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Al—Based Liquid Biopsy Technology for
Multi—Cancer Early Detection
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H 1. Model performance of cancer detection

Maodel performance of cancer detection

Models MGI platform INlumina platform
Training Cohort Vadliation Cohort Training Cohort Vadliation Cohort
auc 95% CI auc 95% CI auc 95% CI auc 95% CI

Combined 0.984 0.978-0.988 09502 0.85-0944 0946 0.933-0.958 0926 0.882-0.962
Genome 0967 0.956-0976 099 0.978-0.998 0.931 0.916-0.944 0.865 0.807-0.915
Epigenome 0938 0926-0.949 0.842 0.772-0.899 0.877 0.857-0.896 0918 0.871-0.958
CNV 0921 0.908-0.933 0692 0.608-0.778 0.856 0.833-0.877 0.898 0.847-0.942
Fragpattern 0.904 0.889-0.917 0.756 0.676-0.827 0.801 0.776-0.826 0.898 0.339-0.946

Fragsize 0835 0.813-086 0852 0788-091 0.866 0.846-0.887 0.904 0.848-0.953

(&2 23]

1. Lennon AM, Buchanan AH, Kinde |, et al. Feasibility of blood testing combined with PET-CT to screen for cancer and
guide intervention. Science. 2020 Jul 3;369(6499):eabb9601

2. Cristiano, S., Leal, A., Phallen, J. et al. Genome-wide cell-free DNA fragmentation in patients with cancer. Nature 570,
385-389(2019)

3.Bae M, Kim G, Lee TR, et al. Integrative modeling of tumor genomes and epigenomes for enhanced cancer diagnosis
by cell-free DNA. Nat Commun. 2023 Apr 10;14(1):2017. doi: 10.1038/s41467-023-37768-3.
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Clinical Utility of Chromosomal Microarray
Analysis as a Complimentary Test
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Zilebesiran, 1A =& 3t
RNA interference agent
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M2 0] 2F2 small interfering RNA (SIRNA)Z, SMA (spinal muscular atrophy) 2|22 St0| 22421 ASO
(antisense oligonucleotide) 2t FAISHA|CE 22} 7|1 4 B 72| 2{0[7} QUCE Of2ff 12E 28 defs =0|
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A Up-Regulation of Renin-Angiotensin B Therapeutic Targeting of the C RNA-Based Approaches to Target Angictensinogen
System, Leading to Hypertension Renin-Angiotensin System to
Decrease Blood Pressure
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Table 1. Demographic and Clinical Characteristics of Enrolled Patients at Baseline.*
All Patients
Characteristic Part A Part B Part Ef (N=107)%
All Zilebesiran +
Placebo Zilebesiran Placebo Zilebesiran Zilebesiran Irbesartan
(N-28) (N-56) (N=-4) (N-8) (N-6) (N-10})
Mean age (range)  52.9 (36-64) 53.0 (35-65) 50.0 (35-62) 59.0 (49-64) 54.0 (44-58)  55.2 (42-64) 53.5 (35-65)
—yr
Male sex —no. (%) 16 (57) 35 (62) 3 (75) 6 (75) 5 (83) 3 (30) 66 (62)
Race — no. [%)§
White 21 (75) 35 (62) 3 (75) 5 (62) 6 (100) 4 (40) 71 (66)
Black 6 (21) 16 (29) 1(25) 2 (25) 0 3 (30) 27 (25)
Asian 0 3 (5) 0 1(12) 0 1(10) 5 (5)
Other 1(4) 2 (4) 0 0 0 2 (20) 4(4)
Blood pressure —
mm Hg¥
Systolic 140.6:8.3 139.2+0.4 148.5+2.6 139.0+47 .4 133.0+6.6 147.0+7.5 140.3+9.0
Diastolic £7.9:7.9 85.816.3 99.0+2.8 26.416.3 85.5:8.0 89.0+6.3 87.1+7.3
Body-mass index|| 29.313.1 28.6+3.0 29320  29.0+4.3 29.7+3.6 28.3:4.7 28.7+3.2

# Plus—minus values are means +SD. Percentages may not total 100 because of rounding.

7 Part E was a single-group study, with all the patients receiving a single 800-mg dose of zilebesiran. Patients with a systolic blood pressure of
120 mm Hg or more at week 6 as assessed by 24-hour ambulatory blood-pressure monitoring received additional treatment with irbesartan
at a dose of 300 mg once daily for 2 weeks and are shown in the zilebesiran +irbesartan column.

