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ThruPLEX® DNA-Seq Kit (Code RB4523)

ThruPLEX® Technology 7|t
High performance: 2~2F DNA &X-& (50pg to 50ng DNA)
He MZM: Genomic DNA, ChIP-DNA, FFPE DNA, cDNA, cell-free DNA M & 7}

Fast and simple: Tt EHO| Al £k 30| AH (RALA|ZE 15&)
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1. Baejen, C. et al. Genome-wide analysis of RNA Polymerase II termination at protein-coding. Genes. Mol. Cell
66, 1-12 (2017). doi: 10.1016/j.molcel.2017.02.009
. 2 29| RNA Pol II Termination 1M'dS T HSI7| {5t0], ChIP-seq, ChIP-qPCR & ASIF 2, ThruPLEX
DNA-Seq Kit2 0|-838}0] ChIP-seq NGS library2 X Z=&}%ICt.
e  E=ZXXe= ChIP-seq 2M 32 510, 22 E0IPH O M| 3'-transition2 Pol I elongation factor Spt5& &
22 SIhe AS mYSHACL

=2 KNS 27| >>

2. Maatouk, D.M. et al. Genome-wide identification of regulatory elements in Sertoli cells. Development 144,
720-30 (2017). doi: 10.1242/dev.142554
. H =02 024 HEEZ|F M ZESertoli cells)O| Al MHEA™IH (Sex determination)Q| ZHOQIXIE Y}
7] {I5t0 ChIP-seq, DNasel-seq, RNA-seq A& S St O, FACSE 22|3 OIRA MEELZF HMEZZEE
E{ ThruPLEX DNA-Seq KitE 0|23}0{ ChIP-seq libraryE |25
. H3K27acl| chromatin landscape0 DNAasel-seq peakE 2H #(overlap), 2Mato 2 M H3K27ac Enhancer

7t oA MEEE2FMES YEZYIYOl 7|t (early stage)i M 2ES X

3. Liu, Y. et al. Transcriptional landscape of the human cell cycle. PNAS 114, 3473-78 (2017).
doi: 10.1073/pnas.1617636114

e B =22 ChlP-seq, DNase-seq, RNA-seq, GRO-seq 2XM2 ZosI0, MEF7| (cell cycle) FOt9|
transcriptional landscape& S| QICt. ChIP-seq, DNase-seq library= ThruPLEX DNA-Seq KitZ2 A &% ALt

e B =29 XX= MCF-7 breast cancer cell lineg AtE3I0] MEF7|0A ™AMENQL steady-state®] RNA
WU MO AZHXS (ag)2 FYSUCE Eeh, HMAH= MEZI| S0t Transcriptionalst epigenetic
dynamico| S2-d0f CHSt0] Z=5HRALE

=2 XM 7] >>
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4. Warrick, JI. et al. FOXAl, GATA3 and PPARy cooperate to drive luminal subtype in bladder cancer: A
molecular analysis of established human cell lines. Sci. Reps. 6, 38531 (2016). doi:10.1038/srep38531

Human cell line0| EXtZ=9| BraQt(bladder cancer) A710| X $tSHX| ChiP-seq, RNA-seq2 S8l 2HQIsHY
Ct. ChIP-Seq2 ThruPLEX DNA-Seq KitZ X|&}s| QL.

2 L=80| XX}= PPARy, GATA3, FOXAl Q& X}o| Tpgtsio| ehgoto|l MatEg| (transdifferentiation)of 7|0
oiChE AS HSHRALE

=& KNS 27| >>

5. Roy, N. et al. PDX1 dynamically regulates pancreatic ductal adenocarcinoma initiation and maintenance.

Genes Dev. 30, 2669-83 (2016). doi: 10.1101/gad.291021.116

AN ER (pancreatic ductal adenocarcinoma; PDA)Q| TIHEHA O Al PDXQ| CIAst 7|52 2M3H7| ¢
0| ChIP-seq, RNA-seq, BrU-seq 7|HE X E3IQALCt ThruPLEX DNA-Seq Kit&= PDX-1 immunoprecipiated
DNAZ S E| ChIP-seq libraryE HZS7| Q8] AM L UL

