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O|Hel MYCN &% &2 FOXO1, EWSRT | At Z2p7t T =38 =7|= Stoh HAHZ NGS
2te| Az} 50| ZZ FISH (Flourscence in situ £ 40| AESH HFOA 2 3-5%2] SHRI0]|A
hybridization) ZALZ 2Q10] =[ACHH, 2[20f= NGS ZAl & ZICto]| HZAS 20| B1g|7| = 5t
y I
NGS7} A0F1NH Qo ZITO|= 20| 80| &1 Ct [4, 5].
QUC}. E3| 0[2f3t EAIRAB 2Tk} Hefs
2EE SEst S RIT (Integrated diagnosis)9 22|Lt2t7t NGS IjLol 202 Qlsl ERRICHO|
S5 24127 YoM 1 90| £EA D HIZH % 5|0 Qs LRtolE 275D, 2ak
Ct. 20163 E0)| 2HEE S24UEA L2 WHO CH 2RO YHEEF A4 o0 et7t2| Zotal
classification O|M&= 7|22 dEfstH ZICH| & Ues &= UMD QUCH O E S0, A0t S
ARRIEHES Seote 2ty o2z 255 20t & o] U=l 2L MIZZ (medulloblastoma)di|A2
s3] 5107t SHCH RARUSUA| TRt JIE  RARHSHA AT U 00| G2 0|2 2HE Of
o 2Tt E2F7F MEst E|AL &2 M2 Rt & S St o2 Hof| elsf 2 MEF Qo=
S7H4T17| 2 50|, olE S0 H32| HO|IE & WNT, SHH, Group 3, Group 42 HHE! 2|4 47
85t diffuse midline glioma-histone H3 K27M 9| molecular subgroupO| Z2{stCt= Z40] Leq
mutant 2t= MER /I 2F7H 4720, o =7t oo, 0]Z0] 20163 WHO 50| = 0| &
02 Z2| oi2 Y= Yefy ULt HH, EF ALt O LIOE2} O] molecular subgroups 7[8t2
2SO = HEfSHA RITte = M6t It ERE 2 3t1, TP53, MYC amplification, chromosome
5t7| 022 B9=0| /e, o|H B0 NGS &4 loss S DNA O|MAAHES Z6I6H MER Qa2 2
All of the lull;yalng:
LR <16y - Non-metastatic
-Chr. 11 loss
E | k| E | E |
';':ﬁm;?ﬂmﬁw Al of the following: Al of the following:
SR " - No MYC amplificatio - Non-metastati
::;m;’:‘ﬂ'““m e NoCht 1 lass
;| : | | 1
| One or both:
. HR - Metastatic Metastatic
o - MYCN amplification
E | z E | g | E| E |
b | TP53 mutation
| VHR [metastatic or Metastatic
i non-metastatic)
1 L | : L | 1 1
ﬂnn-nﬁpslt_a:ic with MYC M::Iaanﬁ: m.le:cllullnuastnma
) amplification o ; L 250
\% Unknown Metastatic Signi?iﬂnmulanaplasia Sigaificance of anaplasia m:da:ymb:men"e:oupyd
Isochromosome 17 Definition of MYC & MYCN amplificati
.}:'§ — - : q .# '. nition HI'I'IP thﬂni
21, $ENESM 2EXHEH HAE J|HCE St MER 2T 2F
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Ft AA=IAE (A-) [6, 7]. Ol & =31 WNT DY 2 =0Me] F27d

=]
subgroup2 0|7} 02 22 A2 YHA ULt GRIAOMBZ LS| = AAIT, A0 A0
A B2 =70 =2 M EZ WNT groupOMe= Me SYFHUA GA 22of T2t sEsEl= B4
A= deE YFe UAIES U™ SOI0{A, &2} A S22 HALAAE Al=ct= LAIRHO| H2b
SO0I7 A5k =, EotR| = U2 SE2=ZE AlA5t SO{LED QAT Folutef 210 d 2 7HE LS 0t
7] Y5t = el 27 S A2 of= 20| B35t S xS o] o5 7| W20, Crefet
Ct. 24, ol 4l 79| molecular subgroup= l—f LZS W42 2 Sl= basket trialo] 7+ &[0
F= BFEA AAPEO| methylation profiling & Ch= AO|C} O|= =3 - A4 (National Cancer
gene expression profiling O|0{A], A2 0IE13F Institute; NCI)OA O|=2A0t458HS| (Children’s
BAISO| 2272 L B2 CLIA AS7|20M A oncology group; COG)2t &4 Al&ist= NCI-
AE| D UA| %2 Li2kS0| HER0|12, TUHOM = pediatric MATCH A0l M= A2 242 O
NGS, HHZ2ISISHAAM (immunohistochemistry; AO R ZOF QAUA| HAIE AYSID, SHEE = &
IHOS2Z E¥st7LE, 2 2F HAE0M Y& A 0|7t A= BF MEEl= YA S5t
AR of2 UA|2H, A40f 2o YU & = HEfO| basket trial0| I3HE| D loX, 20214
7l Old2 JEe 2 A2 2 S| sl LUtoFe A 112 32 £ 13709] armO| ¥ Qct. 1 2
317 317CH Ol FHLICH S, T2AA S S MAH ZH=20)A
Canada UsA Germany France The Metherlands Australia
PROFYLE Pediatric MATCH IMFORM MAPPYACTS ITHER LERD
méen | O0NA ONA OO NA HéHA
{800 (=160 (354
\ gpergs) genies) fpEnes) |
'
Drug access
* Basket trials in relapsed or refractory cancers * Disease-specific umbrella trials
wmlllwtw = Molecular aberration-driven single agent
- ESMART {INFORM, PYACTS and ITHER patients) targeted therapy across tumour types
= INFOIRMZ (INFORM, MAPPYACTS, ITHER and ZERO patients) » Compassionate dnsg access
= Pediatric MATCH (US patients only) * FDA-approved drugs
Molecular profiling platforms
B Panel sequencing: @ WES: EWGS: 4 WGS: B RMNA-seg: & Methylation Cene
= SM and INDEL = ShV and s ChA = ShY and = Fuiions -H-')ﬂK.irr.i',.‘. BN ER SO
& CA INDEL IMIDEL & Cherig & Turmour AT Eys:
® Ceermline = Cermline = ChA EHOIESE 0N classification = Gene
= Fusions (pediatric = A = 5V and fusions  (ZERDY CXpIESSHOn
MATCH) {MAPPYACTS) = Germline

