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Innovating Epigenetics Solutions

THE COMPLETE SOLUTIONS FOR EPIGENETICS
RESEARCH AND BIOLOGICAL SAMPLE
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Bioruptor® Series

STATE-OF-THE ART SHEARING

DEVICE FOR:

v DNA, RNA shearing

«  Chromatin shearing

v FFPE DNA extraction Bioruptor® Pico

: : : 6 ~1671 M= ot tHof X{2]

v Tissue and cell disruption

v Protein, DNA, RNA extraction \l& -

v Protein aggregation studies - 2
DNA CHROMATIN PROTEIN

Features

¢ 150 ~ 1,000 bp size2| fragment 2|5 7t
» ACT (Adaptive Cavitation Technique) B4l 0| 2810{ ME 0| B4 HIX| B! Hatot ™t
o BNAE ARE

A.

Sample volume: 100l
Microtubes:0.65 ml
Sonication cycles:
13 cycles (30 sec ON/OFF)

Average size:
204 bp; CV%: 1.89%
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INSTRUMENT
for sample preparation

FULLY-VALIDATED CONSUMABLES

for best performance
REAGENTS AND KITS
for optimized shearing
EPIGENOMIC SERVICES IN-HOUSE EXPERTISE
for epigenetics applications since 2004

4 ORDER & INQUIRY : 02-3471-4100 / info@chayon.co.kr



Bioruptor® Series

Bioruptor® Plus One®
3 ~127 HZ ot o X2 HUESHAFO|=

T =2 @ ¥ T

CHROMATIN PROTEIN CHEMICALS DNA CHROMATIN

Selection guide

Applications Bioruptor® Pico Bioruptor® Plus

NGS DNA shearing Excellent Good Good
Chromatin shearing Excellent Excellent Good
NGS RNA shearing Excellent Good =
DNA extraction from FFPE Excellent Excellent =

Cell and tissue disruption
for protein extraction

(for mass spectrometry Excellent Excellent =

or other applications)

?g:?ﬁigif;igfr:u‘mon Less suitable Excellent =
Bacterial cell lysis Good Excellent =
Compound solubilization Good Excellent -
Liposome size reduction Good Excellent =
Protein aggregation Excellent Excellent =
Temperature control Excellent Excellent Excellent
Low noise level Excellent Good Excellent
Small footprint Excellent Good Excellent
Fast processing* Excellent Good Less suitable
Shearing volume 20uL~2mL 50 uL ~20 mL 20 uL, 50 uL
Throughput Up to 16 samples/run Up to 12 samples/run 1 sample

Time required to simultaneously shear 12 genomic DNA (10 ng/uL, 100 uL samples) to 200 bp with Bioruptor Pico (13 min) and Bioruptor Plus (30 min).

www.chayon.co.kr 5



Bioruptor® Series Tube Guide

Diagenode tube= Bioruptor®t &4 At2S
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APPLICATIONS

1.5 ML 15 ML
0.2ML 0.65 ML BIO}.?UPTOR 15 ML BIORUPTOR
BIORUPTOR BIORUPTOR MICROTUBES BIORUPTOR TUBES AND
MICROTUBES @ MICROTUBES TUBES SONICATION
WITH CAPS
BEADS
Catalog number C30010020 C30010011 C30010016 C30010017 C01020031
Recommended sample volume 20 pl- 100 pl 100 pt 100 pl- 300 pl 500 pt - 2 ml 500 pl - 2 ml
DNA shearing v v v
Chromatin shearing v v v v
RNA shearing v v
FFPE Extraction v
Cell lysis v v 4 4
Tissue disruption for protein extraction v v
v =validated tubes * Protein extraction beads (C20000021) must be used

*

*
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\
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15 ML
0.5 ML 10 ML TPXTUBES 50ML
BIORUPTOR M’:ElsRTJ#L-IJ—;)E(S BIORUPTOR TP;I(STtJ"B-ES AND RNA FALCON™
MICROTUBES TUBES EXTRACTION TUBES
BEADS
14-432-22
Catalog number C30010013 €30010010 €30010012 €30010009 €20000010 (Fisher Seientific]
Recommended sample volume 50 ul- 100l 100 pl-300pl 500 pl-2ml  500pl-2ml  500ul-2ml  5ml-15ml
DNA shearing v
Chromatin shearing v v v v
FFPE DNA Extraction v
Cell lysis v v v v v
Bacterial cell lysis v v
Tissue disruption for protein extraction v v
Tissue disruption for RNA extraction v
v =validated tubes * Protein extraction beads (C20000021) must be used