 Five patients from Part A participated in Part E.

§ Race was reported by the patients.

9 Shown are mean 24-hour blood-pressure levels as assessed by ambulatory blood-pressure monitoring.

| The body-mass index is the weight in kilograms divided by the square of the height in meters.

E0| 22} part ARt 23, 12EE{ serum angiotensinogen sE7F 2.5 2|20/ SHAHF| L0l = LAS
C

= =
SO0, 92 80| £ 242 1 24 HEJ} 21T, 200~800mgOlis M2 BI2E HIIE B

LIEH O] 21k 3~470f| 2[A2|E 0|0 24577 A| = A &&[UCEH
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A PartA

Percentage Change from
Baseline

No. of Patients
Placebo
Zilebesiran, 10 mg
Zilebesiran, 25 mg
Zilebesiran, 50 mg
Zilebesiran, 100 mg
Zilebesiran, 200 mg
Zilebesiran, 400 mg
Zilebesiran, 800 mg

0O DO 0O 00 0O 00 0O 0D

Of2l= SBPRL DBP2| &0k & 29 BiS2, 800 mg £
o
o

S
angiotensinogen levelll QAISHA| 24F 72| A| &&= YAS

—— Placebo

—— Zilebesiran, 100 mg

Zilebesiran, 10 mg

Zilebesiran, 25 mg

—— Zilebesiran, 50 mg

Zilebesiran, 200 mg —=— Zilebesiran, 400 mg - Zilebesiran, 800 mg

1

1
1

1
E—
:1

p e ——
=t — g
1
12 24
Weeks
28 28 28 27 17 26 27 28 12
8 &8 8 8 8 B8 g 8 5
8 8 8 8 8 B 8 . 8
8 &8 8 8 & B8 7 7 7
/7 8 8 &8 8 8 & 7 7
8 8 7 6 2 3 7 8 g
8 8 8 8 0 & 8 8 &
&8 &8 8 8 0 &8 g 8 g
Al SBP 16, DBP 7 mmHg d& st 227t AL
RS 4 U

Diastolic blood pressure [l Systolic blood pressure

A Week6 B Week 8
354 354
— 30 304
:‘Eﬂ 25+ ? 25
E 20 E 204
- 154 £ 154
10 10
2 5] 1415 £ 5] o5 U
T o -me e e (T D] i .
i 1 [ i 1! I
E -l0 -2.0 -10- 56
£ -15 -5.8 ‘E -15- -7.9
g 20~ =69 g 20+ -109 -10.4 -9.0
_E 25+ -12.6 £ —254
—30- =30
U a5 33 -166 [T -16.8
—40 -40
Placebo Zilebesiran, Zilebesiran, Zilebesiran, Placebo Zilebesiran, Zilebesiran, Zilebesiran,
(N=26) 200 mg 400 mg 800 mg (N=27) 200 mg 400 mg 800 mg
(N=3) (N=8) (N=8) (N=7) (N=8) (N=8)
C Week12 D Week 24
60 354
—_ 304
:'E“ 40+ ? 254
E E 204
£ 20 E 15
o o 10
NET . B MR
] ~19 07 [ T . o - R -
@ -20 -76 g4 s 5
o @
E _404 -133 -16.9 E -104
2 -95 g 154 -5.4
E o 'E -20 -5.7 -108
£ s -254 -125 -9.3
£ _z0- £ 304
IS _15.0 U 35
-100 40 225
Placebo Zilebesiran, Zilebesiran, Zilebesiran, Zilebesiran, Zilebesiran, Zilebesiran,
(N=10) 200 mg 400 mg 800 mg 200 mg 400 mg 800 mg
(N=2) (N=8) (N=8) (N=6) (N=8) (N=8)

