5IH, SMARTer® ThruPLEX® DNA-Seq Kit (Code R400674) EE= lllumina®
Nextera Kit & FHMEL|CL 2 HZ HEES E0I5IM Q.

QR codeE AZHoIA[7{L} URLZE & 50tA|H
o Single cell-seq Z[AHEXIZE &l IHSELIG

www.takara.co.kr/
singlecell
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