022, 2 Lizte] AobEAUS HEo|E BUE
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el S-S R|&57|72HS 20T A THA[ZHO|| Oj= FDA Oj 5| FAA| RICH| SATt A 4 UCH=E 24
ot =L KFDAS| 5{7+& 27| % SHUCt [10]. 3, 7t QUCE ofof ECt FHLTH KA BALSE A&
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7 749] NCCN 24} ZIZ 7}0|S21010) A 2HH| AZio| AR S mNSCLC At 2% ZALA|
= 4

olaLC}. -

R MAS CHSY 20| FYS| FROI W2} SH ZL0| ABO| 5 4 1 (0) /

HIS2 Ty o #ixjel

o ZE| MU NP0 SO 2 BHFF BRH13467 —_ . = FFPE AZ0j Tt
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o ZX| 40| B3 2257

T2, HH[HAHS #5H= NCCN Y4 TI= 70| =2l

1. AAEH 2 22| At ATER AeHE S Bobeh = AsU
QF SIS0 M &% circulating tumor DNA (ctDNA)= 2 2& +&H5t7| 2o, 22 AAL A Y
Al ElistE 2|EA HIE LAlgUCH S U 0|2-d(Tumor heterogeneity)2 BH=2Q Z2|HAE &
2otE FE AT} LOIALICH EX2|2A|2| biomarker &AHS XAt SEIRITHO| HAMYHO 2 22| H
APEC} || A0 o A YLCE

NCCN 4t 212 710|=2t210 M= 1) Non-Small Cell Lung Cancer, 2) Breast Cancer, 3) Esophageal
and Esophagogastric Junction Cancers, 4) Gastric Cancer, 5) Prostate Cancer, 6) Pancreatic
Adenocarcinoma, 7) Histiocytic Neoplasms & 7 20| Cii5t0] |44 H| A2 H11stD U&L|Ct
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2. ctDNA X2 pan-caner panel2 ZICta} biomarker EHHof| 2128 4~ QI&L|C},
NGS FHAHE AALL] 1@ E0k=, 20199 7HE (DA 42019-752)8 Soff, 212 YZE paneldi|A

U122 pan-cancer panel2 A&t YELICH Pan-cancer panelQ KAt &= ~500742 S7t&|U 2, TH
HALO|2 = DNARL RNAZ S8 ~2.5 MbZ SCH=USLICH 2 7, THUFE7|2[SHSNV) 2t A /24
(Indel) 2|0||= Microsatellite instability(MSI)2fTumor mutation burden(TMB) S biomarkerE EHAi5}

+ Pan-cancer {E 0| &A|%| 22 Q&LICH

Biopsy &d4|& %%@ ’glﬁ?g'ol—.‘?'_—*—*‘ (fragment analysis) 7|2tMSI2F whole exome sequencing(WES)

7|8 TMBE NGS RUATILZALS So SEHEA st WAL NGS RUAHAA] D82t Loto|
$H0] F|SLICH J2iLE 2520l Z2IZAj0l ThEt 82 RET} E0| 2L 9% O[5t RAUHOI2 /5t

A HIHE2 5| 242 FOF AS LT

r

ctDNAZ &835t pan-cancer panel2 MSI2F TMB S biomarkerS 2= Q|44 otad 17} 2Hetg) 2l
o

A B
a{ - ; PCR
& ...:3:2:.
g oo:.:::ao NGS'
209 %
a .:.... ..
E - ......
:.n::c:o IHC-
o et i i e
T T T T 0 20 40 60 80 100
Tissue status: MSI-H  MSI-H MSS MSS Percent total
ctDNA Level: =02% <0.2% 20.2% <0.2% . . .
Sample No.: n=84 n=19 n=89 n=174 _ CfDNA+ tissue+ [l cfDNA- tissue+

[ cfDNA-tissue- [l cfDNA+ tissue-

&3, Concordance of ctDNA MSI status with tissue testing

8 Technology Trend | NGS UA|’dZA ZICHEOLE ofot M gt2| 2R HR4H
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WES vs FMI Streck ctDNA
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324, Comparison of TMB measured by WES (muts/exome) in tissue biopsies and
TMB measured from ctDNA (muts/MB), GH: GuardantHealth, FMI: Foundation Medicine.

Product Name NGS Assay Av. MS| Sites | Av. Unstable MSI | Av. MSI Score* MSI Call
Detected* Sies*
Seraseq gDNA MSI-High Mix TS0500 106 81 77.1 High
Seraseq® FFPE MSI-High RM TS0500 119 90 75.6 High
105 75 71.4 High
TMB Reference Cell Line TMB Scores TMB Scores TMB Scores
Material (gDNA) (FFPE) (ctDNA)
Seraseq® TMB Score 7 Small cell lung cancer; carcinoma 7.2+0.2 7.2+0.4 5.6 £2.1(0.5% TF)
10.4 £ 1.7 (2% TF)
Seraseq® TMB Score 9 Lung adenocarcinoma (stage 1) 9.5+0.4 75£13 N/A
Seraseq® TMB Score 13 B-Lymphocyte 12.6 +£0.02 12.1£0.3 14.1£2.2(0.5% TF)
20.0+0.9 (2% TF)
Seraseq® TMB Score 20 Non-small cell lung cancer; 20.1+0.2 18.6 £0.5 18.5+2.7(0.5% TF)
carcinoma 28.1+£1.7(2% TF)
Seraseq® TMB Score 26 Lung adenocarcinoma (stage 4) 25.8+0.5 228+3.6 14.7 + 2.4 (0.5% TF)
24.4+15(2%TF)

H1. SeraSeq MSI, TMB Z&# HE=
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Z2 AL Al 24 E biopsy A
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o
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Z| ] FASUCE O] = A0

o2 27ts YLt

t, reference material) At

5}

CHOte 2 patient-like reference material(O|

-I;{-I

= 2
= =

NGS7|8te| ctDNA HAt

=
[

Seraseq ctDNA Complete reference materials

NCOA4-RET

CD74-ROS1

EML4-ALK

EGFR

ERBB2

KIT

KRAS

PIK3CA

AKT1

ALK

BRAF

BRCA1

BRCA2

£l 13719 | T}

St
[ =

XtAH| KA reference material o &

2

3

H2.

