_ Precv_-_'.lcln Me_dlClne | illumina I
Diagnostics Business Unit CHANNEL PARTNER

YUOI=E 9loh ZITHA| A AMRE
Dow Precision Medicine Diagnostics Business Unit

[t 22| = 2ITHANE [PMDB] w22 #4

il
Validation

EZ23 8QC
=l &Q

. . =
\ illumina Zt| \ é%?’\tfgmﬁs /

H FHALO|E

NGS Lab Certification

LTD Validation \ illumina &H|
= [=]
il_ﬁ_'i%! 7|1E library |2}
sl | | 2 =2 §

Best Clinical Practices
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illumina [t

(O Ao ATAYE E5EHI-1]

AUTHORIZED Authorized Channel Partner
CHANNEL PARTNER Certified Service Provider

* A7 |E0| HATtA|= %! [app] : HAL HE0]| THSH AH|A
Apps on Smartphone Apps on NGS platform

&e

Clonality
MRD

Genome
Profiling

#?Inherited
Disease

PGS/PGD
NIPT

Miseq Application Portfolio

= I T O

Amplicon Custom Targeted Custom Small RNA Clone
Sequencing Amplicon Resequencing Enrichment sequencing checking

ChIP-Seq Library QC Plasmid Regulation RNA-Seq Resequencing

e
1 ] ‘ [STEIEIS] ‘
MMyt - oo
- b8 [ T - -
Small RNA De novo 16S
genome sequencing sequencing Metagenomics

' |- utolQuic)z}
Dow BIoMEDICA



NGS 2t 23

AMCHEZIMEEA 7[2 A T2 HAL

Next Generation Sequencing (NGS) Technology base Genetic Panel Test

NGS Test 2507 1A Lt

ZAALCH 7|EA7|- }_I:Hjl-Al-.%
A El_ AH 24 A aT o — T == —
WEEZ SRR cole) msaziow)  masdl
RUOZH| AFE (1S 8,873.24 72.3 705,680 917,380¢
Level |
AFLZ S DxZH| At 9,859.15 72.3 794,090 | 1,032,310€
odod
e
g8 RUOZH| AIE (215) 12,676.06 72.3 1,008,120¢ | 1,310,550¥
Levelll
DxZH| A2 14,084.51 72.3 1,120,140 | 1,456,180 | RNA Fusion S4zt=
Ttk IE AL A
RUOZH| AR (1S 8,873.24 79.0 771,080 886,740 10% =7t 7HetE
Level |
Dx&H| A2 9,859.15 79.0 856,750 985,260&!
TE7| 2
RUOZH| AFE (215) 12,676.06 79.0 1,101,540 | 1,266,770
Levelll
DxZH| AHE: 14,084.51 79.0 1,223,940¢! | 1,407,530

NGS Test 2250 MIFQH7|&E -2017.3. 1.8

i 44t Zoithy s 4 neQ}
[N YDA A 7 PRPF31, RHO, RP1, RP2, USH2A, PRPHZ, RPGR
|UY - 4 GJB2, POU3F4, SLC26A4, TECTA

Qg
AR TORE|E A 4 GJB1, MFN2, MPZ, PMP22

Y7 HI7IZ] () B A Rt - o

mlo

)
QI M, A, g, i
40| 2} BY, A0HIHR 14 | HER2, EGFR, ALK, KRAS, NRAS, BRAF, BRCA1, BRCAZ, KIT, PDGFRA,

18 ﬁig‘%ﬁ%gﬁ; 8 IDH1, IDH2, MYC(C-myc), N-myc(MYCN)
HUNES 3 | NRAS, KRAS, TPS3
T4 B4 wEy (AML) 9 | CEBPA, FLT3, JAK2, KIT, NPM1, RUNX1, TP53, IDH1, IDH2
SoHot ST wEy (ALL) 5 TP53, RB1, JAKZ, NRAS, IKZF1
SOl BAEAT 11| ASKL1, CALR, CSFR, DNMT3A,JAKZ, MPL, RUNXT, SETBP,
opyenz 3 | MYDSS, BRAF, TP53

HAZZE A H 2017-15%, 2017.3.1 2 AlEd
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[lumina [Eericia

JEZAICHO| 2 2| = T CHY

Cancer Treatment
Profiling ] monitoring
J N
)
Gene Panel Liquid Biopsy

* Recurrence monitoring
* Real time treatment monitoring
* Minimal residual disease

