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SMARTer® Stranded Total RNA-Seq Kit v3 - Pico Input Mammalian (Pico v3)
(Code 634485)

Pico v3+= human, rat, mouse 22| total RNA (250 pg ~ 10 ng) &2 intact cell (10 - 1,000 7H)25E strand-specific lllumina® NGS
libraryE EEXCE M2 £ U= HELE, 2F 7.5 A2 L A8 1PH0| 2t EICE 0] ME2 high quality RNA # OfL|2} FFPE, LCM ME 1t
Z0| RNA integrity7t $4X|5| X2 ME0|= MBS &~ UM, £F ME library= strand HEE Z&5t1 Q10| Read 2 242 S5l sense
XMEats =olsh 4~ QUCt

cDNA &4 1PH0l M= random primingS 0|&35tH, cDNA &M S ZapR 7|22 rRNA S2f readsE H7{8t LIS HOIU= readsES
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WHE £ QA0 =2 &30 YT E JIX|H, UDIE Z&tot1! Q0] flow patterned cell0ofl M index hopping 810 sequencing= TS 4= QICE

H ®
lllumina® 2M4&

Library MZ &=

-

Random priming
- FE92 A8oh=
Primer& 0| &4H
total RNAZEE]

Full-length cDNA &M
cDNA &4 » mRNA £ OfL|2}

rRNA S 042 RNA
Mg gt
Adapter, barcode
Library 06 222 library ZX|
amplification « UMIE E8t PCR error W ¥O 2,
HC} Hetst 24
- UDI ME9=2 NovaSeq &
ZapR 7|22 E3t patterned flow cell 88 It5
rRNA K2 reads M7
- MZ ZH|IPY SOIA rRNAS HA| M| 7H5t=
0| glof ZHHGH, X2 | ME0| EAEHLE
LA ItsdE At
- Human rRNA (18S, 28S) &2 human CERid
mitochondrial rRNA (m12S. m16S) K2i siAtaES + Human, mouse, rat 24
X|7{3tH= ZapR probe 0|2 10-1,000742] intact cell
+ 2228t non-coding Mg reads MHZE, E41 A|Zt + 250 pg - 10 ng Total RNA
2 HIE HS * RIN > 2 0]At9] low quality

RNA H& 7ts (FFPE, LCM S)

O|0|X| &H|ZE E5H single cell® EL&dt= well MZHcDNA & & SIS0 26t

solution2 =FSICL MI2LA, Single cell0] U= wellOiMTE 2AZS RIMSH |0f M2|E =2

Zet A|2F H|ZO0|LH 24 AjZkS Azhet £ ULt
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High quality

?lgt full-length RNA-seq kit

Why we have to analyze full-length RNA?

ML SF HHS BUISH| Y3 HIIMSS BASE HTS0| T HED 00, N
(Next Generation Sequencing) 7|&0| YE6tHA 7|=2| BHHLH #2110 ZHHGHH ME2 &0l
g 4= U0 ARt IEAE E QU 2M =7]0l= Whole exome sequencing (WES)0| =2 FISHE]|
2100, 2ol droplet YAIS S 3, 5 2 YTi0|Mo| SHK LHES Sal MES 2RI
A HI0|, QXIS WRSITA Sl GRS [ MHET Tk SMARTer® 7|&2 OI82t
SXIEL, O] wAlo] 22 SAElX o2 2ol EMats S8 BHOIL Ol S2 HISH| 0fY TIPS
&g WGS; Whole Genome

Ct= SHAI7E YO, full-length RNAZ 0|28 X QX A
IC} =2 coveragelt INE SEZ2M ME LHNIA

2 EMots 7
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Single cell

nE

@ Oligo dT priming

* MRNASQ| 3’ end0iiA] E0|=
poly A" tail€ EfZ1IC2 cDNA &4

« High quality RNAZ 0|&5}0{ mRNA
MNE

Isolated single cell
(2~ 10 pg =Z=2| RNA)

HO|Lt isoform, allele-

= SMART-seq2it=
O 2[X3} 1M glo] Al

B M3 P THE &
QUCk. Library MZf HE2 SA{GITA} ohi= MZ0 ¥t A gl

Ultra low input

1,000 7 0[5t2] intact cell
10 pg - 10 ng high quality RNA

For automation

100 7§ O|5t2| intact cell
10 pg - 10 ng high quality RNA

22| buffer Z=H|,

ChorstH
Ote MG & ) AFR5H= cDNA primer NGS ZaH=
HEIts
ME ~ cDNA EENtX|

SMART-Seq® Single Cell Kit (Code 634470) \-

o
SMART-Seq® v4 Ultra® Low \-
Input RNA Kit for Sequencing (code 634888)
SMART-Seq® HT Kit (Code 634455) \-
e
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High quality full-length RNA-seq kit

What is SMARTer® technology?