ORDER & INQUIRY : 02-3471-4100 / info@chayon.co.kr



Antibodies

7oA o 2% Quality Test A|AEIS S5 Antibody
Design Start of Purification of QC of purified
peptides immunizations rabbits (23]) Antibody

Features

« HATHQC 7|0 what AHHOIM Al El ChiP-seq HE

« DE LotOf CHsH ChiP-seq 25 2%

* ChiP-seq 3L Y=FEHS ALEOIH +AEl Lot 2t HIUEHAE

HUAMO|EAM HSEI= HE
BHHHIE (2[HH T H

Antibody Categories

* Chromatin associated proteins

* Histone modifying enzymes
* CRISPR/Cas9 antibodies

* [sotype controls

* DNA modifications

Antibody
portal

e s

2/8H= Antibody A0t 7|

* RNA associated proteins
* Histone antibodies

* RNA modifications

* Transcription

* Epitope tags

Pooling of
purified
Antibody

-

QC of final lot

D& net hesiiate (6 shars your fepdback andlor
questlons meganding Disgenade’s antibodies

© ) ©

SHARE MY FEEDBACK

We would like to
hear from you
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Chromatin Studies

Diagenode= ChIP 7|E, ChIPmentation 7|E, &, pA-Tn5 5! ATAC-s
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Features

. A|XBE YAt n2ESR

- 22 AEE I3t opauE BlE

o =2 E2[E|Q| A4 TIO[E

o 2 Z HIAE 2t& (Human, Mouse, Rat, Horse, Chicken, Cow, Pig, Plants &)

Selection guide

qPCR Cell/Tissue H, TF iDeal ChIP-qPCR Kit

H<100K pChIPmentation Kit for Histones

True MicroChlP-seq Kit

Cell/Tissue
ChIPmentation Kit for Histones

Cell H<100K
iDeal ChIP-seq Kit for Histones
TF iDeal ChIP-seq kit for Transcription
NGS Factors
H . . .
iDeal ChIP-seq Kit for Histones
Tissue
iDeal ChIP-seq kit for
TF Transcription Factors
gPCR H,TF . .
FFPE iDeal ChIP-FPE Kit
gPCR H
Plant
aPCR H.TF iDeal ChIP-seq Kit for Transcription
Yeast Factors

*H=histone, TF=transcription foctors

8 ORDER & INQUIRY : 02-3471-4100 / info@chayon.co.kr



Chromatin Studies

CUT&Tag / Tagmentase
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CUT&Tag

CUT&Tag (Cleavage Under Targets and Tagmentation)2 2&%¢!
Chromatin profiling& ¢I3t 7|&Z, Chromatin protein0| £7 &tX|0f|
2 2, 0| 2= O-E{ 7t 91ZE protein A-Tn5 transposased|
AL Transposase?t g2t =T A|AA 2i0[22{2|& &1

k=]

[=N=}
2Ho= MAT 4 YBLIL

Products for CUT&Tag Assay

Fusion protein

* pA/Tn5 Transposase (loaded)
* pA/Tn5 Transposase (unloaded)

ChlP-seq grade antibodies
* Antibodies validated in CUT&Tag

Positive & Negative CUT&Tag control
» Rabbit IgG
* H3K4me3 Antibody - CUT&Tag grade

DNA purification
* |Pure kit v2
* MicroChlIP DiaPure columns

Sequencing indexes

* 24 Single indexes

* 24 UDI for Tagmented libraries - Set |
» 24 UDI for Tagmented libraries - Set I

Tagmentation-based technology

="

Tagmentation2 hyperactive transposase (Tn5)&
DNAE ZEoI1 A3 Of¥EIS of Hoj| 18 = U= UYEo =,
ATAC-seq £ ChIPmentationzt 22 A|24 AFH0| HoldS

HESELIC.
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Products for Tagmentation

» Tagmentase (Tn5 transposase) loaded (CO1070012)
llumina A| 24 ZSHE 0t S5t 2| ARA O HE| 23

Tagmentase (Tn5 transposase) unloaded (CO1070010)
A|2A) OfHE{} ZSHE|X| 941, Custom DNA oligo A 7Hs

Tagmentation Dilution Buffer (CO1070011)

Tagmentation Buffers

- (1x) (C01019042)
- (2x) (C01019043)

Primer indexes for Tagmented libraries

727K EMHX| multiplexing

- 24 Single indexes for tagmented libraries (C01011032)
-24 UDI for tagmented libraries - Set 1 (C01011034)