— 22k, HLZA|

* Solid organ cancer
* Hematology cancer

—~ X2 4

illumina Cancer Panel 2! E 5152 0| A

TruSig ht® Tumor 15 Coverage details
Panel Size 44 kb
o 770 ol CHSt 15702 SLF AL HAL Content 250 amplicons
- NCCN, ESMO guidelines S0i| 2[sH ZHl =l S22t Amplicon Size 150-175bp
o RUTFEAM| BEY SOHE DNA Input Requirement 20 ng total

7 hours total
(3.5 h hands-on)

24-27 hours
2x151bp

- TA|=tEl QC steps
- 7HH.Q OkE| 74At74]|_t E_T’_Aj
- Hands-on time 3.5A|Zt
- ZAtE 7R 36A17H 22
«  H2YC| DNAZ Y=ot RUAHAL 7Hs
- FFPE Z2|Z4|0f| A &%+ 20 ng DNARIC 2 &= 5% allele frequency@| 22kt somatic variant detection0| 7Hs

Library Preparation Time

Sequencing Run Time

Sequencing Run

Lung Breast Melanoma Colon Ovary Gastric Prostate
BRAF AKT1 BRAF BRAF FOXL2 KIT PIK3CA
EGFR ERBB2 GNAT1 KRAS TP53 KRAS
ERBB2 PIK3CA GNAQ NRAS MET
KRAS KIT MET PDGFRA
MET NRAS TP53
PIK3CA PDGFRA
RET TP53
TP53

>

HiolQ uic|7}

Dow BIOMEDICA



A2 gor speekel: A4 7 liquid biopsy

| Al BA|OFA :

- CTC (circulating tumor cell)
- cfDNA (cell free DNA)

- Exosome

Blood vessel

Structural changes

mutation or rearrangements

Methylation Copy number
XNV CH, CH, variations
{ | ] :
l'j‘\x-\‘h D, ) .
Circulating N
tumor cells CH, A MicroRNA

r\

Exosome

Cell-Free DNA is Detectable Most Late Stage
Cancers (100% in mCRC)

100 4
80
60+
ELE

204

Frequency of Cases with Detectable ciDNA (%)

& Bettegowda et al, Sci Tran Med Feb 2014

icine
Unit
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Comparison of the analysis capability of CTC’s, cfDNA and exosome

Eak=ha o CTCs | cfDNA
SHHO| Point mutation, InDel, Deletion, Tranlocation v v
FURSIA H Methylation v v
RNA ZAMA| =20 mRNA & 2 2bd & miRNA, IncRNA, splicing variant Vv

UM Z HAAL Cell morphology, protein location, in vivo study v

PMIZZ2| DNA, RNA, Protein Separate or in combination v

D20 /24

HiO| U WS Frozen plasma, urine and biofluids v

A AA Cancer ctDNA AA} kit (ArcherDx)

Prod

Gene

Reveal ctDNA 28 kit

ALK, AKT1, AR, BRAF, CTNNB1, DDR2, EGFR, ERBBZ2, ESR1, FGFR1,
HRAS, IDH1, IDH2, KIT, KRAS, MAP2K2, MAP2K1, MET, MTOR, NRAS,
NTRK1, NTRK3, PDGFRA, PIK3CA, RET, ROS1, SMAD4, TP53

Reveal ctDNA Lung Focus

ALK, AKT1, BRAF, CTNNB1, EGFR, ERBB2, KRAS, MAP2K1, MET, NRAS,
PIK3CA, ROS1

Reveal ctDNA Skin Focus

BRAF, CTNNB1, IDH1, KIT, MAP2K1, NRAS

Reveal ctDNA EGFR Focus

BRAF, EGFR, KRAS, NRAS, TP53(complete exon)

Reveal ctDNA TP53 TP53
AEIUE APBRFAITE B ARl disf AbAI8] oA < syt
NGS B399k, NGS & 283 5d AL 5ol ALl EE5AAME
FUEBA, 32 PMDB HBAE AAIEA BASHA Z2)5FA17] vhy .

& HtolQuilc|7}
Dow BIOMEDICA



Sales Project Manager Field Application Scientist

AYEEE e ol 2|2H 2, Ph. D.
mj.shin@dowbiomedica.co.kr ds.kang@dowbiomedica.co.kr sj.choi@dowbiomedica.co.kr
010-8007-2364 010-3792-2166 010-3732-1843

AL AE, M. s.
nj.kim@dowbiomedica.co.kr
010-3235-7592

HAME 112, Ph. D.
jh.pyo@dowbiomedica.co.kr
010-5713-2046

Dow BIOMEDICA 02-2201-3602/3 F02-2201-2166 W www.dowbiomedica.co.kr
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