2 =20 XAE HUTAMZAPDAC| ZWEAHOA PDXIS B2 TEAFOD wANg
(carcinogenesis)@| 2t7| CtE THAIOA PDX1 |f8Xte| 7|52 Oldlsie A2 * Q | ¥
ol Et2ol & =+ ASS HMLtSHACH

=2 KM 27| >>

6. Luizon, M.R. et al. Genomic characterization of metformin hepatic response. PLOS Genet 12, €1006449 (2016).
doi: 10.1371/journal.pgen.1006449

OIZF ZEMIZE (Human hepatocyte)0j| A] metformin hepatic response?t Gtz FHEALt ZEHOIXIE FEHSH|
2|5t ChIP-seqdl RNA-Seq2 0|25 2, ThruPLEX DNA-Seq Kit© 2 ChIP-seq Iibrary% M| ZHSHRICE
2 =209| XAH= QI7F ZHM|Z 2| metformin-dependent response®| A QI QEA HQ 24 HO|HE |
Sott, Eot X 28 F (Type 2 diabetes)0f| Lot HAH O X2 7tsdS MAISHAC f.

=2 XM BE7| >>

7. Spangle, J.M. et al. PI3K/AKT signaling regulates H3K4 methylation in breast cancer. Ce// Rep. 15, 1-13 (2016).
doi: 10.1016/j.celrep.2016.05.046

ChIP-seq, RNA-seq 24& 0|835t0] FEfo| HAMTHA ZHO|A PI3K/AKT pathway activation2 @"g%
TESESCE H3K4me3, KDM5A S X}tQ| subcellular localizationg £73t7| 2|5F0 ThruPLEX DNA-Seq K

2 ChIP-seq libraryE M| &SHRALCE.
2 =20 MAE fYty

ol
s
ZQF (breast malignancies)O| A epigenetic landscapeE ZEZ&St= PI3K/AKT
signaling pathway®| 48 Q&5 Ct 3t AKT/KDMSA E23tA|0| o8] ZEL|= MEF7| SFXL9|
451 (the expression of cell-cycle genes)O| ZXIgi A Q8EQE (advanced-stage breast cancer)?t AT ASS
TESHRACE

=8 XS E7| >>

8. Hojo, H. et al. Sp7/Osterix Is restricted to bone-forming vertebrates where it acts as a DIx co-factor in

osteoblast specification. Dev. Cell 37, 1-16 (2016). doi: 10.1016/j.devcel.2016.04.002

OrRA 29 HHA] HALRIXIQl Sp7/Osterix2| Hetg 2445H7| 2/5t0] ChiP-seq, RNA-seqO| 0|8 | ACH.

=20| XXHs biotin-motifet M| 7§2| FALG epitope7t Sp7 Er#To| C-2CHo| ZEEOf L0f Sp7 Erd
ABHHQIE ChIPLZ QIS 4= Qe S AIMsE OpRA 2t0l (transgenic mouse line)2 A ZHSHRACE 1

, ThruPLEX DNA-Seq Kit2 ChIP-seqg £%t ZZMXE dZEQIX} (osteoblast enhancers)& H&SH7| 253

&ALt

=z Sp family SOM= Sp7 THEol =910| HFEF=2| Tzt 1+
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http://www.cell.com/cell-reports/fulltext/S2211-1247(16)30629-5
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http://www.cell.com/developmental-cell/fulltext/S1534-5807(16)30197-6

9. Cejas, P. et al. Chromatin immunoprecipitation from fixed clinical tissues reveals tumor-specific enhancer
profiles. Nat Med. 22, 685-691 (2016). doi:10.1038/nm.4085

e E =509 Histone mark &St HES 980 FFPE =X MZ=Z B soluble chromatin®| A2/ =2
F=E2 ot M2 =8, Fixed tissue chromatin immunoprecipitation sequencing (FiT-seq)0| Cist HEE
M|SStCt ThruPLEX DNA-Seq KitE At&3t0| FFPE MEZEE FiT-seq libraryE, Fresh frozen MEZE2H