<
Z
a
7]
)

Seraseq ctDNA Complete 5%

005

oor

0SE

05

Base pairs

M
(=]

5. 8t ZAX|2| ctDNA IHEI 3t SeraSeq ctDNA M= 2t2| 2Z 2| IHEH QA

10 Technology Trend | NGS 2|4
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e WEA 489 + A=S 585/ 2 ruth-set 242
=220l o] H0[e| RASS Ho| #HE5H ﬂmzogw 74AHHI tist 4& 7I1ts +F0M 2=
IHEMA| Sh=2A|1Z 4~ QSL|CH ZALS| CHFEE o 0% EE 0.1%, 0.5%,1% 2.5%, 5%77tA| CHFSt
allele frequencyS AHl&&LCt.
Product Material No Conc. Fill Volume Total Mass
Seraseq ctDNA MRD Panel Mix (Kit contains 4 0710-2146 10 ng/ul 20 ul 200 ng (X4)
‘vials: 0%, 0.5%, 0.05% & 0.005% turnor fractions)
BCL2 MYD88 SF3B1 HSP90AA1-BCL6
BRAF CXCR4 STAT3 CCND1-CDC42BPB
DNMT3A NOTCH1 STAT5B BIRC3-MALT1
EZH2 NOTCH2 TP53 MYC-IGH
IDH2 RHOA NPM1-ALK TBL1XR1-TP63

H3. Seraseq ctDNA NI E™E

# Reference
1. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 3.2021: Non-Small Cell Lung Cancer
2. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 1.2021: Breast Cancer

3. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 1.2021: Esophageal and Esophagogastric
Junction Cancers

. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 1.2021: Gastric Cancer

. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 2.2021: Prostate Cancer

. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 2.2021: Pancreatic Adenocarcinoma

( )

. NCCN Clinical Practice Guidelines in Oncology (NCCN Guidelines) Version 2.2021: Histiocytic Neoplasms

o N o U B»

.Aggarwal C, Thompson JC, Black TA, et al. Clinical Implications of Plasma-Based Genotyping With the Delivery of
Personalized Therapy in Metastatic Non-Small Cell Lung Cancer. JAMA Oncol. 2019;5(2):173-180. do0i:10.1001/
jamaoncol.2018.4305

9. Leighl NB, Page RD, Raymond VM, et al. Clinical Utility of Comprehensive Cell-free DNA Analysis to Identify Genomic
Biomarkers in Patients with Newly Diagnosed Metastatic Non-small Cell Lung Cancer. Clin Cancer Res.
2019;25(15):46914700. doi:10.1158/1078-0432.CCR-19-0624

10. Palmero R, Taus A, Viteri S, et al. Biomarker Discovery and Outcomes for Comprehensive Cell-Free Circulating Tumor
DNA Versus Standdard-of-Care Tissue Testing in Advanced Non-Small Cell Lung Cancer. JCO Precision Oncology.
2021; 5:93-102. doi:10.1200/P0.20.00241

11. Sholl LM, Do K, Shivdasani P, et al. Institutional implementation of clinical tumor profiling on an unselected cancer
population. JCl Insight. 2016;1(19): e87062. Published 2016 Nov 17. doi: 10.1172/jci.insight.87062

12. Meric-Bernstam F, Brusco L, Shaw K, et al. Feasibility of Large-Scale Genomic Testing to Facilitate Enrollment Onto
Genomically Matched Clinical Trials. J Clin Oncol. 2015;33(25):2753-2762. d0i:10.1200/JC0.2014.60.4165
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Twist BioscienceA}<]

“Methylation Custom panel A7}

() AR Hto] 2

(Twist BioscienceAl &t= CH2| &)

Highly Sensitive Methylation Detection Using Enzymatic Methyl-seq and Twist Target Enrichment

Introduction

DNA methylation2 Rt YAHS ZAUTC2M MELH0| UM S5t IS I OH FR0
=, cytosine methylation?| 272 QIoH LM FHURZL UHE &= QUCE StR| 0 2k2} WE0|A Of2{5t &
R HSE =Qlots A2 {HAAAUCE AMICH F7|M Y 24— (NGS)O0| sodium bisulfite?t 22| El DNA 4
9| methylated cytosine2 A&5h=C 2201 =EHU0| YSE|7|= SHAUR|CH O] 354 HStutE 2 DNA
&2 0F/|510] GC biasE £2{21 complexity= BO{Z|7| WhZ0f 2IZ=27t A|8H210] ECH1].

L

EQIAEAHTwist BioscienceAb)Q| targeted methylation workflowO|A&= liquid biopsyE £3t & A
Atet 22 M2 £242 Eateto] ChYst eHE0A 0&-S(methylome) 42 I3 high complexity
ot uniformityE E0|&= 2t0|E22|E ditels MA R4S AJWSICE O] dA| Z2EZE enzymatic

conversion2HHS Twist custom methylation panel2 0|35t hybrid-capture2}doi| 2835t Zi0|C}. 0|

7|29 bisulfite conversion& 811t H| 0 5t0] AH5t 0] 40| 2= HH 2 sequencing metricsE S5 &

QI5HUCE.
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121, Methylation Conversion. Methylation sequencing2 enzymatic &= chemicalfH 22 unmethylated
cytosine2 deamination A|A uracil2 H2A|7|= BHH methylated cytosine2 1 E |RX[A|IZICH BF
AOIM uracil® complementary strand®| adeninezt Z2&5t0 unmethylated cytosine0| thymine@ =2
X|2HEICE 3 0| 9] 2|Z A2 HLHAYOZ M F 79| MZ CH2 double stranded DNAZ ZHELCHSIE).
methylated DNA= S2¢t 28 E AN =7t H7|ME0| WY EICt (OFHZF)

Result

Library Preparation for Methylation Detection

HEXH TZEZ0|Me= bisulfiteE 2[5 st8FH 22 unmethylated cytosineS uracil2 3t

methylated cytosine residueE &QIStCt PCR &, unmethylated cytosine2 thymine2 = &7|MEO0|
213 2| 11, methylated cytosine2 cytosine2 2 23 ZICH (A2l 1),

