”um|na® DATA SHEET

Trusight™ Oncology
500 ctDNA v2

20 ng2| ctDNA L2E FEL XIS 2ME E8 StLte| assay2 50074 NovaSeq™ X Al2|=
(5~30 ng At 7t5)2 4 otof| ZaEQl Zut 2|5 o|&2| FHALet MSI, AHE Al 2l7|Hel BHd
A28 2™ 0.2%2 TMB 59| 10 genomic A 8 A 4719 HER
Lk2 VAFZ EX{ts signature 24 7t THE HK 27| U= Tbs

Hro|20tH HE 7ts
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CGP &3 A| ctDNAR} HA| MZ9| 7K CtDNAE CCGP A7 Al &2 HHES HIS gLt

ofo] REHS 2748 OfsistE! oS RUsts HOIS o 7 LA EEAEE S Se dE A
Ot HfOIQ_DHi(bmmarker)El 2A Sl US| Z (precision o 02 BY = 5YsH SA0A 22(clone)2 X260 T1H
medicine)9| &FO|E 7|04t 4 Q&SLICH S A0 Y T A A Y= MET Mk (sampling bias)2
283 = + Us HENR =7 2= ZLXQ ST oot o %2 HOIE HEY = UAS™®
Eiﬂf%'%'(comprehenswe genomic profiling, CGP)0| . Z9 L 9l 59 7t 0|4 (heterogeneity)oll T3t AlZ 71
UG LICE XFMICH A2 A (Next-generation sequencing, X =T
NGS)2 X7t StLtO| assayZ O B2 4=0| MES At e o _
Chorst Hf0|95f5"| olq8tD BH2 0| AlBlS Qpst= Rt o 22 ME =0l (T EtE 2N Jts
s O MESHH ZHE DA 8l F0{ CGPL Hs8 o5 C
AN B Sasie COPE B9 8 5 aomgle | W2S RO Y T2 Al HiEEHel B2 YA
gene) AAILF A THNGS IHE (hotspot NGS panel)zt 22 Eoff @XM ctDNAE ZE&SH= MERE| DNA(cell-free
7|Z=0| BHHECH O BES pHAl B10|2 Efqe 2 2 QIAL|CHS DNA, cfDNA)E 22 & JUSLICHIE 1). | AMZH 2 (Non-
E3| Y NGS IHE (> 1 Mb)O| QI0{0F Metst AlHO| Jts et small cell lung cancer, NSCLC) 2t &2 L2 L& HL, =%
E o] 2 (tumor mutational burden, TMB) 1t &2 ZA A AN A HS DES COP AT E FI12 HASHH At
HastelA|(immuno-oncology, 10) genomic signatureE O] U= 0[] HEHS 15~48% EL 5= UFLICLH®
e ueragi HFO| Q02| 27} HABHA SItstn 9l ot &R 219 NSCLC 712 S8l cfDNA &4 1F %] 7|8k
X2, o e Ho|2 HES 4 9l= SHof| Cist ZR40| KL M 7t =2 UX|20| HIEASLICE HA| M2 x5 HEO
&1 USLCE™ S RO AL Sl Aol RE HHo| Cieto = 2hatshA|
APED Q= 2OFJL|CH™
Lurel CGP A7 W0l TS %, mb2pE oy
(formalin-fixed, paraffin-embedded, FFPE) MED 2z Yo MM Y assayTh ctDNAOH =2 B2 EXot=
Y ZY RE WE0| F2 ALSELICE J2Lt AX BA= HIMIZ(somatic) HIO|E HEY = U= IR &2
25%2] HO|A0|A= XE|0o| ABol| 2XESHHLE, S0 I T (sensitivity) PEOIE(spemﬂcny)% HMSot=
HISL| {RA7ALE, TR2M|A T HESH 7|7t LHo| 2THE & 8}X] assayLICt 7122 TruSight Oncology 500 ctDNA assay=
SEfLIT) Of2f3t 2 Ho J|ut oH| A2 (liquid biopsy)S LS E llluminall NGS 7|&2 €830 0[2{¢t 7 Alets
E¢l @2 a3t Z2F DNA(circulating tumor DNA, ctDNA)Z Z=ote EM 0142 HBELICE TruSight Oncology
COP ¢I712 AsistH Z0Fo| QMASIM HHAS AlmE & 500 ctDNA v2(H 18! ¥ 2)= J=CHH SFAtEl chem|stry9f
USLICE ctDNAE 2& & H7(0] 24 |2, |2, thE e, HIASER a=dS HIECR M PgdEe 50|10 21t
LIAOH S Cobst TS0t M ZHEE|= ZHO2 B IE|QAL|CHD HIOMK ARQEE AZHS H=6l SLCHE 3).
Indel O O MNv
¢ O sNv
( cnv O
‘ \7: OGene fusion
9
3 MSI
' * > O Vs
SOl LHO|M &=Bt5t= XA cfDNA == TruSight Oncology 500 ctDNA v27}
Zoko| DNA ctDNA W 523742 ST X0l A
HIMIZ Ho| HE
02 1: K WS B HINEH COP A7 WY
ZHerst Y2 Eof P L of DNAO ZEhE[0] Q= ctDNAE &2 = 0|2 TruSight Oncology 500 ctDNA v22 £2418t0] & 7|8t 7to|=ztelof
7|&E o 2 HIO|QOHAHE HEY = US
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H 1: TruSight Oncology 500 ctDNA v22| At

oj2to|E

AN N2

EEREE

ato|zaia) may
7|E 37|

Xt X

o 37

=t
e
rH
o

Jo

DNA At

At

NovaSeq X Al2|=
NovaSeq 6000 A|AH
NovaSeq 6000Dx A|A&E(RUO Mode)

