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TRUSIGHT ONCOLOGY 500 CTDNA V2
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MNV(z 0.5% VAF) > 90% > 95%
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DRAGEN TruSight Oncology 500 ctDNA Analysis
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Gene
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2Xt B4 5 SOl Ho| 22 A0t BiO[Q0HH R =felst 20=
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|
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2 2 Qs
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O{cH|0|M (annotation, F41) 2! HEHY XHS AL
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V2E @2 BN Ao 22 FHE ‘él§5f7| 2I8H TruSight
Oncology 500 ctDNA v2°| SNV ! Indel, CNV, gene

rearrangement, TMB % MS| &3 535t= Crefet
AT E HARSLICH

SNV % Indel

RIZIX|HE chem|stry°| ot 7K HER2 52 2Y
EOIE% HOIHME SNV 3 Indel& =&} Hof|
stolEe|Eat Vtsd HE2 37| A Z2EE A8sitt=
ZYLICE SNVE CHYot EF 0| ollA & Za=4(cancer
susceptibility) 2t s B0 D= ofH CGp ¢+ HiHs
MEISHE W2 2iie] Ho|E HESHe s30| IR SQYLICE
TruSight Oncology 500 ctDNA v2&= ME0|A 2824 &K
0.2% 5 0.5% VAF 220l £xist= SNV X IndelE Mald
A AESLCHDE 4 2 D08 5),

ﬁi

CNV

YL TRt B FEHOM HHE Sxl Hote Y WAoot
Hztgol AESLICE TruSight Oncology 500 ctDNA v2&
59702 CNV A2t TR0l TS A7t 7HsBHH, = 1.3-fold

changeZ LODZE 2t gene amplification(R At 35)
AZ=1} < 0.6-fold changeS LODZE ¢t deletion ZZ0]
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NRAS KRAS AKT1 PIK3CA BRAF EGFR
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m0.2% VAF m0.4% VAF =0.5% VAF

2 4: LOD(0.2% VAF)0IlM =l =
=

FR SNV 24 45" - 217t9] sNvof chsh VAFZE ezl g thx3 M58 0.20~0.50% B2 slMet =
TruSight Oncology 500 ctDNA v2 kS

[X 0.2% 2ll&ol| Zx{dt= SNVIL HEE.

EGFR

BRCA2 ERBB2 BRCA1 PIK3CA

100
7
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!
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R2645Nfs*3 Y772_A775du K654Sfs*47 N1068fs*3 E746_A750del L747_P753delinsS S752_1759del
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m0.2% VAF m0.4% VAF w0.5% VAF

J2! 5: LOD(0.5% VAF)Ol A 218l =2 Indel M M5 - 2129 insertion £ deletion0l| thell VAFZF 22iZl g4 =2 MEZ2 0.20~0.50%
He| 2 S|Ast 2 TruSight Oncology 500 ctDNA v22 2418 BRCATE HO|7t S SNV S0 0| EMstE 2 AEE0| Wot #agtes
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H 7: TruSight Oncology 500 ctDNA v22| CNV &4 Gene rearrangement
M
°° Gene rearrangement= 2| RTHM|EA =e2tolH(driver)
—_— Of| ALE HELE| Hj A e dos o = V| W20l HYe 22 Ietg S EE =
n e RN w3} == A12tH gene rearrangement A& S BH=A| ZHx|of gL|Ct
— TruSight Oncology 500 ctDNA v2&= IHEH (partner)2t