Fo =M

244, bisulfitex2|= &F sample preparation2 @A 2= & = DNA breakE OF7|ot0{ A=
methylation HAE7tA|= A SHCH2]. Twist BioscienceAl= New England BiolabsAtel &215t0]
NEBNext® Enzymatic Methyl-seq (EM- seqTM)2 ZA|5IRICt Sample &42 OF|5t= chemical
conversion 2t& ¢10| &, bisulfite 22|t S Yot Het ANZE 714 &M Z2 2[& 2242 S S

methylation detection= ?I8t 2t0|E2{2| A|22 C32| 674 2 tHAZ L T
Fragmentation  A-tailing  Ligation of Methylation Conversion Amplification  Barcode
Universal  (oxidation and deamination) Addition
Adapters
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Enzymatic method@} bisulfite method2 H|Z:5t
28%F unmethylated cytosineg thyminel2z
SHAIZICHA™E 2). 2{Lt, enzymatic method
etz librarye GCHI0| &2 F20IM S7t
14 #Yst AHHE|A|E B0ECHAE 3). O|A
HAH2=2 0|25t £2{0| A DNA break?t &
Ot Bt Z0(ct,

il
=2
t

ro o

no

Twist Methylation system2 2to|=2{2| |2t
2} enzymatic conversion 0| mechanical
shearing2 57| W&0] fragment size?} TSt
A AT methylation detection2 21af O] 2t
olEz{2| A2 HWHE ArES o, A4 fragment
size= 27| DNAZF H0tLt 245 HE[QIZO|
2t ZZ%|Z|2F Twist BioscienceAt= 2F 200 ~
300bp 37|2 DNAE fragmentationdfiA 2=
DNA fragment?} 350bp ~ 450bp&d =7t &=
Ag ALt 2folEee| 82 27| DNAS| &
2t etojEeq2| |2 20| AHESt= PCR cycle=0f|
et eetRIch Twiste DNASSE, 200ng, PCR
cycle =5 932 A|2SI7|E HASICL Of HAAL
2 C+S hybrid captureTHAIOM captured 4~
= 3ot YO DNAZL ZAM e = A== 57| 9
O|Ct. 2/& QC THA0|M= fragment sizeE (B
peak size, 375bp) &HQIStC},

ol

M oo 0 o

Use of the Control DNAs in the Twist Targeted

Methylation Sequencing Workflow
=gt Hete|z| Q2

LS

conversion0|  E|H,
unmethylated cytosine & methylation® ZA
o2 X aiME7] W20 =40l UM false
positive rates S7FAIZICE OlF Z0|7| 2/l
methylation levelO| 2242l standard DNAE At

2735}0§ conversion rateg Q18 4= /Tt Twist

Targeted methylation sequencing workflow
o ENHoZ M, NEB EM-seq methylation
library preparation kit CpG methylated
pUC19 DNA2t unmethylated Lamda DNA
£ optional control& ZE&tstn ATt O] K
9| control 25 methylation level0] &2{A |
7| @=0l sequencing O|=0| O|F&2 O|&dt
O conversion rateg F&StA TS o~ QUCEH
Target enrichment panel0| complementary
probeZt 28 &5 Q17| WZ0, O] control =
2 hybrid capturedil= AM&35tA|= QLOLOfF ST
CHAl, hybrid capture £0i|, sequencings $Ist
sampledt &t A=Ct

--—
—_

Twist WorkflowOi[A], O] control?] REMHE &£
o7 s, Twist NEBNext Enzymatic Methyl-
seq Library Preparation Protocol2| appendix A
£ & 15t0] 2tolEg2[Z H|ASIACH 2 control
DNAE 48uA st 5HO| M2 = vacuum
concentratorg O|&ot0] HZAIZAC AZEA|ZI
DNAE 50 #£2] 0.1X TE (pH 8.0) bufferdj| =2l
= 2i0|E2{2| H2utES 2ASHALE.

H 18 measured conversion efficiency vs.
expected conversion efficiencyZt sequencing
=9| methylation level2 E0{ZLCt. EM-seq2 &
controlofl Cidt0] 99.5%E &= conversion rate
2 0|46t E8S LIEFHCE Unmethylated Lamda
DNAR2} CpG methylated pUC19 DNA control@|
expected CpG methylation level 22t 0.5%
2} 95~98% ULt & control?] CpG methylation
level?| Sd4E3 J[CeE2 LR[SHACE =4
2 methylation callerE 0| &350 A 4tstRACt. O
£ Z24Zl methylation level2| control DNAE 1)
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CONVERSION RATE (%)
100

80
60
40
20

0

122, Conversion Rate Comparison for Bisulfite & Enzymatic Conversion.
F7HX[9] library #Het 2 H= non-CpG sitedl| A cytosine0| thymine 22 99.9% 0| & HBtE|QULCE.

P Bisulfite Conversion

B Enzymatic Conversion

BISULFITE CONVERSION ENZYMATIC CONVERSION
300
v 250
-
=
3 200
(b}
[m]
< 150
o
-
L5 100
-
~ 50
0
20 40 60 80 100 20 40 60 80 100
GC CONTENT OF TARGET (%) GC CONTENT OF TARGET (%)

1213, Coverage by Target GC Content for Bisulfite and Enzymatic Conversion.
FIHXI9| library Het W2 D% Twist Fast Hybridization target enrichment M87hsstct, J2fLt
enzymatic conversiontHs AtEd HZEHSt librarydlAl hybrid selection metrics@| 7H40| ZHEE=IC
Bisulfite conversion method(gray)E A& = high GC target region0l|A] coverage?t %11, enzymatic
conversion method(green)2 AFE RS M bias7t WA| LIEFCLCE,

conversion 40| &5t 2)2M0f| QLOA false positiveS Z[ASHEl A2 &Qlst=H| AIE 4~ US
S E0{ZC} Twist= EM-seq process 20| enzymatic conversion rate0f| Ci3t0 &H410| = Z20]= 0
controlg AtEsotes Mo}
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METRIC UNMETHYLATED CpG METHYLATED
LAMBDA DNA pUC19 DNA

Expected Conversion Effciency >=99.5% >=99.5%
Measured Conversion Effciency 99.77% 99.57%
Expected CpG Methylation Level Up to 0.5% 95-98%
Measured CpG Methylation Level 0.22228% 95.7572%

H 1. Conversion 28 % CpG methylation 2| 7[CHX| 2t ZHX| H| 2

Twist Target Enrichment for Methylation Detection

Twist Targeted Methylation Sequencing Workflow= Z1Zt=2| customized methylation detection2
2lall Twist Fast hybridization Target Enrichment Systemea O|23tC}, O] A|AEI2 0| A 2| workflowE Lt
O B2 hybridization A|ZH0| = 876t (0| M ECH ZAEl hybA|ZH) sequencing metricsOfl @&HE 2| Ot
1 S5 0|Ato| AI}E &H0IEH 4 QIC}