2(Run) 4~48712] ME

24-sample($5)
48-sample(Xs)

1.5B E22 2AY HE 4
S2 EEO MII:O} AH E 87H

10B Z2Q Mg MZ 247
S4 E§$ g ME 247

i B

Hamilton NGS STAR MOA 5! Beckman
Coulter Life Sciences Biomek i7

1.94 Mb DNA

SNV & Indel: 523 genes

CNV: 59 genes

Gene rearrangement: 23 genes
MSI(> 2300 loci)

TMB(> 1 Mb)

oA fei=l cfDNA
cfDNA 20 ng(5~30 ng AL 7I5)°

2to|=e{2| EH|RE Ho| Entx|
AL AZH

« NovaSeq X Al2|=: 3¢

« NovaSeq 6000 A|AH!: 4

H 2: TruSight Oncology ctDNA v22| H5°°
ot2t0|E Ar¥

SNV: 0.2% VAF

MNV & Indel: 0.5% VAF

Gene rearrangement: 0.5% VAF
Gene amplification: = 1.3-fold
change

Gene deletion: = 0.6-fold change
MSI: = 0.3% tumor fraction

AZE SHA(Limit of
Detection, LOD)

2 90%(0.2% VAF2| SNVOI| CHgt

LOD = Al)
BN LT = 95%(0.2% VAFS| SNV StATHOf|
(LOD ZF Al) Ciet LOD X Al)

= 95%(0.5% VAF2| 7|Ef 2E 0|
Eteloll Cist LOD £H Al)

= 99.999%

a.NovaSeq 6000 A|AE 3! NovaSeq X Al2| =& AtEdH 2B E At
b. lllumina LHE CO|E{0f| 2t X A7 ME0|0, 2 At zl

ofo
=)

LOD = limit of detection(ZZ& &t7), MSI = microsatellite instability (210] £ 44|
=20t Y), VAF = variant allele frequency (CHEI R TXt EIE)

H 3: TruSight Oncology 500 ctDNA v22| 3kAE 7|5

TruSight TruSight
P Oncology 500  Oncology 500
CctDNA v2 ctDNA(7|E)

Yt 7 (End
repair) BHA|2Qt
A-EH|2Z (A-tailing)

oiCt 2 C}
tAel 22z o S ST A
Rz A-EI2E £ St
ME 8~247l(=3): 2 2.5A12t Hetstn 250l e
Axtol A7t ME 8~247(XtS): 2F 1.5AI12t 2to|E={2| FH| A
ME 4871(3): 2 4.5A|12t o3
ME 487H(AHS): 2 1.5A12F
A = H
AT Z2|0|E 7|gt £ J|ut olE A
HME 8~247l(=5): 2 8.5A1ZF AIEER QA /UMIZ Z Y UMI
2to|=22{2| ZH ME 8~2470(XHS): 2f 9.5A12¢ SrAtEl ALBAL 2 CHA 2
NFig HE 487H(5F): A 10412
= s} ol $to|lER| =3 = Ho
HE 487H(XHE): o 1A stz oo grgge | O DU OROIRESSE T TS
MastomEzo (hybridization)/ sto|=2e2|=3t 8l
2 EtR(Run Time) | 22~44A|ZHE 5) SoE T K £ 2R e
2| ol Yetel ey ole A 19274 ole 2 167
2 x 151 bp
(Read Length)
B7HE K| 37| ME 4~4874° ME 8~487H
INEETEDY
(Coverage) 35,000x X3 K3 o5 0 X
MI g7H: 9~12A|ZL a.NovaSeq X AI2|= A Al 4719] ME=Z Yl HiX| 1= Tts
B0] 5241 A2t M 247H: 20~244 7t UMI = unique molecular identifier(1 et £Xt AHXH
ME 487H: 40~48A|7H
a. AgilentAte] TapeStation AIAE! &= Fragment Analyzer A|ABIC 2 FHaf HE,
AbE2Fof T3 XEM[BE HEE Using lower input amounts with TruSight Oncology
ctDNA v2 Technical Note &=
b. 2to|=2{2| FH|, Ql2|X|HE (enrichment), BI= (bead) 7|2t H7st(normalization) T
=3
EM #HS: M-KR-00212 v2.0 KOR -
e gt HMEYLICE TIE "Xoll= ALY £ Sl&LICh

GL-02196 v5.0


https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/trusight-oncology-500-ctdna-v2-input-titration-tech-note-m-gl-02229/tso-500-ctdna-v2-input-titration-tech-note-m-gl-02229.pdf
https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/trusight-oncology-500-ctdna-v2-input-titration-tech-note-m-gl-02229/tso-500-ctdna-v2-input-titration-tech-note-m-gl-02229.pdf
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H:|
12|
1A
Tk
0

i

ol 9178

20fe| faot 7|2E0 25 AASE TruSight
g
t

B
Q
of

logy 500 ctDNA v29| ZHIXE 7|E9| HHO|20tHet
{22 HIO|0tHE e #ot ofL|2t 274 7|8t 7to|=2tel
Chret 70l o A& A0 HZE ST CHet
QI AHHE| X MSYLICE g T2EEE= 237

gene rearrangement (S HXt MufE)eF {22 gene
rearrangementE 25 12{6t0] MAE[QYOH, oixf 2|1
&% 3 @Y (tumorigenesis)oll OIS 7H540] U=
Moo HEg flot 523712 RS Zetsti ASLIC
HHO|2OtAE B Y| #HO|(single-nucleotide variant,
SNV), THE E7|AE #HO|(multi-nucleotide variant, MNV),
Atel/Z A (insertion/deletion, Indel), R MXF x4 #H0|(copy
number variation, CNV), gene rearrangement, 22|11
ol 7|8 H0|E K| 228 M (blood-based microsatellite
instability, bMSI) 2 bTMB2 22 2%t |0 genomic
signatureS EeefL|CHE 4).