KSGD NEWS FO

RUM | Notable Research

15



NOTABLE RESEARCH

(72%)0lM S2E
St FOELF2E, URI in-
fectionO|AC}. Serious 272 &0 &
cancer, 2ILHAIE L RAHAF S LSt acute anemia
O|ALL, MM LHEO| Gl= severe 171 EE5H EHAHGHRACE

oM T 80F & 58%F
O LEfRt=H], thF 22 +=

HrASE prostate

=
=

Table 2. Summary of Adverse Events.*

Event Part A Part B Part Ef Pooled Parts A, B, and E
Zilebesiran +
Placebo All Zilebesiran Placebo Zilebesiran Zilebesiran Irbesartan Placebo All Zilebesiran
(N=-28) (N=56) (N-4) (N-3) (N=§) (N=10) (N-32) (N=-30)
number of patients (percent)
Adverse event 24 (36) 42 (75) 4(100) 3 (38) & (100) 7 (70) 28 (38) 58 (72)
Any serious adverse eventf 1(4) 1(2) 0 0 0 1(10) 1(3) 2(2)
Any severe adverse event] 1(4) 1(2) 0 0 0 0 1(3) 1(1)
Any adverse event leading to 0 0 0 0 0 0 0 0
withdrawal
Death o 0 0 0 o 0 o 0
Adverse events occurring in
=5% of patients
Headache 13 (46) 10 (18) 1(25) 0 2(33) 3 30) 14 (44) 15 (19)
Injection-site reaction (1] 5(9) 0 0 (1] 0 /] 5(6)
Upper respiratory tract 301 40) 0 0 0 0 3(9) 405
infection
Adverse events of interest§
Hypotension o 0 0 o 0 o 0
Hyperkalemia 0 0 0 0 0 0 0
Renal adverse event 0 ] 0 0 0 0 ]
Hepatic adverse event o 1(2) 1(25) 0 o 0 1(3) 1(1
* Shown are adverse events that accurred during the treatment period among pati receiving zilebesiran or placebo. “All zilebesiran” in the final column includes all the patients who
received zilebesiran in Parts A, B, and E: Part A (56 patients), Part B with a low- or high-salt diet (8 patients), and Part E with and without irt (16 patients). Pati who received

zilebesiran entered a follow-up period; patients who received placebo were not required to complete a safety follow-up period after week 12.

+ Part E was a single-group study, with all the patients receiving a single 800-mg dose of zilebesiran. Patients with a systolic blood pressure of 120 mm Hg or more at week 6 as assessed by 24-
hour ambulatory blood-pressure monitering received additional treatment with irbesartan at a dose of 300 mg once dally for2 weeks and are shown in the zilebesiran +irbesartan column.

i Serious adverse events were defined as adverse events that resulted in death, were life-threatening, resulted in inpatient h lization ar prol ion of existing hospitalization, re-
sulted in persistent or clinically significant disability or incapacity, were a mngenital anomaly or birth defect, or were Important medical events as determined by the |nvestigamrs All
adverse events (including serious adverse events) were graded for severity. Serious adverse events included optic ischemic neuropathy (grade 3 event, in a patient receiving placebo
in Part A), prostate cancer (grade 3 event, in a patient receiving 200-mg zilebesiran in Part A) that was detected on biopsy during screening and resulted in surgery, and acute anemia

(grade 1 event, in a patient receiving zilebesiran and irbesartan In Part E) due to a complicatmn of esopl opy with biopsy performed during screening.
§ Severe events were adverse events for wh!d'l more than minimal, local, or i was reoeived which had a severe effect on limiting self-care activities of daily living;
or which had the p | for life-tf £ o Juences or deaﬂ’l
9 Hypotension advtrse events included hypotensi + ic hyp and diastolic hyp Hyperkalemia adverse events included abnormal blood potassium, increased blood
| plasma potassi , increased ium, and hyperkalemia. Hepatic ad events included all events selected aﬂ:ording to lhe Medical Dictionary for
Rggn!uhry Activities (MedDRA) terms for drug- related hepatlc dlsnrders One patient receiving placebo (in Part B) had a i levation in the al fe level greater than
3 times the upper limit of the normal range that was attributed to alcohol ption; one patient receiving zilebesiran (25 mg, in Part A) had a i levation in the asp amino-

transferase level of 2.2 times the upper limit of the normal range. Renal adverse events Inciuded all the events selected according to the MedDRA terms for acute renal failure.
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AR A|ESHE T2, A0S TZ AFStE et 3, A O C2 AFSs S8, A TE
GE ASOI= =Y 0|2 4EA IS 2o RE U YE 22 O AE T AU A

O &},

Astonishing discoveries through genes we amass,

Testing, tweaking, transforming, like in a scientific class.