-24 UDI for tagmented libraries - Set Il (CO1011036)

-24 UDI for tagmented libraries - Set Il (C01011037)

www.chayon.co.kr 9



Chromatin Studies

ATAC-Seq

ATAC-seq

ATAC-seq (Assay for Transposase-Accessible Chromatin using sequencing)2 Al HH|2| Chromatin accessibilityE 84 & o~ U&LICH
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Features

o SES YRSP| 2ot 2 HetE 2to|Ee2| FH| T
o

Optimized solutions for ATAC-seq :

* For cells: ATAC-seq kit (CO1080002) + primer indexes for tagmented libraries
* For tissue: ATAC-seq package for tissue (CO1080006) - complete solution including all reagents

Primer indexes for tagmented libraries

* 24 Single indexes for tagmented libraries (C01011032)
+ 24 UDI for tagmented libraries - Set | (CO1011034)

» 24 UDI for tagmented libraries - Set Il (C01011036)

» 24 UDI for tagmented libraries - Set Il (CO1011037)

Separately available products :

» Tagmentase (Tn5 transposase) loaded (CO1070012)

» Tagmentase (Tn5 transposase) unloaded (CO1070010)
» Tagmentation Buffer (2x) (CO1019043)

* Tissue Nuclei Extraction for ATAC-seq (C01080004)

* MicroChlP DiaPure columns (C03040001)

10 ORDER & INQUIRY : 02-3471-4100 / info@chayon.co.kr



NGS Library Preparation
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ChlP-seq Library Preparation

Ligation based method — Tagmentation based method —

TAG Kit for ChlIPmentation

MicroPlex Library Preparation kits

® Sample : Fragmented dsDNA

* Sample : Chromatin-antibody-magnetic beads complexes

® Low input: 50 pg ~50ng ¢ Input : Chromatin from 5 K ~ 4 M cells
* Fast protocol : 2 hours * DNA 2oli2t O e (S oHHO|| SEote BHSoR 2 Aot =&
* Easy processing : 3 stepsin 1 tube e OROM|E H|E D|8te| BE ChIP protocolzt 28t JHs
o« ME 2 XIS Qs 2t HH T BR gle * No adapter dimer
o A|FA 2 X : [llumina * AEY 24 | lllumina
Selection guide
Sample Chromatin-antibody-beads complex Purified DNA
ChlIP-seq library prep
Application ChIPmentation
Low input DNA sequencing
Input Chromatin : 5K to 4M cells DNA:50 pg ~50ng
Multiplexing Up to 24 samples Up to 384 samples Up to 48 samples
Index Single indexes (SI) Dual indexes (DI) Single indexes (SI)
TAG Kit for ChIPmentation MicroPlex Library preparation Kit MicroPlex Library preparation Kit
Kit (indexes not included in the kit) v3 (indexes not included in the kit) v2 (single indexesincluded in the

C01011030- 24 rxns

C05010001 - 48 rxns

kit) C05010012-12 SI/ 12 rxns

www.chayon.co.kr 11



NGS Library Preparation

RNA-seq Library Preparation

D-Plex Technology

RNA RNA sample
] preparation
RNA Template-switching ?|&& 7|9tC 2 ligation-free,
I AAAAA... RNA tailing 10 pg ~ 100 pg SEHQ| MZ S AL2SI0] DIZHE Tt
RNA 012 42 RNA sequencingS I3t 2| gheLct,
- I AAAAAAA
. N LV TTTTTTTT -
S'adaptor rXrXrXrX L
I AAAAAAA Reverse transcription

L XXXX TTTTTTTTEE \\ith template switching

XXXX B AAAAAAA
XXXX I TTTTTTT T

PCR forward

XXX X /\AAAAAA S _—
XXX X TTTTTTT T CR amplification

DNA

D-Plex Technology E7|

D-Plex RNA-seq library preparation workflow

Features

* RNA-seq 2t0|E2{2| FH|E ?Iot 21U, ligation-free method

small RNAS| A2 %|X{ 10 pg, total RNAS| 432 100 pgQ| :|M 5= 7t5

UMIE AtE5I0] HRfst Fote ot

« Liquid biopsy % FFPE HE 2} 2
=

ET O
llumina % MGIA|EY EHERE T

2 o Aol ChS 2|50 M5

—
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o
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RNA Sample