o o
o |

On

—

0o MO

R
Jal

E 4: TruSight Oncology 500 ctDNA v2Z ZAESH HO|
EFRiol ofl Al
tHo| Efe ofl Al

SNV % Indel EGFR, POLE, TMPRSS2, BRAF

Gene rearrangement ALK, ROS1, NTRK1, NTRK2, RET

CNV HER2
MSI MSI score
TMB TMB score

CNV = copy number variation(?HXt £x|4= #0l), SNV = single nucleotide
variant(&te @7| M #0l), MSI = microsatellite instability ($10[2 44|
=298 A), TMB = tumor mutational burden(Z% #0| 2&h)

&t ES Y3 ER?
TruSight Oncology 500 ctDNA v2&= MEZ Z=H|2E 21}
HO7K| ™ A E o2 S8 YIERR9 T 7Y
QAQLICHTZ! 2). XSt 2to|E2{2] =& 7|E(library prep
kit) & g2t #Ho| = (variant calling) =+ 12|11 H|0|E i
N EDATEROE 2850 T 42 ool AE &= Aot

YaB298 AN 4 ALY,
x| HstEl 2to|22{2| =H| ZXt

TruSight Oncology 500 ctDNA v2= lllumina®l ¢S E
sequencing by synthesis(SBS) chemistryS M3t
20 ng2 cfDNATIC 2= CGP AT1E 7hsotA of 0 =&
0|20] &X| 42 ME0fA CHRHS HMAISHALE 22| 245
2etslf FLICE ctDNAE =422 total cfDNA(YEIEO 2
5% 0|2hHE LIEFLYZ| 20l A2 (signal)2t ‘0| =(noise) &
22)g o U= 2o o] Bt Ch XL 2 EXsH=
Ho|o| AHE {8l 2to|=22{2] F=H| THA0| A HHO|QEISHE

T 25 (biotinylated probe)2t A ERIEIH|ZI0] TEIE
O}OUH|El H|=(streptavidin-coated magnetic bead)S
A28t DNA 7[8te] 20| 2 2{2|of| M MEtlst TEX{of thet

FX QIZ|X|HE (target enrichment) S Zl&istL|CH2! 3).

T RRES S| 2ol UMIZE AFSEILICE” TruSight
Oncology 500 ctDNA v2& A E HME chemistryE EOf=
sto|=Ee|Est 215 29]0[A 122 E0] 2to|=E2{2| FH| HAIE
St ofof b=t O A& ZutE NSY £ UGLICE £t
SNVe| B4 BIZE T 0.2% ST B (low variant allele
frequency, VAF)Z ¢35 O SAE(USLICE ol2{st EXSIEl
8t0|E2|E 28X (hybrid-capture) T2 gAle Xjoidoz
LMot CHEl R MXF HOl AJEA artifact7t XY ©f M2
dropoutg 0 FLIC,.

2

) i
@/) UMIO CHEH & ot 7]

* Illumina LI CIOJE{O 278t K], A1 MEO0|H, 2 A2 /T 82 SR gk

T
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https://www.illumina.com/techniques/sequencing/ngs-library-prep/multiplexing/unique-molecular-identifiers.html
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&

N

= 25 ee [
0 | B e | Y=

ZiH| gto|=2a{g| F=H| > A|RA B0| SEYUEY
gl ol2|X|HE

Chret 48 ME S4:

oM FES TruSight Oncology NovaSeq 6000 A|AH!, Z2Z DRAGEN™ Server S oS
cfDNA 500 ctDNA v2 7|E NovaSeq 6000Dx L= Connected lllumlna Co:rzmected
(8 EE X8) 7171,2 £ NovaSeq X AnalyticsE St Insights |3 2t21,°
Al2|= DRAGEN TruSight Velsera CGW*®

Oncology 500 ctDNA
Analysis Software

22l 2: TruSight Oncology 500 ctDNA v2 3 EZR

TruSight Oncology 500 ctDNA v2= 7|E2| & I EZ20f STE(0 cfDNA FZEE H0| 210 CHAIIX] 4Y otof &t2 JHseh DRAGEN TruSight
Oncology 500 ctDNA v2 Analysis Software= 22 lllumina DRAGEN Server L& lllumina Connected AnalyticsE Sl 220 Aaist
= AS

a. NovaSeq 6000Dx 7|7|(RUO Mode)

b. £ 27t0il A8t X2 lllumina Connected Insights ®Z 2tel2 A E TtE| X|4] & A (third-party knowledge source)2| APl &8 S¢lf AtEXt He| 3kt 24 X|9

c. 7|t ME ItE| SMZ 0|8 7ts

CGW = Clinical Genomics Workspace

ZAM #HZ: M-KR-00212 v2.0 KOR
HE 2M: M-GL-02196 v5.0
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|

Ol 12| (A-tail)
A
A—@
UMI O E{ 2t0|7|0] M (Z2i|0| £ 7|8t
DNA Insert
uA uwn—/
A_\® TUMI\

2to|#|o|M 22I¢i(Ligation Cleanup)

DNA Insert /
MI

n\/
\'/
N\
/\

sto|=z| =3

T e

LEEEN

e
<

QI2X|HEE % 2to|=22]