Cracking codes of inheritance, a genetic treasure hunt,

Giggling DMA strands dance, showing traits with a grunt.

Gathering genetic insights, like a puzzle to assemble,

Grinning at the complexity, life's genetic gamble.

ﬁ AHA| QUL of 6HA|E X[ 24017

| apologize for the mistake. Here's a 4-line poem as you requested:

Analyzing genes, a journey underway,

Targeting disorders, finding new pathways.

Cracking the code, unlocking life's plan,

Genetic medicine, in our healing span.

2- Zoh=M)!

A9l HIZE “Unveiling the Genome: A Genetic Odyssey” 21 5tH|Q.

Source: Chat GPT
From: 124CHstm Ok
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« CHEXME  KAPA Hyper Exome/Choice/Explorer, cobas CMV, cobas 6800/4800 system

o SIAMAIN  ARAA HAAHO{TEQ! 2442| TR FLHIOZ A 1990 2|=0l EX7|O R HEUE[AUSH HAH, H|
o =X S2 AAlsto] Ao Z7|LUH, ofd, ZIth X2 U BLIHZS I3t #AEQl HE D MH|AS St
QULCE ZISHHAAAI S (Core Lab & Point of care Solutions), 2XFEITHAIY S (Molecular Lab), ZEIZICHAIE
(Pathology Lab), 14} o|AFZH X| 2! Al (Clinical Decision Support), &= 22| A 2 (Diabetes Care)2| 574
AMAREE FHE|0] YoM 24TITH HEl Sl A I 2 M8 N2 TITHA AR MHIISHRO| K18 2
MI17| L A2 E2 YU HE HALE 717 |2t HLEFT| S SRR A |7]0] 0| 2= QIO HIE ZEZ
SIREHTE A 2|28 2x1 o Il= 22 MA| HI2IZITHIVD)H S| ME7(0|Ct 2019 St = 7|ghe] JAAH K|
Ci|o|Ef ZE24E U|H|mto| FHE E(Navify Tumor Board)E ZAISHH CIX|E AAH| | FHof| 24 ZIE3MCt 53,
EFTIC2 24Hfte] 3ZE Solj H2le] KA, ZE|X £E4 2 TIch| 2|Zo| X2 S Metd 4~ U & Sx}
9 o2 REE Tt UEQBACHE 2HMOZ Ho| Q172 4f9| S SMAIZ £ UES Lot QUCH ot ot
FEHFTITH2 OHI2(7HO{2I0] F7| Xt AT |ThE], At2| 38 Hets Sot =L MASE o{210]| X[ @, m|Etth obs X|
H, A0 2t XY SO RETHAIR|ZH 252 Sl 7| Y2l A2 A MU S Loty | fls .25t AL 00|27
Sl(Aon Hewitt)o| M&%t st=t £| 19| =& (Best Employer in Korea)’ 244& 2015, 2016'H, 2017 33| i
2 AMMOMH, 201954, 20201H0]l= Great Place To Work Institute =2t ‘CHgtRI= 2517 | £2 100CH7 |2 0f] A
RACt 2Ot Aot &2 & Z1|0|X| www.roche-diagnostics.co.kroi| A ZtQlgt 4= QIC,

- HENIE TITH/Ea| dA
& w23 M- az - o 2o|1}8l G:
SC[ ("M SolapstAT A o SIAFAIN 1983 =LK A[x HALFME7| 2O 2 MEEl SCL(THH Ol M2o|ntstA A )2 M|A KOl H 2| A| AT S1A
Seoul Clinical Laboratories HOlAAZ2MA £ S S0 MAE SF0| AA |22 K2 |02 199213 PCREAH THE B 24A[ZH=A

B DA AR =Rl H| Rl 1998 L |22 MIAIK F - 2t2]7| 221 CAP(College of American Pathologists)