=T M

Twist Fast Hybridization Target Enrichment System& C}22| 5EHH| 2 0|2 A QIC},

Sample Preparation Hybridization Wash Amplification Sequencing

O] A|AEIZ Z|CH 87H2] sampleE poolings A2 2Idie 4~ 10, manualA|Zt2t pipetting3l4E 24
A|ZiCt. Twist Targeted Methylation Sequencing protocol CiFot 2= O|ESH IHE0| A g5t 2|10
o 2|7 |ES A 8572 HYSICH 02U, 2E target capture systemOf|A 2} OF2I2ER| 2, target size X
methylation level2 &5t Ct¥SH 21S50| 2[F capture data metricsOll @&FS 0|2 4 QUCH 0|28t 2
QIS0| A|H4A 220|| 0|2|= FE2 Of2HOf| A =2 BTt

Target Region Size

custom target region2t #HE U2 20150| 2[4l targeted sequencing metricsOfl Y= 0|2 7|
20l 7ty 22 Z2UE 27| fleiMe 227t Hee 4+ Qo o2 9, 02 22 14 (<0.5 Mb) &

= target region &0l high GC content2 713 TiE2 Tii'd HA 42| 22 B30l £5| QlAsiCt 22
A1t off-target control AtOJO A O{EA| 2[4 9] ﬂ%% O|F= 7tz target Y2 E4 IiEe| 2 & =
A0l ULt o|E S0, THE A HdoM = |9| Igot A2 0| MES CRE e A= S0
off-target capture?| H[&& Z=7| s 27t AI S0l HRg 4 AS0|= S+1stl IE0]| Clis YHst
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ojd 37|29} sequencing metrics Z+e| ZAAMS WII57| L8, 3749 CHE Y-S Twist Targeted
Methylation Sequencing Workflow2} &7/ AFESHFCH 2t IHE S22 CHYSH 37|2] methylated target
oS ZLESCE 0.5Mb, 3Mb, 50Mb (1% 4). 0] oqqtow A2E 712 2 IHY L off-target levelO
7% Y=, M4 49| off-target level2 10% 0|2t 2 2QI5HRAC} 2E target sizeOfl Ch3H Capture
uniformity(fold-80 base penalty)2 1 2t0| 1.4~1.722 2435t%Ct 30X coverage H|E2 2E I 0|
M 90%E EUCt. aeiu, IfE 2 7|0 IE duplication rate?| S7t= 0{™ key metrics& SMHA2 = Tt
2|0F 82|12 ZAsH= O Q014 235 N2AFEHO|C}.

OFF-TARGET (%) FOLD-80 BASE PENALTY 30X COVERAGE (%) DUPLICATION RATE (%)
30 2.0 100
14 Panel Size

25

1.8 80 12 =zaMr:b
20 10

1.6 60
15 .

1.4 40 6
10

4

mllm ” ull
0 1.0 0 0
124, Size of Target Region within Custom Panel and its relationship to Picard Metrics. Twist Targeted

Methylation Sequencing Protocol0f| 2}t % single-plex reaction@ 2 HeS ZIHSIAULCE 0.5Mb, 3Mb,
50Mb2| methylation panel0| Lt capture metrics.

Identification of differing Target Region Methylation Level

Methylation level genome0]| Ti2t CIASICE Methylation level 2t0|E 0|85t £ 22 Z7[0| dHY =
Q7| W20, methylation detection0f| AF28H= T2 EZ0| custom panel C|Z}Q10|| Z4EHs{0F 5t hyper-
2} hypo-methylated regions &9QIgt 4~ QI0{0} SICH= M2 T4ASHOICE unmethylated region?| B1&t2
sequence complexityE ZAA|Z|11 hybrid capture=HAIO| M downstreamEA|E OF7|& 4~ QLT 12{Lt, O
2H= 2tole2g| A2 A2k, hybrid capture A|2F, custom panel C|AIRIS HASHA| ZSIA|ZUC 24 =Y
2= U, 0|F Sl ClRIRIE panel@| probe”t CiFst #12(2| AT/GC rate2t methylation level2 7121 22 A
HE D2 X (capture)d £ UA & 4 UCE TwistAl2] targeted methylation custom panel2 target
Off T3l 47H2] probeZt CIAIRIZ|O QIO{A conversion O], sense®} anti-sense DNAO]| CHét methylated-,
unmethylated A4EH2| DNAS 25 capture® 4= QICH (12 1, 2= X)),
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Twist  Targeted Methylation Sequencing
Workflow2 Eall, @#&38Hevenness) coverage
£ ERISIACE O 2laiEnzyme?t bisulfite %
2| Aol 2712 conversion system2 O|&5t
| genomic DNAZE conversionst® 1, 1.5Mb
custom panelZ hybrid capture A &S 2135t
Ct. hyper-, hypo-methylation & 0| Ci5t

coverages &QIstRCt

target

=H YU A8

5= EM-seq conversion 23

2 M, target read counts?t hyper- 2} hypo-
methylation region 250 Cis{ #SotH S &
Of ASS EZCH=AY). BHH, TO| AFEE 12 R
£ bisulfite conversion2(3|A4)e] ZAto|Me=

(@]

target read counts?t MT{HC = HSotX| QIR

C. @2kA, Twist custom panel C|AFRIS Twist
Targeted Methylation Sequencing Workflow2}
A AtE3HS T, target methylation levelof &
A 910 4| target DNASE &2Z 22 capture
otCf,

Twist  Targeted Methylation Sequencing
WorkflowE CtYSH methylation levelZ CHA2
2 ot ZUtE Eolsty| flah, Cist methylation
level2 712l 2t0|E2|E A|Zfet = 1Mb IiE
2 O|23t0 capturestUCt O|F 2t0|E2 2=
hypo- and hypermethylated control human cell
lines(EpiScope® Unmethylated HCT116 DKO
gDNA PN# 3521 and EpiScope Methylated
HCT116 gDNA PN# 3522, Takara Bio USA)2

HYPOMETHYLATED gDNA TARGETS

200

il
(=]
o

o

MEAN TARGET COVERAGE
=
=

100

30 40 50

60

Conversion
Method

M Enzymatic
M Bisulfite

HYPERMETHYLATED gDNA TARGETS

70 80

GC CONTENT OF TARGET (%)

J&l5. Coverage by Target GC Content for Hypo- and Hypermethylated gDNA Libraries Prepared with
Enzymatic and Bisulfite Conversion Techniques. TwistAl2] enzymatic 2t0|E2{2| | ZH HA S A2
2 M, hypo-, 2t hyper-methylated gDNA 25 1.5Mb0| CHSt target coverage 7t 2 & GC rated| ZX LS 11