QIZ[XHEES 7 2to|=2{2| X, 22IY Y FH(PCR)

= ) Het

J% 3: UMI 7|8 51o|E2|= K 2to|E2{2] FH|

EXHE Q12 AHE HHO|s 52 ZY S0[=E 2o|HME
0|2 Latots HA AIAA0| 6022|817t HSozE M2 S
D27t ARRE. UMIQ A7k 252 S0{ 24 50|28 &0|1
NRIETtE g2 Ho| AEHS HTE

UMI = unique molecular identifier(1 Q¢ £Xt A/HXH

X Set X[ |FEZRR

TruSight Oncology 500 ctDNA v2&= H7XIt elste th2
IEERE FA/EHY = UALE 5 U K& 2to|=2{2
ZH| SME BF X[HBHLCE Nluminas A M52l Ah=3tE
2|7 = siS2(liquid handling) 22 ®MZ= Y#|Q! Hamilton
8! Beckman Coulter Life Sciences@ &2 #7E W1
Hamilton NGS STAR MOA 5! Beckman Coulter Biomek i7
ZeZ 0| HE 7tst &S| As2HE TruSight Oncology
500 ctDNA v2 assay {IE=R = /LM SLICE O] XtS2t
X etol=eie] =3 7|E= 48719 eto|E2{2|E FH[sH|of
SEO O A|2S TSt XtSet A|AR AL Al oot
= 28 (dead volume)g EtHEIO 2 Alefo] HHIS

A A2HBLICE 1A RSB YIBSRE 45 T2EST
SUst NEM| ZE KB Eo 0Ll TRl 451
AIZH2 40% HE Erse) FLICL 31 UL 115348 S0
QI718|8 MDY BBHE P + ABLICE?

= |
ot AMAY 45

TruSight Oncology 500 ctDNA v2 2t0|E2{2|= NovaSeq
6000 A4 AAHEI NovaSeq 6000Dx 717|(RUO Mode),
= NovaSeq X Al2| =5 Ar8eH A|H &S s efLC,.
NovaSeq X Al2| =& NovaSeq 6000 A|AHILCHHE
HIEERE MSSHH A|FY AZH2 oF 40% Th=AIA
ELICHIE 5). of EHES MESHE PIAE FAS 2l
=2 YA (depth)olAf AIZAO0] =8(F, oF 35000%2
HMEE 400M 719 2|= 2A)EILICE T2t 0.2% VAFOIA
2holE SNV B2 2 90%2 2M DL El > 99%2 24
S0|=2 H0|E HEEY 4 USLICHE 6)." 3t NovaSeq X
AE|Z2s MEE AZY H[Eg o) 0 27Xl ZRME
MlZgct?

tlllumina L2 HOIE{0] 22t K], A7 TE0|H, 2 A2 A/ =2 QUK 45

ZAM HZ: M-KR-00212 v2.0 KOR
HE 2M: M-GL-02196 v5.0
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S5 FEAEY HEY

NovaSeq 6000
MY A2 AIﬁOElé!a NovaSeq X Al2|=
zZzo M ) s4 1.58 108
WESS 2 Efl(ERS 4 4)
22|t
47 - _ _
l (1)
36A12¢ 22A|2Zt
87 _ _
f (17H) (27H)
4407t 25412
247 - -
f (17H) (a7H)
4402t 25412t
487 . _
! (27H) (27H)

a. NovaSeq 6000Dx 7|7[(RUO Mode) 7|Z=2 2 Z=Fot A|HA 21 Et

H 6: H2 28 Hto| 2017 9| Fatot HE

40| Ef 2oaize> | 2o Koz
SNV
= 90% = 99. %
(= 0.2% VAF) 90% 99.9994%
MNV(z 0.5% VAF) = 90% = 95%
Indel(z 0.5% VAF) = 90% z 95%

o0 oo

Gene amplification

(= 1.3-fold change) = 95% = 95%
ieg.efs?f?;t?:ange) = 95% = 95%
(G:Or?g;jarrangement > 95% > 95%
Zséjgg?uifr fraction) = 95% = 95%
NovaSeq 6000 A% 2! NovaSeq X A2 =2 HEEH 45

4
RIZTE FAIE HO| 2ol o] HEE(%)S 2ojg
S0l YT 29 HO|E HES= 54

s
umina LHE HO|E{0]| 2ot %] A7 M &

AL r
&
J

k=
2 1o
e
>
09
rlo
e
0z
™
[t
o
H-‘
Hu
ol
o
i
Pal

52
0o

DRAGEN TruSight Oncology 500 ctDNA Analysis
Softwares 7t&%tE| D &S| SSE YN2|EE AE6HY
Al A HH(sequence alignment) 2! A|ZFA S8t (sequence
collapsing)g &% 2F =8 &S HEl = Al HIO|H(raw
data)E HIEC 2 HO|S HESLICE ot MYlE HOo|o|

CHeE Al 0ol &4 glo] 55 2|E 2 AEY 2FE HAHSHH
CIAET &2 Ho| 4= o E NS L C

PCR 7|8t assay2| &4 &4 Zutet 2|, DRAGEN TruSight
Oncology 500 ctDNA £44 IHo|Z2tol2 2,300220|

He 555 M (homopolymer) MSI O 2204 &2
HTXQ! bMSI ScoreE NS ELICEL bTMB 249 F2
DRAGEN Ito|Z2tel2 H|S2|(nonsynonymous) &
=9|(synonymous) SNV} Indelg 2 XSt Q=S
E|XgbefL|Ct, O] IHO|Z2tl2 HO|E HESHL RLRE