MeojatstanAa & ZHE QIES &S5t 2 oixiiIX| ZAre] E ehak2 2foH XX el LS 0|0fKTH 5| OFA|OF £|CH RES S A AH
S HIRSY SCL2 Aty - FlThH - ZRPEICH RTHHA - S 2 M 5 127 ZAFE A0 40004 Z2f 2| M |
£ 56l 4,000 7§ HAL =S AlRHE 4 QU= HIAF Q! HAAARLS T9UCE ot OFL|2E SCLE HAtM b=
T2 7|EENME, Q27| 7| QLA HHE § HPMES PHH H7|E2 A2tk ZotE 2o MRACH FESE
LEEH MR AT0IS A EXIAAH A HARH W2 S2, ALA-XY, QxS 230l 0|27(7HX] SCL
A5 ghatol st n QICk SCLE 2LieatotL|at QFH 7|27H WohR o1 B S HIE O 2 ool 2|2 7|
2t IEHAIS F=6t0] 2 gt ebx|of| = 7]ofst UC.

G == Gowd

CHEHE  lon TorrentTMIonS5XL(XHMICH E7| M B4 7], NGS), CytoScan® Dx (Ot0| Z20{2|0], CMA)

SIAFATE MO AFO|AE|Z! (ThermoFisher Scientific)2 & M| 5001 7 =7t 2k 70,000 2| Xl S 3t &M H o=
$20021 0| A2 ShMSH= MIAIE Q! st S|ALILICE MR I A ALO|HE|Z2 DZHE0| MAS B S HZs

o 5 ”H'}}
StH, QHHSHA| BHE &= QT T S=Chz AFEE 7HX| 1, WS 2op 7 £7, SFo 24 | o 2, R} Tt

M I MAO|HE| T # THA B OfoFE T, MM WAk SO FESt T QUELICE

o CHIEAE HMQIRITHE 9| 27]7] & Next Generation Sequencing System
m R ——— < ZAATE pCiRHo||C|FL S A27H : Dow Biomedica is a market developer & distributor of in-vitro diagnostics
Humina e products. Through partnership with global leaders, we are introducing cutting-edge technology
,\ C}Q srol@uicit products to our customers. Dow intends not to compete in the established market segments but to
| - Qi

develop specialty areas which may be required for development. Dow is proud to have contributed
to improvement of medicare for human health through providing innovative technology products.
p-A20|LtT 2|0} Z|AtATH: There is a dramatic ‘DNA revolution” happening today and Illumina is leading
it. Our technology and the solutions we continue to bring to market are transforming our understanding
of the genome and will ultimately transform health care.

CHHO|M|C|7L & Y2 0|LtTE|0F

- CHEHE  Alphaliquid®100 NGS Ii7 | X|

o DA IMBdxE B L 2PMIZOIM LE2 DNAS| 2412 Saf 2 ZITHtu /it E YU E T A= 7|8
8 l M B Dx Hut %'E! 75’3.:.*% 7}z_| E'—H:C%%'EI K| HH ’.‘J-Erﬂ?:.‘EII-IELLﬁIM%OI In My BloodADia%nosEi\cz 9| ‘fof?_' Zd(;il
A of0[st=0| EHS 0| E3H HHAH| 2 TEES BRI ASH, XM RSt 5517|122 XEsIo &2
FE3H7t1 AELICE H LIOF7} AlphaLiquid® E2E 2 Solf ot 3 M= TAIA|2| etatet D59| 7HE T2
AIOSS SEEAZTI0NA IMBAXZH| SEEQl HAMH 7|sut HEHCZ R HEE HISstL, &2l Tt
o 2LER, K= YAS Hst lELICh
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Lynparza

olaparib i

o= OLAE BRI 72t = MSD

HEME

I PN/ |

CHEXE

EIPNEAY/ |

g, 4l SILVER

BRCAaccuTest PLUS / HEMEaccuTest / ONCOaccuPanel / HLAaccuTest / NGeneAnalySys

NGS HUZTIEH M= 7| AMHI0| Q= BT 7|21 T 7|2 28 St Ut Z3;E 71502 AuXe Ferl
EHI|EE Ushs 2RE FLOZE HM J|YYLICh AHHI0| 2= 2017 =LK 2| £ NGS 7|8 3 ffef A
x
=