CellTissue FFPE UMI :Unique Molecular Identifiers

Liquid biopsy Low inputs UDI : Unique Dual Indexes

Sl: Single Indexes

Small non-
coding

D-Plex Small
RNA-

DNBSEQ Kit

Small non- Whole
coding transcriptome

D-Plex mRNA- D-Plex Small D-Plex Total
seq Kit RNA-seq Kit RNA-seq Kit

12 ORDER & INQUIRY : 02-3471-4100 / info@chayon.co.kr
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DNA Methylation

DNA Methylation2 Transcriptional Regulation, S X} 2fQ1, H{O} &S, 12|
Olslist=0| S LICt. Diagenode= DNA Methylation A712| 0 FZ &40
sequencing = gPCR Y11E 2/t IP (Immunoprecipitation), Bisulfite conversion A|2f2
HlSeLct,

Diagenode Technologies

3 00 3 {9 Bisulfite Conversion

e comvict Bisulfite conversion2 T 732 2E| = 23152 MSSh= DNA
22t 1510f 71y YEHH O 2 AP E|= "Gold standard" YIL|Ct.
(7] 0| O sfslE o2 H|H S} cytosine(C)S urasil(U)E HESEX|t

=32 cytosine(5-mC)2 H#BHE|X| 94&LIC. Single locus 242
QB A= 2HAl YU S PCRE SE, Sanger A|EA = Pyro A|EAS

@ @ SRILICH

Compare wilh reference genomie

Sequence/PCR

O

_|

Methylated DNA IP (Immunoprecipitation)

§ B /312l DNA IP (MeDIP)2 5-Methylcytosine (5-mC)
.a?, L= 5-hydroxymethylcytosine(5-hmC)oi| Cist &S
Ol 8Lt
* e S
e Qo g 52
#us P pis MBD (Methy-CpG-binding domain) protein

MethylCap 7|E0]| AF2EI MBD 7|&2 H|E2HEl DNAO]| CHat
SHE H6-GST-MBD fusion protein| 1 =2 %I5t4 8 J[Hto = Lt

e
- RS
B : H6-GST-MBD fusion protein2 HE2HE CpGE X sH= DNAS
E0|xoz FalgLct.
l.l:n’\: o & ‘. ‘
: > &
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DNA Methylation

Selection guide

Hydroxy-/Methylated DNA
Immunoprecipitation

MBD based

Bisulfite conversion

. MagMeDIP
Premium RRBS WGBS MagMeDIP ~seq hMeDIP  MethyiCap
Bisulfite qPCR
Package v2
Resolution Single nt Single nt Single nt 100~500bp 100~500bp 100~500bp 100~ 500 bp
Sanger,
Downstream qPCR, qPCR, qPCR,
S Pyroseq, NGS NGS NGS
application (@)PCR NGS NGS NGS
¢ Initial 100 ~ 600 100 ~ 600 100 ~ 600
= fragmnet gDNA gDNA 100 ~ 400 200
> - (200) (200) (200)
w size (bp)
P 01~2000 100 5~1000  100~1,000 10 >1,000 1,000
Tur?izraT:ce)unt 1.5 ~2h 4 ~ 5 days 2 ~ 3 days 2 ~ 3 days 4 days 2 ~ 3 days 1~ 2 days
mAb rat :
C02010033
(16 rxns)
. 02030032 C%Zg’:)(%%fo
£ Manual  C02030030  ?4™M) 02030034 002010041 GooonoRse’  £02020010
g kits (50 rxns) C02030033 (8rxns) CO42801 0021 (16 rxns) (48 rxns)
(96 rxns) EEmE)
mADb rabbit :
C02010035
(16 rxns)

14
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Service

Diagenodel| Epigenomics Profiling Services 1

12H0| flot= ¥E F=H|of| et HE

XA D FH OB E 2EELICHL = [T 2 H3LIS Ofo 3L HIO| DA A|E 5

2MZ MIS L.
Features

» End-to-end epigenetics service
3 Ol ok=s T2 HE M|

[= =]
o TE AL T2
. ETXOICI0E 24 U ZHE|o| M EX of|o|E
Chromatin services
= M\
@ Analyze chromatin with ChIP-seq, e
ChIP-gPCR, ATAC-seq and more
= DNA methylation services
ta .
‘{)‘n DNA methylation analysis with RRBS,
u WGBS, targeted analysis, IP, and more -
TRUST EXPERTISE

Collaborative and customized
project design

20 a
" S

Dedicated in-house expert for
successful project execution

)

RNA-seq services

Learn about your mRNAs, whole
transcriptome, and more

Bioinformatics services

Our experts will deliver the analysis and
visualization you require

PERFORMANCE

Comprehensive data analysis
with publication-ready figures

www.chayon.co.kr 15
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