EA 22X ULt
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Tlor

eoto] A&t l, 0|2 E35H 0, 25, 50, 75, 100% methylation level& E&st= 210|E2{2| & Ct=
Ct. Key capture metrics& LIEFH 12162 methylation level2t 2|Z Picard metrics AFO|Of| 22|17t 7429
28 20}, 0] H|0|E{= Twist Methylation SystemO| hypo- and hypermethylated DNA regions

DS AIBE 4 A0, FEF ANS O 4 YSS HOEL

—

=2 £

30X COVERAGE (%) FOLD-80 BASE PENALTY PERCENT OFF BAIT (%) DUPLICATION RATE (%)
100 2.25 60 5

80 2 50 4
40
60 1.75 3
30
40 1.5 2
2
20 1.25 1 I
0 1 0 0

0% M25% Ms0%» M7s% W00%

o

o

J&l6. Picard HsMetrics for gDNA Libraries with Variable Methylation Levels. EM-seq conversion 2O 2 0,
25, 50, 75, 100% methylation rate2 7+%l hypo-/hypermethylated cell lines& =¢toto] 2to|22{2| & | =t
St 10, Twist target enrichment library prep &' 0i| it2} 1MB custom panel& A3l capture StRULCH CpG
methylation levelO| M Z CEX| 2t 2t0|H2{2| RO w2} key hybrid selection metrics= Y& SICY.

Conclusion
Twist BioscienceAt= NEBAI2| enzymatic conversion2t custom methylation panel &' | "5}5._| target
enrichment A|2FS ZE&t6H=, 25 19| At panel2 4 El All-in-One kitE Al&3ste QACE

Twist Targeted Methylation Sequencing Workflow= highly sensitive methylation detection0O| 7}
I, Ol A|ZHA A2k 283517| 2IsHALE hands-on timeS £0|7| QI5H 20| w2t Bias 4~ QICt O]

ol
|_

342 0|8351H, custom panel C|AtQ12] target size@F methylation levelO| 2|2 Picard metricsti| 7{2]
S 0|2|2| =L} 02{E8 2, 0| A|AEI2 methylation detectionOfl 2HA10| Q= CHFst HAR2FS0| =
Yslf, H-L0| 2&5t7|0f| of AAStCt
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Exome and genome sequencing for
pediatric patients with congenital anomalies or

intellectual disability
ACMG oA 75t M4 7ol =ikl

bl Z

M2 7| (congenital anomaly, CA), &S 2| (developmental delay, DD) 2 X4 Z0}(intellectual
disability, ID)= 20} QIO TR HAF Q|2|7t 7MY EH2 et & otLi=Z, £2019| LA|H, ok =
= 7150 F&2 F= 0|24 AEF o= 0|20 UELICt Global burden of diseases injuries and risk

factors study®| &.110] OJ521, 1990104 2016\ AfO|0fl ROF AIYEES 50% LBt 20 BlaH, 222 712t
A8HR] QIUELICE O] AT 3 19574 210flA 5M D2k of20[o] 2|2 2
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= 2003'FLE 2007E7HA| 244 1,000 23.982 22 M 7[Y9
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Ontario Health Technology Assessment (HTA)
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@ 714 2zt #e|
HHZ 2H ZAFZD}, 197 H720f CiEH BEF 2
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Of HFO|O{ A (bias)Ql QI&0| &27| W2YL|Ct. 2
Tt 82 H|Wst= 2H9| 242 Z7t(moderate)
o|RAELIC

HHH 2H ZAFLY HTAZ} 2THEl 0|22 UAA
REHE ZAFSH R TR A|EO0| 5 H UASL

Ct. HtZ 2&t Newborn Sequencing in Genomic
Medicine and Public Health(NSIGHT2) & L|C}.
NSIGHT2 H0IM 42|52 rapid GS (rGS)
21, 578 (28%)2| FOtoj|lA 2tat 22| S HEM
Ct E0gHELICH &3] ultrarapid GS (urGS)(
p <0.0001) & 2 Z2H(p <0.00001)0HA
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H o BlALATH MEI|M AFO|IE|Z! (ThermoFisher Scientific)2 & M|#| 5004 7 =7}, 270,000 2| /2!
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illumina [ < ZlArT pCERHIO|M|C|Ft S|AFATH - Dow Biomedica is a market developer & distributor
of in-vitro diagnostics products. Through partnership with global leaders, we are
D C}S- dtolQuicizt introducing cutting-edge technology products to our customers. Dow intends not to

compete in the established market segments but to 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.

CtH[o|2m|C|7 & L20|LtA2 |0}

p- A2 0|LtR 2|0t 2| Ak27H: TAt Illumina, our goalis to apply innovative technologies to
the analysis of genetic variation and function, making studies possible that were not even imaginable just a few years ago. It is mission critical
for us to deliver innovative, flexible, and scalable solutions to meet the needs of our customers. As a global company that places high value
on collaborative interactions, rapid delivery of solutions, and providing the highest level of quality, we strive to meet this challenge. Illumina
innovative sequencing and array technologies are fueling groundbreaking advancements in life science research, translational and consumer
genomics, and molecular diagnostics.
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Lighting the way with diagnostics
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SafeSEQ (Ultra-Sensitive NGS Liquid Biopsy Technology)

ANABA(Sysmex)E H2| ZITH o2& H| W RTA|SE MZsts S E2HLME, HAA &
of At of St 2OFE MESHE YAA|Of S|ALCE Y& DH|of| ZAHE £, 1700170 =7oi| K|
E2 M3t QICh A|AHAT2|0HSysmex Korea)= 2013 42 2E| st20A 2HEO
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Real-Time PCR
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I KAPA HyperCap Fixed Panels increase sequencing efficiency

Access relevant content faster and with greater sequencing efficiency. The KAPA HyperCap Fixed Panels are catalog gene panels for target
enrichment research applications which are readily available from stock. Based on Roche’s renowned content and probe design expertise, the KAPA
HyperCap Fixed Panels offer high sequencing efficiency and answers that matter to your research questions.