=h=1
|Mshstel HAUXICHNE S Crekst

LhAQ HUTIC HIE AIRSHE AlStOR Hotel el 3|7 HRe FEIHgIsl Huz F
= ZEE2|QE A3 BLICH E3t AHIG0| = QUAZIARMON A Wk KM CO|EIS Hetstn el
EAE 2 QIEE BA ATES0|S AIBSIH HZ2t S HIZ5t D QUSLICH HE A2, Hast A4S U nEs
£1 714 52 o AMH B2 U0, 2410 HUO|R MHIAS 98 TITHIZD AL Mu|A 25 2
23t ERpR|AAUS Sof 2

Sof H2lokn UBLICH 3t RIAEO! S T MBI U TS Sof ZIEr Yol Chy
B 0} ST TI5HD, S| BIIEl SYIRIEHCDX), BHO| o2t of S0l ZR vt ot 421, 2t Kk 2of
OME FHAIER! MTHE A0 712 U AR B2 X|&ekn LIk

7|E2C}/ 21Tkt (AZ Alliance product)

MSD= 18911 & 0[2H 130 0| & T M|7| AL2FS 2| &f0fl 20| = HSHE 2HE7| ffoh S 2o F, wiAlS JH
8l 2 A7 Saiol HI0|2 M|fS|ALR B S MM E RHS0] 7t QUELICE A7t 49| Hio| 2 H[ofe|AfZ A ¢
THHIVE O 22tE Zefot A M2R S2Tet S YIS flect=s Zeto| oYt X2 S ofsh 2 S it
UAELICHL AL 2 MHS Fo1 1 42| 2 S £0/= ‘AS ?I8H LY (Inventing for life)’S 01012 AYLICH WHS
T O LE2 42 BHEE A, “Inventing for life”7t MSD2| S35t HITO|X} O] MQ]L|CH

<% GCGenome

GCXl=s #

) Abbott

SHROHEE M

HEME

S ALY

CHEMZ

S|ALATH

HEXE
S| ALATH

CHEMZ

EIPNEAY/ |

DES/CMA/NGSTHE/G-NIPT

GCEAUAIAE2 GC=AIe RUAIEY 22 XS AFZ A &8 RTA| S R AR AR 24, JHIE of
SIS 0% S |TM 242 St 2 TE MH|2 AIIS TSI ABLICEL GCUIK Z2 &= RTM 2
MEEE 485 HE KRS HHsI0] 1P| TRCYS HIRLIZED, STA 24 AlFe| 2|H 2 dFs) Lt
Z AUt

SureSelect, Magnis, 4150/4200TapeStation

Agilent is a leader in life sciences, diagnostics and applied chemical markets. The company provides
laboratories worldwide with instruments, services, consumables, applications and expertise, enabling
customers to gain the insights they seek. Agilent’s expertise and trusted collaboration give them the
highest confidence in our solutions.

HIQIZIEH| =2 7]7|(NGS)

3| Clea2 2017 68 ME0|2H "Everything About Dx" 2H= 7| 27HX| S HHEHOZ NGS(Next Generation
Sequencing) 2412 7|20 2 ot TICIAIAS HIZ 510 afe| S TatAl7|=0 7|5t Rt BfLCh 22| A=E
oo 2 ots ZITksh= M| AMA| A Liquid biopsy) £0F ctDNA(cell-free tumor DNA) £ 0|83t @te| 7| T,
K22 o2 e S| =M 22HE 2M6t= AL YHE FHOE AIHL0)| 0jXIstD AELICE

Alinity m, m2000systems, VIP 2000, Bioview system

Abbotte| ZE= T A AFZHS0| CiS et deS 9l = UEE S0 7|03l ELUCH, 01E E
CHE= SRR 23 TS S 2AIsH Liot7td QAELICE AFZIS Ol £[M X2 EHO| S|=S 2E 4 AES TIEHHAE
EoNgetn, A HE HES FERCRM ZE 200l M et 3l HAlo| MFof Xt2|otn RELICE ot MIA| ~F
2 HE2 MSHZM, StR0M M S0| LS UL SRER S Mo A A=+ A= sH2 M
EHQIHES MSELICE M A2 2Atol= TITtelsl, ZRFEIT Jo, eat, Y AIRRI} IX|s A2, ot
QhM S RAIEIS HIRSH0] O 7L, CHY, R4, 25 X0l AIYAIRAS £ lELICh
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KAPA HyperCap DS NHL Panel