ATPDTEEER PR U2 SER EXsHe FTAE HEO| TS50
ERBB2 1.5 1.50 100% O Ede merg 5= USLICHE 8).
MET 1.5 1.55 100%

H 8: TruSight Oncology 500 ctDNA v22| gene
MYc 1.5 1.27 100% oA A

rearrangement =5 35
ERBB2 1.4 173 100%

Fusion Of| ALl 2HEE ——
MET 14 1.46 100% (RFX 88 VAF VAF c==
MYeC 1.4 1.22 100% ALK:EML4 0.60% 0.48% 100%
ERBB2 1.3 1.35 100% GOPC;ROS1:CD74 0.60% 0.39% 100%
MET 1.3 1.38 100% RET:NCOA4 0.60% 0.31% 100%
MyYcC 1.3 119 8% ALK:EML4 0.50% 0.43% 100%
ERBB2 1.2 119 100% GOPC;ROS1:CD74 0.50% 0.33% 100%
MET 1.2 1.22 100% RET:NCOA4 0.50% 0.27% 100%
MYC 1.2 N/A 0 ALK:EML4 0.40% 0.36% 100%
Deletion GOPC;ROS1:CD74 0.40% 0.24% 100%
BRCA1 0.85 0.86 16% RET:NCOA4 0.40% 0.19% 100%
BRCA2 0.85 N/A 0 ALK:EML4 0.20% 0.18% 88%
BRCA1 0.80 0.79 100% GOPC;ROS1:CD74 0.20% 0.1% 100%
BRCA2 0.80 0.80 100% RET:NCOA4 0.20% 0.12% 83%
BRCAT1 0.70 0.69 100% M| ZEX] L2ATI DNA fusiong ZeSH= 0.2~0.6% H2I9| VAF 242 S|ME MES

TruSight Oncology 500 ctDNA v22 ZE%. Gene rearrangement®| LOD = 0.5%.
BRCA2 0.70 0.69 100% TruSight Oncology 500 ctDNA v2E Z83h= NGS 7|8He| 7= 2,30020| g

6~7 bp 2719 SEZH FHS oo 2 QESWO ofL|2} SZZ T AlZAolM
Gene amplification2 4 CHZEZ (synthetic control)2 A3, deletion2 M ZEZ (cell S| L=l = 2l (false positive) B THs Y= WE 5 248, VAF = variant allele
line)S AHEdH 4= H3}(fold change) 7t 22{Zl MZ S TruSight Oncology 500 ctDNA frequency(FHEl R XL Elx).

V22 ZHel CNVE Ml 7H] VAF 282 5148 Gene amplification2 LOD = 1.3-fold
change, deletion2 LOD = 0.6-fold change®. Ofl Al bifa> Hotel 2HEFE Hj4> H3t 7+

o Abm = o8t A 0|2
E2 HEBAE Y £ UAS.

**|llumina LIS GIO[E{0] 2t +=X|. 7 TEO|H, 2 At Yeb/TIE
2z &0l5X] 2.
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olstor| QAL ALK MS| 3! TMB

MSI % TMBQ HE2 542 ST ZH2l(locus) 2412 Sl
O|ZO{ELICE TruSight Oncology 500 ctDNA v2E &&83%t=
NGS 7|2te] ¢171= 2,300R0| H= 6~7 bp 27(2| SESYA
FAS LRIFO 2N QRS WO OfL|2t ST EH| AR A0IM
SO YA = YN UM IbsME WE 4 JUSLICES
TruSight Oncology 500 ctDNA v2& =2 2 E9
2to|=ef2] T& chemistry?t 12 BIO|QQIXLOfEIA =325
ECHZ &2 0.3% tumor fraction(ZY 22 E MSIE

HEY £ UsLcHTR 6).

0

100% 100% 100%
1.00 sES sES sES
[ ]
0
T %757 oom.o
o0
T [ J
= (
s 0000000
£ 050 0000
s O PY 00000
& 000 0000
§ 00000 Lt
2 000000
s 00000
0.25 o000
Jensen-Shannon 2| &7} 0.08%Ct 2 o MSI-H Al
0.00-

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

@ MHZE=11 O HEF L2 @ MEFL3

02 6: AP AR oo Helor gl 52 MSI A& -
O|Hof| 24Tl MSI-H ScoreZt Y= MEFZE ZH|o

2d2& (nucleosome)S OF 4 (wildtype) MIZ Z=E0]|

X & (titration) 34 tumor fractionS 2. lllumina2l DRAGEN
TruSight Oncology 500 ctDNA v2.1 Analysis SoftwareS