MMLV RTaseE 0| cDNAE &g Of, RNA 5 &

CIEX| 40| O|2AH =™ FXQE non-templated Total RNA or cell(s)

i /)olood‘ 5 VANAANAANNAANAANAANANAAS POlY A S

. = +— % 3' SMART-S
nucleotides7t ®7tE A ECt 0|E LCHHO|EA CDS Primer 1A
SMART-Seq v4
B . = Oli le otid irst- i
(terminal transferase activity)2t1l &tH, SMARTer® 7| genuce otide e sinests
£2 0| M2 0|23 FIHEl ME 1} Ht25H= SMARTer® v 0|
i i H R = = ) Y\Y‘ !
switching oligonucleotideE &7t5t0{ cDNA 5’ 't 5 —1 ;WWVVV‘N‘NVV‘NV‘
. _ YRR
o] AMME S ™E|SHA EIISICE 0|F RTase= F7t
) ) - _ _ Template switching EXFEEY)
= O|IgOI’IUC|EOtIde% FHOZ ol FIHOZ cDNA and extension by RT il
- - = — = . . Blocked PCR
£ Mot=0 0|2 TYHMEY (template switching Primer I1A ¥
- * 5 NANNNANNNNANNNANNANNAS
A0 = )OCI\X
activity)2t StCt. g //* N =
0| & M2 0|25H= SMARTer® 7|22 & 2fctof {15}
Amplif_y cDNA by LD
= MEE ligation 810| 2712 & el 0] ME2 0|8 PCR with blocked PCR
3l PCR2 22 RACE, NGS library ®Z Sof| 228 4+ v
Double-stranded cDNA
C}. ESt 5 YENX] 25 SME cDNATL ZBAMEE full-

length RNA MES 2ME =~ ULt

Enzymatic
fragmentation

+ cDNAZ2| fragmento|
Z|M3tE enzyme EE

H ®
lllumina® 24

Library ®|Zf 2t2

0)5) Library prep.

: - Single tubeOflAf 2A|Z LHO|l cDNAZ library 2 FIEHat 4 U0f
X AZtH D ME 0 9F |45}

X - Library Prep. 22| & 1170]| 810§, &A1& 240|

! IS 2HEtSt O] 2 QIS ME &4, 20| 45K 3.

1

: - Stem-loop adapterZ 0|256}7|0]|, adapterZ QI5t

I library ®|ZF &= X5t & background 24l X

1

]

MZ ~ Library HIZHX|
]

SMART-Seq® Single Cell PLUS Kit (SSsc PLUS)" (Code R400750)
SMART-Seq® v4 PLUS Kit (SSv4 PLUS)" (Code R400752)

SMART-Seq® HT PLUS Kit (SSv4-HT PLUS) (Code R400748)

* Miniature protocol M2 (1/2, 1/4)
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Immune profiling kit

SMARTer® TCR/BCR profiling kit

T celldt B cell2 FX3 & 5tLIQI HY MIZZ, BHO| SIS 21AI5H= receptor?! TCR, BCR
= 202t LRSHHM SYO|Lt HIO|ZHA Sof| S0|Mo=z A, HA 839 A% & #45} 5t= F
&2 BICh TCRI BCRE2 |TXt XHHHHO|LE MM E SHHO|E Soff CHsh als AAlg = AU
EE JHHMEZ JHX|H 0|2 TCR/BCR Z|HER| (repertoire)2tl Y=Lt
HHSHO|Lt o BB, E2 o HH S0| LUoHA = T cellt B cell2 HIZYHOZ F4
St7| Eh=E0l TCR/BCR HHELD| 2MS Soll HY WSS SISO =M HES ZHst L X2 &
= QIS UK} Stz A7t O|R0{X| 1L ATt 53| NGSE 0185t0] TCR/BCR HHEZSE EMBO =M HASHY CItES SutXo=
EIQIE == QU04, HIO|2{ALL MiZ ZY = OfL|2t ZIT 7| 0|A 29| HH 7|2 S5 Felg & UL
CHI2HHE0| 2= human, mouse Z{ZEQ| TCR, BCR 2412 2§t immune profiling kit X33t Q2 H, £35| UMI, UDI7t HEE|0
A= HES BN S ATEQ 0= FACR X511 UL

Mouse

Takara Immune profiling kit

TCR

- BHSE110Nng - 1ug

« T cell 221 total RNA
1-100ng

« Purified T cell
1,000 - 10,000 74

+Single T cell

« SH0j| 2} Human T cell receptor?| V(D)J
» Single tube workflow= M= @2 2! A4l

+ Beads clean up %! size selectionO| & 13|32t

Single TCR

TCR BCR IgG

BCR IgG/M
« Spleen, lymph node,
PBMCs, hybridoma

S2ff total RNA

- PBMCs {2{ total

RNA 10 ng -1 g
- B cell R2H total RNA

« Spleen, thymus,
PBMCs {21 total
RNA 10 - 500 ng

1-100ng « Purified T cell 10ng- 3 g
1,000 - 10,000 74
+ Human B cell receptor (BCR)2| V(D)J 7MHEHS BIZIE =H SZ510d IgG, IgM

