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tASl HIOMZ= tumor22E 7| 5ts A= LA 7| WZ0, epithelial cell adhesion molecule
Ol'é‘

PEE 02 AREE0fM ot d2iLf, tEZe HM=Ezs ¥

—

tot

r

circulating tumor cell (CTC) =2|&
W2 HESH= DHOAM epithelial-mesenchymal transition (EMT)E HX|H Z|BA Al2HX|E& AC=E =2
Ch m2kM, CTCol e Sde O HSH2R O8] flshiM= CTCE HEE + Us 20t TE

7|&0] RSt EACE P& monitor genes ZTIotE HIOZAE FMZEO So|Hez AE =X
A7l A2 CTICE Bt oz HAESH: WEHCzZ &&8E &+ ULl = =22 MAE2 HREZ9 M=

e rlo H> ¢

o

OlM LHsts A2 LTl desmoglein-20] ZESH= adenovirusE HAM2D, AAMZE0 S0[HQl
human telomerase reverse transcriptase promoterE &3l viral E1 regiong Z=HESH7| o A ASHAULCH
0| adenovirusE = /29| renal cell carcinoma (RCC)2} prostate cancer (PC) XtQ| CTC & H|md}
£ O &8sALCt 22| 2~3749] CTCE whole genome sequencing (WGS)0| M&tstFon, Hs £M2
&l primary tumor@t CTC AtO|2| HO| XtO|E ZHSIRALL 0|5 WL, & ==20M HAISt= L
2 ? HY 7

210 e JAA CTCE 222 &+ UA2M, enriched genome sequencings Sl & &HXtO|
Al

28 S =S ZEots O AHEE & Us A2 J[HECt

XjZ=2t adenovirus serotype 5/32| & 7|H GFP (+) single cell isolation 3 WGS library |2 1t7d
Infection Replication
A/_,.,,\ - Library amray
Adenovirus n.u 53 b4 /e
- &8 -68 () - - 1@,;7’
- b =% / \ £ p | b mewme wms =
\' t K ./ / /@ 9) \ - - eme
I s / [ 4 \ —- = =
\ Normal cell Replication(-)GFP(-) N \ . 'Y § Sequencing [ r—
as : @ ' .
f— j ‘l: S s
hTI RT  GFP \ —
r ) o ;1r T GFP (+) cell selection e Genomic library Whole genome
EeEE with micro-suction g formation sequencing
Cancer cell Replication(+)/GFP(+)

=20AM AHEE Takara 2 ME LOtE7|
PicoPLEX® Gold Single Cell DNA-seq Kit (Code R300669)
Whole Genome Amplification (WGA)2| golden standard®! PicoPLEX® 7|& =&
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Differential activation mechanisms of two isoforms of Gcr1 transcription factor generated
from spliced and un-spliced transcripts in Saccharomyces cerevisiae
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Ger12 Saccharomyces cerevisiaeQ| glycolytic ™ X}

ATG e ATE _ GCR1 mRNA
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12 ™M spliced transcript 22| Ger1Vet spliced transcript
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ChIP-seq2 28l triplicate2 HIYEl MZE ZtZt $|4380 sonication?t ¥, & 3 me MES Z=H|ZCH &
MES| ME 600 ue= 2 protein tagdil 2 M2t beadsE ©7H incubation?t < reverse crosslinking

St 2, O] & phenol-chloroform-isoamyl alcohol (25:24:1)& X 2|3k, -80 °CO|A{ Of &t=2 1} glycogen

oz HTAZCL AZE pellet2 22 3510l =2 DNA =& {I6H ZOM 24SHAULE

Ger1V@t Ger1°2| ChIP DNA fragment (1-5 ng)2| sequencing library= Takara2| ThruPLEX® DNA-Seq KitZ
MESHE o, MzEAS| Z2EZ0| et dsS FHSHACE 7HEFSHA, DNA fragment?| end-repair 243
= 3' A-tailing, adapter ligationS Z¥st1, 15 cycle?] PCRS £ DNAS SEt $ MM SHSUCt M A =l

library= Illumina®2| HiSeq2500 7|7|& ARE3l single-end sequencing, 50 cycleZ &AL}

L =F0XM ALEE Takara 2 HME LOtE7|
ThruPLEX® DNA-Seq Kit (Code R400674)
50 pg ~ 50 ng DNA MEZ2H Illlumina® 248 DNA-seq libraryS X%t
- FFPE DNA, ChIP DNA & S4% 22 degradation & MEON X M& 75
Single tube W 3-steplE EE|= O 7HHDI T2EE
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ThruPLEX® 7|& =S Z, stem loop adapterS 0|23l background data Fg %A 3}
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Single cell/blastomere/blastocyst DNAE CF7}2tHEO| 29| PicoPLEX® WGA Kit MES 0|23 WGA T
Ch OlF &&E Z MZ2| DNAE= lllumina®At2| Nextera XT library prep kitE O| &3 genome
sequencing library2 HZHE| ALt Zt library= normalization % pooling 192 7 X, NextSeq 500 7|7|
Ol A 1 X 75 single read & 2 X 75 paired endE 0|83l 0.2 — 0.4x2| coverageE =AUt
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PicoPLEX® WGA Kit (Code R30050)
PGS/PGD2| golden standard2 O{7{X|= PicoPLEX® 7|z =&

1 ~ 10 human cells 22 15 ~ 50 pg of human DNA2| ME0| & 7ts
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[%|A] H{7] PicoPLEX® Single Cell WGA Kit v3 (Code R300718)
High-fidelity 24 =222 CNVe & 7|E0= 40| o ZE SNVIIX| HE Jts
Single tube, 3-step?| ZEEZ0| 2.5A1Z L &=
1~ 10702 MZE Z2 15 ~ 60 pg DNAZEE 2 yg 59| 2F MER
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Epigenetic alteration contributes to the transcriptional reprogramming in T-cell
prolymphocytic leukemia
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T MZ MEZAY SMHEE(T cell prolymphocytic leukemia, T-PLL)2 X|FA 0l A4 ZutE 20| 3|4
Hoto2, MEZFHSA EXM, whole-exome / whole-genome sequencings &3l T
translocation, CNV (copy number variation)2 H|Z% Fa3%t #+X HZZ LIEHLE= Z0|
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H3K4me3= FZ promoterd|, H3K27ac£ active enhancer0| 9/X[5t0{, O] F719| histone mark= ™At
2™ FYE mappingdts O €2| AFBE|D UCH M2t 2 =22 XMASE anti-H3K27ac &H| 2t
anti-H3K4me3 A E 0|88l Chip2 +=&3IRULCt 0| 5 ng2| ChIP DNAL} Takaral| ThruPLEX® DNA-
Seq KitE 0|88l ChlIP-seq libraryE HMZSIRUCE ChIP enrichment= real-time PCRE 0|83 HE5IR2
o, MZHE librarys & HHOZEH 517 222 10170 Y725 H HiSeq4000 EHE2 O|Ed =AY
Ct.
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ThruPLEX® DNA-Seq Kit (Code R400674)
DNA 0| H0f, 27t NGS =410 O{2{ZE ChIP DNAC| H& 7t&
- M8 ME:50 pg ~ 50 ng2| double strand DNA

Single tube U 3-stepQ 2 2tEE|= O ZtHD Z2EF - MZ ¢ U &4 Xazt obd

[28] ThruPLEXE 0| &3t ChIP-seq
[=] ThruPLEX® for ChIP-Seq
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