2H ot S0f| AAIM|ZE (germline) B0], AMZ|E7FSH2(low-
confidence) 0| &l 224 @S (clonal hematopoiesis of
indeterminate potential, CHIP)Z} 2&# %l 0|5 ZE{2Ist0]
PTMB &% M= g ot o E0SLICE

DRAGEN TruSight Oncology 500 ctDNA Analysis
Software= Z2 lllumina DRAGEN Server v40{|A] A& E[AHLt
Ats Hole ©& 8 2M ddl 582 MISh= lllumina
Connected AnalyticsE Sdlf 22tE0lM AHELICE Of
QNS = Jtstt 22RE V|Bte] £2 M oM =E
QlEetE ZHESIALE RAIY TR gl0| 24t 2418 Alde &
UES off FLICELY DRAGEN IHO| X2l H0]E A4 AZtS
©F 85% TH=AIAH FLICHE 7).

H7:54 Z29 4 A8 Al SHEE|E 2474 MZ0] o]ef
24 Alzt

DRAGEN TruSight Oncology 500

H|O|Ef &AM ct i
flofEf 2 A ctDNA Analysis Software

BCL conversion 1Azt

Alignment +

collapsing + MAIZH

realignment

Gene

rearrangement 2A| 2k

calling

Variant calling 8A|ZH
oF 2042t

X A0 A2t
! (2 85% L)

ZAM #HZ: M-KR-00212 v2.0 KOR
HE 2M: M-GL-02196 v5.0
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2t E CIO|Ef oA =X}

25t 2M S Soff H0] 22HA L} HI0|207 RYs =gt =o=
dEctHoz ofn| Az YEE Hotof gLICh HolE siMo=

lllumina Connected Insights,* Velsera Clinical Genomics
Workspace(CGW), E= ME THE| S AL & 4 USLICE

ZZAAIMLE lllumina Connected AnalyticsE S
Seto| M MMt variant calling IFY2 X529 2 lllumina
Connected InsightsE S22 5= USLICE £ A[ZA A|AH
E81} lllumina Connected Analytics2l Ats A 7|50 2
TN 24 /I EERE 2A4H| X524 = YIS ZE HO|EHE
SO MEY UQ glo] UESE AT At ENME YME

S =2+
- AFLICL

MEF = AW xHel 7hse A

TruSight Oncology 500 ctDNA v2& cfDNA ME0
EXoh= 22 2 de RTIA| HO[FHIO[QOMAHE £2 RIFER
AZ=YLICE llluminas TruSight Oncology 500 ctDNA

v2E 22 24 Ao 22 FHs dB51| fI8l TruSight
Oncology 500 ctDNA v22| SNV 3! Indel, CNV, gene
rearrangement, TMB & MS| Z&3 & £&ot= CHot
AT E HAIMELICE & 2= NovaSeq 6000 A|AE T
NovaSeq X Al2|=E AE8H ZHBHSLICE

ros
s
=

27tol A= XY= Rl &, lllumina Connected Insights= A= THE| X|4] AA 9] AP
SES

Solf ArEXHol 3kt 24 X|§

SNV & Indel

B QI2[X|HE chemistryQ| ot 71X AEL =2 Zgt
E0|EE HO|HME SNV U Indelg Zatsts EX0|
SHO|EE|E3t IS HER 3 MAE T2HE ALRSICH=
ZAULICE SNVE CHYet ZRO| ol A &F Zf==4(cancer
susceptibility) 2t HEHEE HERODE BrEA| S22 2o
HO|E LM AEE = Qs CGP g7t YHE ArElof
SHL|CE TruSight Oncology 500 ctDNA v2= MZ0fAf 2tz
X 0.2% L= 0.5% VAF 2ol £Xist= SNV 2 Indel&
=2 MeHdo 2 A=TLCHIg 4 & a2l 5),

CNV

REXIRL 5 FHA HEE SX|4 Hats 5 HM 0t
HEME S BOJ2tELICEY TruSight Oncology 500 ctDNA
v2& 59712 CNV ¢t REXtof chet H727t 7bsotH, = 1.38)
3= LODZ ¢t gene amplification(R Xt %) A=t
0.6Hl H3HZ LODE ¢t deletion Z&0| 7t5SLICHE 8).8

Gene rearrangement

Gene rearrangement= 29| A AX Q1 @ Kot

E2t0[H{(driver)0|7| tHZ0| HE 7|H AT A QIZE &2

Z£E0| 0 ZRQELICE TruSight Oncology 500 ctDNA

v2& fusion partner@ 22tot H2 s 2 EXSH= gene
[m}

rearrangement2| = 9 §4 mefo| 7HsRILICHE 9).

§ lllumina L CIOJE{O 278t K|, A1 MEO0|H, 2 A2 /Tt 82 SR gks

ZAM HZ: M-KR-00212 v2.0 KOR
HE 2M: M-GL-02196 v5.0
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NRAS KRAS AKT1 _ PIK3CA - BRAF EGFR

0 |

Q61R Q6TH G12D G12C E17K G1202R F1174L H1047R D816V V600E T790M L858R

1

HEE(%)
N W A O O N ® © 9
o © o © 6 o o o

-
o

m0.2% VAF m0.4% VAF m0.5% VAF

21 4: LOD(0.2% VAF)OIM EoIEl =2 = SNV 24 &1

LT SNVE ZetetE g =2 (synthetic control) MEZ& 0.20~0.50% VAF 2|2 2 3|45t = TruSight Oncology 500 ctDNA v22Z EA{st
Z1f, SNVZF X 0.2% VAF 220l M FEH o= HEE. 47| Hl0oJEf= NovaSeq 6000 A|AEIC 2 A2 Z1t0|H, NovaSeq X AlZ|= AHE Al
H|28t 20| A=0| 2HAE