BHEa| 24

* Heavy chain (H), Light chain (Kappa chain (), Lamda chain ()2] SA1,
L2t EM IS

+ UMIE S3lf PCR 22
(T8 ATEQ|0] Cogent A HIZ)

S sequencing error WO 2 AMZ|E =2 clonotype L

I

7

or

7HH FHO|LF CDR3 F
, handling error Z|A 3}

LQEI0, AIS 1Py 7tASH A ma| M ZX|

oiS Met5{of

4
-

« High yield library 2440 2 NovaSeqt Z+2 high throughput sequencer M& s (24 0| 2 sequencer B X0| &)
«UDIEQIS ESt SA| EM ME A =0l BM ’giFE Sk patterned flow cellofl 241 Tt
+ UMIZ S5 PCR &2 sequencing error 892 AMZ|E =2 clonotype L (M2 AT EQ0] Cogent 24 KIZ)

« UMIZt H2= library2| PCR error W8S

« F2| 7| HOIME 20| AA BI0| RYCZ ARE Tt

S 2|5t software 24 M=

- For immune profiling, Cogent NGS Immune Profiler Software
- For Pico v3 /ICELL8®, Cogent NGS Analysis Pipeline & Cogent NGS Discovery Software
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SMARTer® RNA-seq M= MEH 710|=
Oligo dT priming (w. high quality RNA)

: — CIQFSHNGS platform0il HE Ths

HEME Code H=E Y
Single cell 634470  SMART-Seq® Single CellKit (SSsc) 12 3
Ultralow input 634888 SMART-Seq® v4 Ultra™ Low Input RNA Kit for Sequencing (SSv4) 12 3
Whole Automation 634455 SMART-Seq® HT Kit (SSv4-HT) 12 3
@ gdenome .
sequencing . _ lllumina® platform H&
HEME Code H=3F 2
Single cell R400750 SMART-Seq® Single Cell PLUS Kit (SSsc PLUS) 48 3|
Ultralowinput  R400752  SMART-Seq® v4 PLUS Kit (SSv4 PLUS) 48 9|
Automation R400748  SMART-Seq® HT PLUS Kit (SSv4-HT PLUS) 48 3|

Random priming (w. RIN >2 RNA)

HEME Code HEY Y
Single cell 634442 SMART-Seq® Stranded Kit 12 3|
. ® _ . _ .
Ultra low input 634485 SMARTgr SFranded Total RNA-Seq Kit v3 - Pico Input 2% 3|
(total RNA, FFPE, LCM &) Mammalian (Pico v3) _
HAMI Full-length 2 A| 3
UMI 241 AT EL0f Hl=
Immune profiling2 S8 HAMZE IIEZ| £
Code HEE UMIEM ATZEQO HIZ B
Targeted =< . A 01 A E=CN.
sequencing 634478 SMARTer® Human TCR a/b Profiling Kit v2 12 5
634431  SMARTer® Human scTCR a/b Profiling Kit 96 3|
634466  SMARTer® Human BCR IgG IgM H/K/L Profiling Kit 12 3
UMI 241 ATTEQ0] KIS
Code  MNZY g%
SoH ST 634402  SMARTer® Mouse TCR a/b Profiling Kit 129
SoH ST 634422  SMARTer® Mouse BCR IgG H/K/L Profiling Kit 12 3

- 3A|ZHLH 15 - 150 nt 2!0]2] small RNAZEE] lllumina® 24K library Mz 2tE
+ SMARTer® 7|&2 0|23H, €= 2| adapter ligation 2P £2Q
- M2 MZ =2 total RNA 2 enriched SmRNA (miRNA, siRNA, piRNA, sno RNA S)

SMARTer® smRNA-Seq

Kit for lllumina®
(Code 635029) e

hiPSC2| Single cell 2412 2|5t
Cellartis® iPSC Single-Cell Cloning DEF-CS™ Culture Media Kit (Code Y30021)
+ Single cell cloningS #ef all-in-one system
* 7|Z colony H{¥E =2 EfALHHX|Q}F H| WEHS [, single cel 22 E] &2 homogeneous clone &4 && =01

Bt cloning s H|0Ef 201

I 2 ("EE9)02-2081-2510 CH ™ X| A} 042-828-6525
CIFtEF=2| OOl 20| Tl 2 (F) RIZIE] support @takaracol (R SEKI% HEZS)