A research solution for highly sensitive detection
and longitudinal analysis of ctDNA in NHL samples

The KAPA HyperCap Design Share (DS) non-Hodgkin lymphoma (NHL) Panel is a research solution that
covers single nucleotide variants (SNVs) in coding and/or untranslated regions of 383 genes, plus additional
intergenic regions for a total capture size of 341 Kb. These genomic regions are enriched in genomic
alterations associated with NHL. This panel can be used in combination with the KAPA HyperCap workflow'
and open-source KAPA bioinformatics analysis for longitudinal detection of circulating tumor DNA (ctDNA).?

Unique panel design proven in a large pivotal study

Leverage a panel that is based on years of rigorous research and panel design that was used with
research samples from the POLARIX study to validate ctDNA as a prognostic biomarker®

* Take advantage of over a decade of R&D by Roche scientists and academic researchers’
* Advance your research with panel content that has been used to analyze over 1000 samples?®
* Unlock insights from a panel with strong proof of principle data'?

Simplified and reliable NHL research workflows

Utilize robust and streamlined KAPA workflows with the new KAPA HyperCap DS NHL panel and
customizable open-source bioinformatics analysis

* L everage the robust KAPA HyperCap workflows'
* Easily customize an open-source analysis pipeline to better meet your needs?
* Scale up by using an automation-friendly workflow

High sequencing Confident variant Highly sensitive minimal residual
quality calling disease (MRD) analysis
PUblIShed by: . 1. Bermejo C, Agarwal P, Chien R et al. The KAPA HyperCap Design Share NHL Panel enables highly sensitive, longitudinal
Roche D|agnost|cs Korea Co., Ltd. detection of non-Hodgkin lymphoma circulating tumor DNA. Roche white paper. MC—11981.
AF Seokyung B[dg 22 2. Chien, R. KAPA bioinformatics analysis for longitudinal detection of circulating tumor DNA. Roche white paper. MC--12095.
Tk 108-gil. G ’ 3. Herrera et al. Risk Profiling of Patients with Previously Untreated Diffuse Large B-Cell Lymphoma (DLBCL) By Measuring
eneranro -gil, bangnam-gu Circulating Tumor DNA (ctDNA): Results from the POLARIX Study. Blood 2022; 140 (supplement 1): 1297 - 1300. doi: https:/
Seoul 06174, Korea doi.org/10.1182/blood-2022-157559.
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FDA cleared

CytoScan® Dx Assay

Blood test by Chromosomal Microarray Analysis (CMA)

o 2 X[ 2 X[ Hofl (ID/DD), E= Cio| MEA 7182 71 72
Sixto| At W12 9J5t MELRASHA 0jo|2.2043(0] (CMA) WA

o 2 27000749 71=A Of mat

V=2 SIAZ0IM s FAHo| 2R T 1S

W 5t o BAloR TRl QXIX} A IS

@ affymetrix

Y ME2 227(7|0|H, A it FO|AFRIES 2 Q110 AESHIAIRL.
| CytoScan Dx Assay: 431 17-580%

ThermoFisher
SCIENTIFIC



Enabling in-house cc
from tissue and liquid

TruSight™ Oncc

Portfolio offers flexibility basec
- Separate assays to support tissue (FEPEJOR

- Provide unigue tumor insights, get compleme
blood by leveraging same DNA panel design

- TSO 500 ctDNA Assay gives an additonal option
accessible (e.g. tumor location or size, patient e

TruSight Oncology 500 Assay | seay

el

illumina

lllumina - 080234 5300 - techsupport@illumina.com « www.illumina.com
© 2023 lllumina, Inc. All rights reserved. All trademarks are the property of lllumina, Inc. or their respective owne:
M-KR-00025
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NGB-GM-003A(0)-016-P

“MRDaccuPanel™ AML FLT3”
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