SNV = single nucleotide variants(=2 7| M #0J), VAF = variant allele frequency (CH2 R Xt 2IE)

BRCA2 ERBB2 BRCA1 PIK3CA EGFR

1
byl
0 |

R2645Nfs*3 Y772_A775du K654sfs*47 N1068fs*3 E746_A750del L747_P753delinsS S752_1759del

E(%)
N oW s 9 ® N ® © O
S 8 &8 & 3 & & o o

=
o

m0.2% VAF m0.4% VAF =0.5% VAF

12l 5: LOD(0.5% VAF)0lIM EQIEl &2 Indel 24 M5°
AHT IndelE E&st= g R MES 0.20~0.50% VAF 2
HO[7F homopolymerZt 35 ot @H0| ExHsI2 2 HEZ0| o} &
IOz HEE. 47| Hlo|E&= NovaSeq 6000 A|AROCZ A2 &
VAF = variant allele frequency(CHEIS M Xt 81E)

= TruSight Oncology 500 ctDNA v22 A8t Zap BRCAT2
0| 20| o A0 =75t Indelo] £ 0.2% VAFO A

SR,
Haetec
O, NovaSeq X Al2|= AFE A| H|23t 2Z0| 50| BHAHE
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o
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H 8: TruSight Oncology 500 ctDNA v22| CNV 24

ALt
oo

St °ﬂf‘§} - El_s*a} HEE
Amplification
ERBB2 1.5 1.50 100%
MET 1.5 1.55 100%
MYC 1.5 1.27 100%
ERBB2 1.4 1.73 100%
MET 1.4 1.46 100%
MYC 1.4 1.22 100%
ERBB2 1.3 1.35 100%
MET 1.3 1.38 100%
MYC 1.3 1.19 8%
ERBB2 1.2 119 100%
MET 1.2 1.22 100%
MYC 1.2 N/A 0
Deletion
BRCAT1 0.85 0.86 16%
BRCA2 0.85 N/A 0
BRCAT1 0.80 0.79 100%
BRCA2 0.80 0.80 100%
BRCAT1 0.70 0.69 100%
BRCA2 0.70 0.69 100%
2%l gene amplificationS E&tot= g4 CHETO 2 Mot HEDH S40| H2ts| FHE
M= (cell line) 2R H £&3 7l ZHS Lotst= WES A kK| VAF 2{0f A TruSight
Oncology 500 ctDNA v2& £33t 21, gene amplificati

=
g o

deletion2 LOD = 0.6-fold changeE 20 o = ot 2t =2

UX|ES ol 4= US. 47| AI#4 HI0|E{= NovaSeq 6000 AlIAEOZ &2 Znto|oy,

NovaSeq X Al2|= AFE Al HIot =29 50| 2H&

CNV = copy number variant(R %Xt Sxi|5= #0]), LOD = limit of detection(d 2= &),

N/A = not applicable(siig g18)

H 9: TruSight Oncology 500 ctDNA v22| gene
rearrangement 24 M5

Fusion

(@Hxt S8) Ol AEl VAF ZEEIVAF ZHEE

ALK:EML4 0.60% 0.48% 100%
GOPC;ROS1:CD74 0.60% 0.39% 100%
RET:NCOA4 0.60% 0.31% 100%
ALK:EML4 0.50% 0.43% 100%
GOPC;ROS1:CD74 0.50% 0.33% 100%
RET:NCOA4 0.50% 0.27% 100%
ALK:EML4 0.40% 0.36% 100%
GOPC;ROS1:CD74 0.40% 0.24% 100%
RET:NCOA4 0.40% 0.19% 100%
ALK:EML4 0.20% 0.18% 88%
GOPC;ROS1:CD74 0.20% 0.11% 100%
RET:NCOA4 0.20% 0.12% 83%

TruSight Oncology 500 ctDNA v2&= £|X{ 0.2~0.6% VAF 2|2 2 3| AEl | 7tX| Yeiz!
DNA fusiong SFEMO 2 HAEM M, gene rearrangement| Z< 0.5%2| LODZt =01 &,
Al7| AI2A H0|Ef= NovaSeq 6000 A| AR O 2 212 Z1H0[H, NovaSeq X Al2|= AL A|
Hxeh SF0 H50| 2HEE

LOD = limit of detection(&Z ¢t7), VAF = variant allele frequency (CHE R T} BIE)

t1 lllumina L CIO[E{Of] 2748t +X]. i HE0|H, 2 A2 d/TIE 82 S0IEX|

oo
s
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10 gene signature: MSI % TMB

MSI 3! TMBE Z&ote ™ B2 RTA| ZH2l(genomic
locus)2| 2440 HRerL|C}. TruSight Oncology 500
CtDNA v2& 2,30020] &= homopolymer E<(6~7 bp
Z0])ofl CHEE NGS 7[8te] AL E X3t @788 W&
890} ofL|2t 25 homopolymer A|# AT AZE S

Hol= 2 (false positive)2| 24l THs M T | A o1et

2= QUELICEY &3t TruSight Oncology 500 ctDNA

v2E =2 UEEe 2to|Ee2] T3 chemistry2 D&
HFO|2QIZOHEIA (bioinformatics, MEF s T+S
7|8t 2 %X 0.3% tumor fractiond| M= MSIE d=% 4
UAsLcHIE 6). 7

28 2= 22 Ho| 2l Hol|A Mot el Jhstet
bTMB £H0| of2ig = JUSLICE 0]2{2t EX|E sl Zash|

Ql&ll TruSight Oncology 500 ctDNA v2= 1.94 Mb THZ0f|
ZHR(Sr QUM AHZ|X|E SLstD 05 HIO[QAZLOE A
ETE MEHYSLICE llluminaQl AFR DRAGEN TruSight
Oncology 500 ctDNA I}O|I2tol2 MAIMIE #Ho| 8l 224
ZYZ g Ho ol HifA|of M StEl HEE S ME86H0 AXE0|
R =2 Tumor-Only(EY ) I3 E2 29t
Tumor-Normal(ZE- &) AFIEZLE HZELICHR? = 0.992)
(a7l 7).