KAPA HyperCap Heredity Panel KAPA HyperCap Oncology Panel

= Covers 3332 genes strongly associated with hereditary genetics = Covers 13 genes strongly associated with somatic oncology
and oncology in a 214 Kb capture target

= Offers a compact capture target size of less than 10 Mb = Covers additional hotspot variants available in commercial

FFPET and cfDNA controls
= Achieves >98% of target coverage at 30x with 10M high quality

(HQ) clusters

Achieves >97.5% of target coverage at 1000x with 50M HQ
clusters from 10 ng cfDNA

I Benefits of KAPA HyperCap Fixed Panels

Relevant content from Roche’s renowned content and design expertise
to sequence what matters

Sequencing efficiency by extensive validation and optimized protocols that
address challenging input quality

Fast delivery with quick shipping from stock through Roche’s
global distribution network

I Lea rn more at Ordering information for KAPA HyperCap Fixed Panels
sequencli ng-rOChe-com Roche cat. no. Description Pack size
09462473001 KAPA HyperCap Heredity panel 12 rxn 12 reactions
Published by: 09462481001 KAPA HyperCap Heredity panel 24 rxn 24 reactions
Roche Diagnostics Korea Co., Ltd. 09462490001 KAPA HyperCap Heredity panel 48 rxn 48 reactions
4F Seokyung Bldg. 22, Teheranro 108-gil, Gangnam-gu . .
Seoul 06174, Korea 09462503001 KAPA HyperCap Heredity panel 96 rxn 96 reactions
09462511001 KAPA HyperCap Heredity panel 192 rxn 192 reactions
www.roche-diagnostics.co.kr 09462384001 KAPA HyperCap Oncology panel 12 rxn 12 reactions
For Research Use Only. Not for use in diagnostic procedures. 09462457001 KAPA HyperCap Oncology panel 24 rxn .
KAPA and HYPERCAP are trademarks of Roche. All other trademarks are -
the property of their respective owners. 09462465001 KAPA HyperCap Oncology panel 48 rxn 48 reactions

© 2021 Roche Sequencing Solutions, Inc. All rights reserved.

14092021_000008



iontorrent

The Genexus System
HMMA X = X3 NGS A|AHI
& 8ol =& 1022 hands-on time
£ TH|RH 2|ZE ZM7HX| Tk SHFE Lo 7ts!

o

oz 4y

lon Torrent™ Genexus™ lon Torrent™ Genexus™
Purification System Integrated Sequencer

=
-

o Lysate from FFPE tissue Automated nucleic acid extraction, Automated library preparation,
e Plasma purification, and quantification* sequencing, variant analysis, and report*
e \Whole blood

Peripheral blood leukocytes (PBLs)

Lysate from fresh-frozen tissue

Lysate form bone marrow

Find out more at thermofisher.com/genexus ThermoFisher
SCIENTIFIC

For Research Use Only. Not for use in diagnostic procedures.



One sample. One application.
A multitude of tools to

uncover an answetr. Sequence
NovaSeq™ 6000 System
Illumina offers multiple tools to support « Simplified workflow reduces

hands-on time

« Scalable platform to meet
demand

* Proven lllumina SBS*
chemistry drives genome
and exome analyses
worldwide

a sample-to-report WGS workflow.

i!alyze, interpret, and report
« Comprehensive rare variant calling
powered by the DRAGEN ™ Bio-IT

Pw
« Intuitive variant annotation an

filtering with genome-wide
visualization

* Simplified interpretation, curation,
and report generation capabilities

Prepare library

Illumina DNA PCR-Free Prep

* Fast workflow takes ~90 min

* PCR-free chemistry minimizes
coverage bias

% * Broad DNA input range: 25-300 ng

*SBS = sequencing by synthesis
For Research Use Only. Not for use in
diagnostic procedures.

Why adopt WGS for rare genetic disease?

Performing WGS with next-generation sequencing (NGS) provides a comprehensive view of
the genome, enabling simultaneous assessment of many genes. This information can help
identify diverse variants of genetic disorders.

Superior diagnostic potential Decreased time to diagnosis,

WGS demonstrates the highest diagnostic decreased costs

yield, compared to standard of care,” in multiple WGS has been shown to decrease time to answer

patient groups '#* and cost of care compared to iterative testing "2
Comprehensive variant detection Broadest analysis of the genome available
A single WGS test can detect small variants WGS enables the most extensive analysis of the genome
(SNVs, indels), CNVs, mitochondrial variants, in patients suspected of rare disease, including coding
structural variants, repeat expansions, or noncoding regions or coupling with epigenetic or

and paralogs ' transcriptomic evaluations

*Standard of care testing defined as karyotype, microarray, gene panels, whole exome sequencing

*SNVs = single nucleotide variants, CNVs = copy number variations

WGS use is becoming more prominent in clinics worldwide as evidenced by Rady’s Children’s
Hospital, National Health Services (NHS) in the United Kingdom, and the Karolinska Institute in
Sweden. It is being used to make strides in population genomics through initiatives like All of Us and
the Million European Genome Alliance. All to improve health care today and tomorrow.

Learn more at illumina.com/raredisease

1. Lionel AC, Costain G, Monfared N, et al. Improved diagnostic yield compared with targeted gene sequencing panels suggests a role for whole-genome sequencing

as a firsttier genic test. Genet Med . 2017; Aug 3. doi: 10.1038/gim.2017.119.
2. FarnaesL, Hildreth A, Sweeney NM, et al. Rapid whole-genome sequencing decreases infant morbidity and cost of hospitalization. NPJ Genom Med. 2018;3:10. doi: 10.1038/
$41525-018-0049-4.
3. Lindstrand A, Eisfeldt J, Pettersson M, et al. From cytogenetics to cytogenomics: whole-genome sequencing as a firstline test comprehensively captures the diverse spectrum
of disease-causing genetic variation underlying intellectual disability. e e Med . 2019;11(1):68. doi:10.1186/s13073-019-0675-1.
4.  Clark MM, Stark Z, Farnaes L, et al. Meta-analysis of the diagnostic and clinical utility of genome and exome sequencing and chromosomal microarray in children with
suspected diseases. NFJ Genom Med . 2018 Jul 9;3:16. doi: 10. 1038/s41525-018-0053-8.
5% Splinter K, Abrams DR, Bacino CA et al. Effect of Genetic Diagnosis on Patients with Previously Undiagnosed Disease. ) i 2018;379(22):2131-2139.
6.  French CE, Delon |, Dolling H, et al. Whole genome sequencing reveals that genetic conditions are frequent in intensively ill children. ensive Care Med . 2019;45(5):627X636.

doi:10.1007/s00134-019-06552x.
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Dxome

[ [}
CONTACT
HEADQUARTER +82 2-363-3336
#1002, 8, Seongnam-daero 331 beon-gil, Bundang-gu, WEBSITE
Seongnam-si, Gyeonggi-do, Republic of Korea www.dxome.com

[Pan100 & TMB 500]
Optimal solution for cancer detection using ctDNA!