A8SHo =2 MSI 24 BIdES 249 2,30020| = SEEHA

28 id2E W2 Ho| 2ol ZSta xel Jtstt bTMB
2E = USLICE TruSight Oncology 500 ctDNA
v2e ot pTMB =EXIE M35 Qs ZZHel ||
ZHXE 1,94 Mb IHE 3! Hulot QIZLOHEIA H e[St
SASLICE llumina2l AFF DRAGEN TruSight Oncology
500 ctDNA HO[2QIIZLOHEIA TO[Z2fQl2 WAN|ZL HHO| 8
2Ed AEZ 2 Ho| 250l g EHES ME5H0] P[40
02 =2 Tumor-Normal(BY-4) FFEZ2 L2 Tumor-
Only(ZY =) 222 E MEELICHR? = 0.992)(28 7).°

o
o

M B15: M-KR-00212 KOR
2 &4 M-GL-02196 v1.0

o
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80 -| R?= 0.992

@
S
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bTMB score (Tumor-Only)
B
o
1

204

TruSight Oncology 500 ctDNA v2

0 20 40 60 80

TruSight Oncology 500 ctDNA v2
buffy coat subtracted bTMB score (Tumor-Normal)

321 7: Tumor-Only |IZE2%22 Tumor-Normal }IZE22 7t =&
bTMB G|O[Ef A22A™ - TruSight Oncology 500 ctDNA v2° 11
HFO|QQIZOHEIA =51 T2|1 TMB (> 1 Mb) A0 7tst iy mids

Tumor-Normal ¥IZEZERZ Y2 bTMB Scorelt =2 LX|ds 2.

detE ®ME &

0%

lllumina= &l gt 28 57| fIdh =2 32| AMH|Agt
C}. TruSight Oncology 500 ctDNA

ol nsds et s E - A=7Is2

o AT HEF HE 12X - TruSight Oncology 500 ctDNAO
oot HE AF0] e H2, llluminadilA HE 6712 To
o[2] 2ol L=L|ct.

+ Certificate of Analysis™ — 2 TruSight Oncology
500 ctDNA v2 XZ0ll= MB0| A HEEl SA| AL 2t
SHE s&5USS 2L2l= lllumina Quality Assurance
Department’t 2=t certificate of analysis(CoA)7t
M= ELc,

E

4t BYEE 78 7|20l 670E 2 AFE HES2
Ot= 20| SACH, HMoIME U HAF 2F
Argtofl ot AlefS A 4= AFLIC
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TruSight Oncology 500 ctDNA v2&= 2% M0l M oAxy
7to|=2fel 8l 4 e 20| Qe =8 JHe 2f e
HIO|QOFAE SAl0 448H= NGS 7[8Fe] A7 & 2ot

HE|Z2A (multiplex) assay MEQLICE O] ZZXQIl assay=

OJ__I.LX}. |- H}EI-IO| AlSHS2 o

MOl AHG Qo of2] 7o MES FH|E TR
210] &t LY 523712 STXIO|A CHSE ZER9| Skt
20| Qs o] 7HK| #HO | 12 HESHH HA AR S M2
HFO|20FH(bTMB, bMSI, NTRK 3! ROST)Z &olst 4 Q=2

Sif SLIC

RPN chem|stry§§§ HutHol R EZ2 R AZH0] 4Y O|LHZ
2ot cfDNA AFEZ0] 20 ngR E &R,
SNVel 3% LOD 0.2% VAFIIX] HOIALICE 8t %
x| 2l H:’EE_?_W:: XA A|ZHS Z0|10 3 AA| Rl BEIE
oot 2840| =2 ¥s THE0 SUICH st
STA ZHX HAE M=ot AEA 7|z, ot O ZHHT
AT EQOZ 23 TruSight Oncology 500 ctDNA v2&=
S EFNS MSoHo, HRRF £ Aote| 2 8 24M