ChlP-seq libraryE MZASIRACH, & MEZRE =EE HOH=E M2 2X[5E= ZdEE US| AL
. A= FiT-seqgE 0|23l ZAEO|H QIXt (tumor-specific enhancer)?}t super enhancerg& 2AM% =
O, ot AZOMEIYEY (chromatin state)7t O{EA REA ZHO| J&S OE & A=XE EOoEL
=2 XtMS| 27| >>

30 T

10. Si, S. et al. Loss of Pcgf5 affects global H2A monoubiquitination but not the function of hematopoietic stem
and progenitor cells. PLOS One 11, e0154561 (2016). doi: 10.1371/journal.pone.0154561.
e = =322 ChIP-seqit RNA-seq& O|&3}0{ hematopoietic stem cell and progenitor cell (HSPCs)0|A{2|
Polycomb-group RING finger protein (Pcgf5)o| dgte ZAMEIFLCt ChIP-seq library= ThruPLEX DNA-Seq
KitZ 0|&3sl0 X|Ztx| ALt

e ChIP-seq 24 Z1}, pcgf5-deficient HSPCsO| M= H2AK119ubl9| =FO0| LA = AES BZoLL |HXt
s 00| #HE2 o)X 2 SIQCc 2 =829 MAsE Pcgf57t in vivo BRI A Histone H2AK119

monoubiquitiationg ZHESIX|QF XHAR A Q| dete 0|O|siCtn AE X|QALCt

== KM 27] >>

11. O'Brien, L.L. et al. Differential regulation of mouse and human nephron progenitors by the Six family of
transcriptional regulators. Development 143, 595-608 (2016). doi: 10.1242/dev.127175
&2 =Z0ME nephrogenesis 1t &to| OrA 91 Q17ko| AIE FM| I (kidney progenitor cell)OfjAf
A|-0,_|X|- Six29| =& Zt2& ChIP-seq, RNA-seq2 0|23} H|WSIRALCt ThruPLEX DNA-Seq Kitg 0|23}
OpRAQF Q17F ChIP DNAE S E Sequencing libraryS M| ZHSHQICH
=22 Q7hn D20 YZE MTH AfO|ole MZ CH2 Ol Jjo| ZEOQIXI Hojstn Y2e 7
SHASH A Mol Xt7Hrjd(self-renewal)dt Q1ZH AE O] nephrogenesisOf Cigh ZHA§AHQl A zhd

(potential mechanistic link)2 X|A|SFRLCE.

02 T

=2 KM 27| >>

[ChIP-seq 7|= H|@ +=&-Review]
1. Sundram A.Y.M. et al. A comparative study of ChIP-seq sequencing library preparation methods.
BMC Genomics 17, 816 (2016). doi: 10.1186/512864-016-3135-y
. 2 =22 1lng, 0.1ng2| H3K4me3 ChIP DNAE O|&3}0] low-input DNA EE= ChIP-seq sample2 2|8t 774
9| preparation kit (Accel-NGS® 2S, Bowman-method, HTML-PCR, SeqgPlex™, DNA SMART™, TELP and
ThruPLEX® DNA-Seq Kit)2 H|m 2A3}iLC}.
e =20|M 7|EE H|ust AL}, Rubicon Genomics ThruPLEX® DNA-Seq Kit2 peak calling, peak strength
correlation, IDR 59| 2A CO|O|E0A FojHt HOJH g2 HYJon, E3 2 HEL “single-tube
protocol”0| ZHot HHO|2t= AS FAISHUL

(==L
“The ThruPLEX reagents from Rubicon Genomics scored a close second on the critical metrics of peak calling,
peak strength correlation, and IDR. Notably, the efficient and single-tube protocol for these reagents also
makes them an attractive choice.”
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