DxLiquid provides a comprehensive analysis genomic abnormailities for the detection of
multiple cancers. The panel incorporates SNV, InDel, CNV, RNA-fusion, Microsatellite
instability(MSI), Tumor Mutation Burden (TMB) for a complete coverage of cancer detection.

Dxseq
Magnetic Circulating DNA
Maxi Reagent

REF]oxekmo4 24 Reactions

[Lot] CYNETS7826

Product Information

Validation conditions
HER2, EGFR, ALK, KRAS, NRAS, BRAF, P PaN100 TMB500
Core Genes BRCAI, BRCAZ2, KIT, PDGFRA, IDH], IDH2

MYC(C-myc), N-myc(MYCN) and more Sample 30ng 30ng

Sequencing 20Gb 120Gb
Depth 20,000x 35,000x

‘ Non-Invasive Ve High value biomarkers
A LOD AF £ 0.25% AF < 0.25%

]I[M Low input DNA ‘;l Robust analysis Platform NextSeq NovaSeq

DxLiquid Platform

Sample Collection « Sample Preparation o Target Enrichment « Sequencing Analysis & Report

00 g3 E==

(i ———

SNP & InDel CNV Translocation MSI RNA Fusion TMB
— | ', L

[ | HER 1 I || B
= . i T mm oo

DxLiquid Pan100

DxLiquid TMB500

Copyright®© 2021. Dxome. All rights reserved.
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Twist Bioscience cfDNA Pan-cancer
Reference Standard

Accurate VAF: Variants of interest
Tiling * Variant site
0% (WT) N |

0.10% ¥
0.25% H
0.5% H
1.0% "
2.0% 5
5.0% 0 100 : 200 300

QOligos

Genome coordinate

e Synthetic Variants : 163 - 171 bp.

* Variants Tile :160 oligos per site).

* Variants: 228 SNVs, 215 indels, 15 SVs.
e Curated/ Clinical Variants: 147

* Background cfDNA: Donor-Derived.

* QC by NGS, ddPCR

Comprehensive Detection of Cancer Variants

* 458 unique naturally occurring cancer variants
e 132 clinically relevant variants
 Covers 84 different genes involved in cancer

SO| : (®)ACHM|HIO| 2 www.Incbio.com
T.02.3472.0370 / F.02.3472.0376 / E.info@Incbio.com
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NGeneBio= NGS 7|dte] MUZXICI 7| EQ} SX X} HO| EM AT EQJ0{E H3EC =M,
GlAt izt 81 Ficko] e 2 HEre Zof SIS 4RI 132 PIS0| SEL I
BRCAaccuTest® PLUS

Qurel/ciAet HETIEH )Y

SOLIDaccuTest™

ONCOaccuPanel™
Tfot HUTIEHI)

HLAaccuTest™
FAjmgstel Huich)g

NGS IHE

HEMEaccuTest™

gojot eIk I

HEREDaccuTest™
8|71zet HuzIch g

2XEQ01

NGeneAnalySys® EasyHLAanalyzer™
NGSEI|[0|E{ X}5 =M SW ZEIxshstel 3id 2M gy

N GeneB |O @ 303~307, Daerung Post Tower 1st, 288, Digital-ro Guro-gu, Seoul, Korea @ support.technology@ngenebio.com

www.ngenebio.com

These products are for research use only
NGB-MT-500UAK-20.004(0)-P
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IGH/IGK/TRB/TRG Gene rearrangement test (sequencing)
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Oxford Gene Technology x
>

Cytocel

Let our expertise work for you

* Cytocell® FISH probes — a comprehensive range of probes for haematology,
pathology and constitutional applications. All probes demonstrate tight, bright signals
to give you the confidence you require in your analysis.

e CytoSure™ array products — Labelling kits, microarrays and software designed to
offer superior resolution and data quality on the most important genomic targets
across a range of applications.

e SureSeq™ NGS products — an extensive range of next generation sequencing (NGS)
panels and library preparation products delivering unparalleled coverage uniformity
and confident detection of low-frequency variants.

Oxford Gene Technology - we have all the bases covered

A|AHARAR|OFE Tel. 1833-5366 Fax. 02-3498-5312 www.sysmex.co.kr



Real-Q Direct SARS-CoV-2 Detection Ki

2| A5 21-5(

© Real-Q Direct SARS-CoV-2 Detection Kit 7H2

B YA USRS 22 SARS-CoV-2 HIO|HAZ AESH= A|2(RITH 2|Z7]7|. Real-Q 2019-nCoV Detection Kit
(H|2] AT 20-860=)01| O] FEARY AlokX K| 257 SQIAHIER(2021. 01. 20).

B RARP (RNA dependent RNA Polymerase) FAt2t E (Envelope) RHAIE EfUS= S

B ZENEEE HAI 2FE 8018 4~ 912 Human RNase P(HRP)S endogenous internal control2 0| 23510 |22 E
HIZ RNA 2 = ZAPIS.

W Carry over contamination2 22|57 /5t dUTP/UNG (Uracil-N-glycosylase) A|A&IE O 2.

B RARP #82k= FAM, E 78 2k= HEX(VIC), HRP= Cy5 Y&=20| 221l TagMan probeE AFESHL! /0] 1-tubelf| A 3712
M=Z CHE THRTHOIM A=,

© 44
m A7|E U 5| HY
(HIQIS 2 OIS =2, 24eh

RdRP gene E gene Human RNase P

O AE 4

8-Strips x 13 1T X 100
Positive control (Tt2t cap @) 50 ul
Water, sterile, DNase/RNase free 1000 pl
© 8-Stripsoi| PCR reaction mixture, probe & primer mixture, ffefelelelelslslsisls
enzyme mixtures AA| 225t 2 component S0| I A
23el0] US. SisiSiS
© ZZTHRNARH5ul A7 = SA| real time PCR 2134, SR

© Real-Q Direct SARS-CoV-2 Detection Kit AF28+tH

W Real-time PCR conditions (CFX96)

Step Temperature Time Cycles Acquisition mode
1 50°C 10 min X1 CFX96 50 min
2 95°C 3 min X1
3 25 C IS8 || oo ABI 7500 fast 60 min
62 °C 20 sec
4 95 C e | o none ABI 7500 70 min
62 °C 5 sec FAM, HEX(VIC), Cy5

-
4

M BioSewoom Viewer program= 0| &%t 7HH st At M

BioSewoom Inc.

@ || HIOI 2 M &

www.biosewoom.com
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