100% 100% 100%

1.00 A sES sES slES
°
[
z %77 oom.
=
o [
o
oY °
s
£ 0.50 ° 0000
2 0008
L .888. oo
Q
2 000000
5 00000
7 0254 o000
sen-Shannon {2| &7} 0.08£Ct 2 uf MSI-H A&
0.00—

0.3% Tumor fraction 0.5% Tumor fraction 1% Tumor fraction

@ HIEF L1 ® HEF L2 o MEFL3

T2l 6: 10 Aol Mgt piAE 2 Ms| AEHH

LT MSI-H HE7F e MIEIFE ZH[ot w2224
(nucleosome)S Ok (wildtype) Ml FH| XF
(titration)stod tumor fractiong €. llluminall DRAGEN
TruSight Oncology 500 ctDNA v2.1 Analysis SoftwareE&
AHESH =2 MSI 24 QIZE=E 2% 2,30020] He=
homopolymer 0] ZH&. 47| A[ZA H[0]E &= NovaSeq
6000 A|AEIC2 A2 ATO|H, NovaSeq X Al2|Z= AE A

ASE A —
Hl et 270| 450| 2EE

CGP = comprehensive genomic profiling(X &l A T2mtUa),
MSI = microsatellite instability (210|244 205 4),
MSI-H = microsatellite instability-high($10| £ 44| 284 -£3)

SS

11 llumina LHE HOJE{0ll 2213t £X]. A7 T E0|0, 2 At 2 dod/ZIEt 8= 2 S0l

ot
e

80 -{R?=0.992

o
=1
1

TruSight Oncology 500 ctDNA v2
bTMB Score (Tumor-Only)
N S
o o
1 1

0 20 ' 40 ' 60 " w0
TruSight Oncology 500 ctDNA v2
buffy coat subtracted bTMB (Tumor-Normal)

J&l 7: Tumor-Only ¥ E2 22t Tumor-Normal
SIAZZQ 7t 52 bTMB H|O|E] AFRFEEAH

TruSight Oncology 500 ctDNA v22 & Tumor-

Only bTMB Score= @&t HZE (buffy coat) cfDNAS
AH&3Ste Tumor-Normal 32222 H2 bTMB Scoret
=2 gXes 2. 47| A|F4 HI0|HE= NovaSeq 6000
AARICZE A2 ANO0|H, NovaSeq X Al2|= A Al =gt
SFo 450| 2HE

bTMB = blood-based tumor mutational burden(&e 7|8t Zk 0| B

§§ lllumina L CIOJE{Of 2243t K] 17t TE0|H, = A2 PY/TE 8= 2 Sl=X|
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e
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Nluminas ol ettt 2HE 57| It £ &2 Au|A%t
TruSight Oncology 500 ctDNA
V2E LIS 20l 2282 ot O 50 & = Ae 7ssS

HSges

o A HE ¥E DX — TruSight Oncology 500 ctDNA
v20l SR8t HE AF0| /S Z2, llluminaoll A HZ 671
Tof| 02| Zofl Y=ILICE

« Certificate of Analysis — TruSight Oncology 500
CtDNA v20il= NIS0| A ™ E SAl ALt ZEIS
WSS Y| certificate of analysis(CoA) 7t et E|04
UsLICH

[$t — TruSight Oncology 500 ctDNA v2
ot BEEE R85 7|32 3R, HES R E

|_| o
1ot 22 Qe S0l 7Tt HA YES XI@YLICH

- Tt 2 E(Single-lot) Bf& — TruSight Oncology 500
CtDNA V2 =& 7|E= 2E HAH HIt(lot qualification)
8! 2! HAt(incoming quality control, IQC)2| 2E2
E0[7] e £t 2EQ| MEO| HiSELICEL A& 7|1E 282
DX |HES Sl HEHO 2 X|HE = JASLICH

40
B om
d

TruSight Oncology 500 ctDNA v2&= @4t d1 S S
HAIE 274 3L oAxf 7to|=2tolat 20| Qle 48 71| ¢f
2 HIO|QOFHE Y& MEO|IM SAl0 2A45H= NGS 71t
AT E @Izt HE|Z2A (multiplex) assay M LICE O]
2Ol assay= &N LY 523702 SEXIOIN Ciefet EF
S 20| s o] 7HK] HO| Bt HESHH, BE X0l

Al 9lo] Lo MEZOto 2 & |O HHO| O} U0t ofL|2t
bTMB, bMSI, NTRK, ROS11} 22 MZ& Hi0|0tAHE gt

