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5-RACE & 3-RACE
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SMARTer™ Ultra Low RNA Kit for lllumina® Sequencing

OIS Z= - 100 pgQ] total RNA A& 7ts

- Single tube reaction - &3 THAIE 20 A|E &4 7tsHE Y3 Az 20| 72
+ RNA-seq 0l & - whole transcriptome HE 240 K2

+ Single-cell analysis - M2 =2 E{ ZH}2 RNA-seq library 4|2 7ts

+ TluminaQ NGS T2 E 20| I&te 3=

RNA Sequencing(RNA-Seq)2 SHXt &5
EAMHO| S E5 MEQ transcriptome
complexity A& 7t&oHA StR2LE, E7IM|
I, &2ch= YMELL K| =X 20| A=t 3]
Hot 0fR XMgtE AR 05| 7|1E2 RNA-
Seq YHS HEoh=0l 0{21Z0| ATt 0] =
0| A=E st MAGUA EM 57|
2|3l Clontecht lluminaZ} &{2{5t0{ SMARTer
Ulira Low RNA Kit for lllumina Sequencing(Code
634935)S 0|85t st Z2EZS st &
ATt

FHoi' 2z of Xid

SMARTer Ultra Low RNA Kit for lllumina
Sequencing 100 pg2| S0IZ<] total RNAZ
HE| 2HHotT S 28X O libraryS MASH
lluminaAte| HiSeq™, HiScanSQ™ 2} Genome
Analyzer lIx2 246t=2 F0f AUCHIluminaAt I
2ES) 2 kit2 = cDNAE HHEE llumina
library prep Z2EZZ 0|&5t0{ EZE lllumina
sequence-by-synthesis (SBS) sequencing®il 0|

884 rk

>§é§a4>/%&dﬂ/9‘<%N9{/E5
in a Sirgle Cell?

epithelial cells

nerve cells

N
~

7 —.<‘

blood cells

MRZLE FE 4= U= RNAQ| Y2 MIZO| 7|1t CHAH HEHO]| T2t 2 Xt
015 20JX|2F LHHOZ MF| M2 THEES 10-30 pg2l RNAS Zefoil U
Ct. SMARTer Ultra Low RNA Kit for llumina SequencingS 0|&512 A==9]
NRZLE F2F 0129 RNA {£2F OtLI2t cell AHIS 0lZSHME 1EE2)
RNA sequencing ZutE g &= U= 4ot 7|20,

SMARTer Ultra Low RNA Kit for lllumina Sequencing IlluminaAte] REMICH A EAIR! Genome Analyzer, HiSeq™ 2t HiScanSQ™E 0128t R XA} 2 off
A0i| Meot=5 CIXIRIE cDNA ZA| kito|Ck =12+ 100 pg2 total RNAZFE] llluminaAte] NGS A|ARI0H HES cDNAS ZME o~ A0, ZHIE cDNA
£ lluminaAte] SAFHQI Sequencing By Synthesis (SBS) 0| AF2SH= library HIZH| ZHEZ 0|88 4= QLY.

TalaRa

TakaraKoreaBiomedicallnc K| RMIE]

I 2 (ske/MER9)) 02-2081-2510 = Ab Tel. 02-2081-2510
support@takara.co.kr ~ CHE X[ A} Tel. 042-828-6525