HAIRIORZ COP ATE 44 + ALS of FLIC

oTﬁ
fot

n

M =2
NovaSeq 6000 A|AE
DRAGEN Secondary Analysis

lllumina Connected Analytics

lllumina Connected Insights

§§ lllumina LHE CIIO[E{0] 2% =K. A5 ME0|0H, 2 A2
Ye/ Tt =2 Q=X &3

99 X139 X2 FZ2R 20249 HS oI F.

HE 22 20|22 T 7|E(2S)

M= 720 Ho

TruSight Oncology 500 ctDNA v2

(24 samples) 20105899

TruSight Oncology 500 ctDNA v2 for use

with NovaSeq 6000 S2 (24 samples) 20105901

TruSight Oncology 500 ctDNA v2 for use

with NovaSeq 6000 S4 (24 samples) 20105902

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

20105905

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

20105907

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

20105908

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

ERRYES

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

ERRYES

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

IDT for lllumina UMI DNA/RNA UD Indexes

EA| oA

Automation (48 samples) Az Set A, Ligation (96 Indexes, 96 Samples) 20034701
TruSight Oncology 500 ctDNA v2 IDT for lllumina UMI DNA/RNA UD Indexes 20034702
Automation Kit, for use with NovaSeq 6000 =A 01 Set B, Ligation (96 Indexes, 96 Samples)
S2 (48 samples)

IDT for lllumina UMI DNA/DNA Index 20066404
TruSight Oncology 500 ctDNA v2 Anchors Set A for Automation
Automation Kit, for use with NovaSeq 6000 ENRYIES
S4 (48 samples) IDT for lllumina UMI DNA/DNA Index

Anchors Set B for Automation 20063213
TruSight Oncology 500 ctDNA v2 for
Automation (48 samples) plus Velsera ENRYIES
Interpretation Report NE 22 - A|ZA AlCF
TruSight Oncology 500 ctDNA v2 = IIEfR O HS
Automation Kit plus Velsera Interpretation =4l 0"
Report, for use with NOVaseq 6000 S2 NovaSeq 6000 S2 Reagent Kit v1.5 20028314
(48 samples) (300 cycles)
TruSight Oncology 500 ctDNAv2 NovaSeq 6000 S4 Reagent Kit v1.5 0028312
Automation Kit plys Velsera Interpretation E LS (300 cycles)
Report, for use with NovaSeq 6000 S4
(48 samples)
TruSight Oncology 500 ctDNA v2 for
Automation (48 samples) plus Connected ZA| o
Insights Interpretation Report
TruSight Oncology 500 ctDNA v2
Automation Kit plus Connected Insights =] o
Interpretation Report, for use with NovaSeq = <
6000 S2 (48 samples)
TruSight Oncology 500 ctDNA v2
Automation Kit plus Connected Insights B

Interpretation Report, for use with NovaSeq
6000 S4 (48 samples)
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lllumina DRAGEN Server v4 20051343
lllumina DRAGEN Server Installation 20031995
[llumina DRAGEN Server v4 Support Plan 20085832
Field Delivered Applications Training 15032919
SEHRE 7|8t 0] B

ICA Basic Annual Subscription 20044874
ICA Professional Annual Subscription 20044876
ICA Enterprise Annual Subscription 20038994
ICA Enterprise Compliance Add-on 20066830
Subscription ICA Training and Onboarding 20049422
0] of A

gljtr;lisre;pcti%r;nected Insights — Annual 20090137
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I(I)ILrirgci)r;ar\dCi)r?;nected Insights — Training and 20092376
Informatics Professional Services 20071787
2ERE AEZ(X]

[llumina Analytics - 1iCredit 20042038
zljggwg)nieérAendailtﬁtlcs Starter Package - 20042039
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