7 AESF of FLL.

HI0|ESl assay chemistry™2t SHEFEl A|2IA A|AH
DehH O 2 FEHNQI QIS 2R A|7H0] 3~4Y O|LHE
CH=SEQID, @7 &= cfDNA AFEZ0| 20 ngC 2 ECH,
SNVl 22 LOD7} 0.2% VAF7HX| SOt &L ct Ahsst X
AIAZERE Y AZtE OS 0|10 8 2AXe BEHe

| Aoksto] Hel 2F 224 =0 FLICL YAt STA
ZHX LS E AHY 7|5, J2|0 SatE AT EQI0E Sgfet
TruSight Oncology 500 ctDNA v2& CGP 7[gt AE

LASHoHHENM AR M A0 Rt 4ot §52 S YL

oM ZE

NovaSeq X Al2|=

NovaSeq 6000 A[AE!
NovaSeq 6000Dx 77|
DRAGEN Secondary Analysis
[llumina Connected Analytics
Illumina Connected Insights

lumina At &% &84

99 [llumina L5 CIOJE{0 2243t K] 17 TE0|H, = A2 PY/TE 8= 2 Sl=X|

ore
%S
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AE 22 - 2ojHaizl I3 7|E(4+5)

|

HE

TruSight Oncology 500 ctDNA v2
(24 samples)

TruSight Oncology 500 ctDNA v2 for
use with NovaSeq 6000 S2 (24 samples)

TruSight Oncology 500 ctDNA v2 for use
with NovaSeq 6000 S4 (24 samples)

TruSight Oncology 500 ctDNA v2
(24 samples) plus Velsera Interpretation
Report

TruSight Oncology 500 ctDNA v2 plus
Velsera Interpretation Report, for use
with NovaSeq 6000 S2 (24 samples)

TruSight Oncology 500 ctDNA v2 plus
Velsera Interpretation Report, for use
with NovaSeq 6000 S4 (24 samples)

TruSight Oncology 500 ctDNA v2
(24 samples) plus Connected Insights
Interpretation Report

TruSight Oncology 500 ctDNA v2 plus
Connected Insights Interpretation
Report, for use with NovaSeq 6000 S2
(24 samples)

TruSight Oncology 500 ctDNA v2 plus
Connected Insights Interpretation
Report, for use with NovaSeq 6000 S4
(24 samples)

2O HS

20105899

20105901

20105902

20105905

20105907

20105908

2010591

20105913

20105914

—

HE

TruSight Oncology 500 ctDNA v2 for
Automation (48 samples)

TruSight Oncology 500 ctDNA v2
Automation Kit, for use with NovaSeq
6000 S2 (48 samples)

TruSight Oncology 500 ctDNA v2
Automation Kit, for use with NovaSeq
6000 S4 (48 samples)

TruSight Oncology 500 ctDNA v2 for
Automation (48 samples) plus Velsera
Interpretation Report

TruSight Oncology 500 ctDNA

v2 Automation Kit plus Velsera
Interpretation Report, for use with
NovaSeq 6000 S2 (48 samples)

TruSight Oncology 500 ctDNA

v2 Automation Kit plus Velsera
Interpretation Report, for use with
NovaSeq 6000 S4 (48 samples)

TruSight Oncology 500 ctDNA v2
for Automation (48 samples) plus
Connected Insights Interpretation
Report

TruSight Oncology 500 ctDNA v2
Automation Kit plus Connected Insights
Interpretation Report, for use with
NovaSeq 6000 S2 (48 samples)

TruSight Oncology 500 ctDNA v2
Automation Kit plus Connected Insights
Interpretation Report, for use with
NovaSeq 6000 S4 (48 samples)

HE =5 - 2to|22{2] I8 7| E(XIS)

FIEIR2 O HS
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RIZ 2201 A OfHEf

HE ==-OolE &4

HE RIS HE IR S
IDT for lllumina UMI DNA/RNA UD EZHHO|ED
Indexes Set A, Ligation (96 Indexes, 20034701
96 Samples) lllumina DRAGEN Server v4 20051343
IDT for llumina UMI DNA/RNA UD lllumina DRAGEN Server Installation 20031995
Indexes Set B, Ligation (96 Indexes, 20034702
96 Samples) lllumina DRAGEN Server v4 Support Plan | 20085832
IDT for lllumina UMI DNA/DNA Index : : - -
Anchors Set A for Automation 20066404 Field Delivered Applications Training 15032919
Zglec 7|d ni
IDT for lllumina UMI DNA/DNA Index 20063213 22t 7|4 Ho| 21
Anchors Set B for Automation
vromatt ICA Basic Annual Subscription 20044874
ICA Professional Annual Subscription 20044876
ICA Enterprise Annual Subscription 20038994
HE S5-A2A Ao
ICA Enterprise Compliance Add-on 20066830
HE gz s - -~
. gutéscrlg.tlon ICA Training and 20049422
NovaSeq 6000 S2 Reagent Kit v1.5 (300 20028314 noboarding
|
eveles) 0] 3
NovaSeq 6000 S4 Reagent Kit v1.5 (300
cycles) 20028312 [llumina Connected Insights — Annual 20090137
Subscription
NovaSeq X Series 1.5B Reagent Kit (300
cycles) 20104705 [llumina Connected Insights-Research — 20112516
Annual Subscription
NovaSeq X Series 10B Reagent Kit (300
cycles) 20085594 lllumina Connected Insights — Oncology 20090138
Genome Equivalent Samples (VCF)
[llumina Connected Insights Training —
Remote 20092376
Informatics Professional Services 20071787
S2RE AEZ[X]
lllumina Analytics — 1 iCredit 20042038
lllumina Analytics Starter Package —
1,000 iCredits 20042039
[llumina Analytics — 5,000 iCredits 20042040
[llumina Analytics — 50,000 iCredits 20042041
[llumina Analytics — 100,000 iCredits 20042042
2N HS: M-KR-
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