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WGS 7|tk {iof HM=Z AL
ol=2| ojef Ael B2zl 2SS9

e 4 P o e il el

Aot MEHALM HEFEAEA (whole genome sequencing, WGS) 7|£0| =UE|HA I|E
BALELCH O 22 Heto| QA Q5lg WA, =7|ol o/stH JHlo| 7Hs5HA| =|QAct. 2Lt 7
& MHZAALECH 2N E2 Helo| RENTEEE Mo, siig YEE 2|12 HetxiEM - &8st
= 20| JtsalXITEA, £29| 2| X So|7F al4ot AD| +EE RTA| H0lE | FT| 2tz|e] ™ 1hY
= Z2st= X|ol| chet HEIH EQHHRCE MAIE2 £22o| So|= Lot AFe| HAtet A7 &0
£ dYstol= £2F0| 2 4 AX(T dE o|F2| A& Etnt HENNKX| KI5 2 FYsetota |2
7= OlECtd =Ch ol2{gt 2tEollA, o] 22 oF=0| & et ol XHo| FRHAMTYES| Hit-&&
OIRE ChA| ZEE He|E 78T Weto 2 TS| HIAHIE Hetstct

1. 22 Selo| €41} 5Hi

Adok= xHilel AT Fof Ol F, REAMEES] 4y, Hit 2 o2 AL & 0|R S AAR
ErehstALE Soleh 4 Qich m2kA WGS 7|8t Aot MEHAL H0lAM F 2 = HAECY
2[elo] Zo|= 27Hu|g SYFo|Ct 2Lt £2 SOt 4 o|Fe| FH Eitut &K
YHS| 2SIt BY]= ojFELC £ &2 2= ot&e| 2|42 0|el=s S50 &leh HEH
HX|0|X|ZH ots0| H&Esto SEAQ oAEBESHE AFA| E o|Foll= RHilel {TA|
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2. 22| Al2|: Generation Study2} BabySeq2

=2| WGS 7[gF Aol MHEAHAL A= o[d| ol2{et EXIE A= Aol BrEste ATt =
Generation Study= O}50| 16A[7} £|% S mf, So|52i0| Qicty Httz|= ARE FQlstis=
Z=2M0f| A% =S AQlX|of cHall 22lo| S2|F QEst= +E2F ZeleiCt &0 Qlx|Rel=E
1t DNAS| Hgt 7|2t o] xfse| &2t HZEE|0] /U2, otS0| HiselE W= AlIF E=
K| Fef=0| 25 AHSE wintx| Hitz|= wAlo 2 A7|E|0f QICt BabySeq Project 2 GA| &
7| A 49 £ Y ol 20l 32| AXIE Egtet Ao, HAotH AlS Tl Sl 3 of
30| 18A[7} &l o|= Jt=0lAH| Heboto] 20Xt 2219 S2|E W= 5t QUCt £35] 184 0]

5 s
o= 2ol Sof7} EwEl7| ZItx| /27|12 HES EaE £0t 017 HAE 4K o= 72X
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3. LY Wrlle] shAlet 2

=L Hxll= oF=l ol2{gt FIIX S| Met Z2HE =5l LAlstet AKX ACH TMH=2| I o
Hof| 2et HE 2 S2ls20| GHL SRTE AlZo] H7hidxiel 32 HEz(2le] HEHS
o|E @5t THRIEE HSH, HA| 14A40[2 ots2l JHRIFE XMa|of chs MIchz|ele] =
o|E R+eICt J2lLt ol2fet 82 F2 A F = JHlEE XMzl =7| S2lof &et I|E
o[ct &ldot A[Ho| 2 So|2 +&E FHAMEEet QA Fai=ol chsfl, ots0| 4& et o|= =
Q19| OJALS Q1A =7t ot 4| = CHA| 2telsliof Sh=X|= OF~ S&36] #AISte|0] AUKX| S5

of B2 o= ¢ SRt ZX7t € Jtsdol AL} =i /HH S+ &d2 =t S¢t Hiol
< HC|olE] AtY, &l EE STF| A2, WGS J[8t Aot MHZAL A S i SEA™YE
28 J|gto| W= efohE| 2 o, Xt Adotet ofs= Zetet HI1H #Hd Y2 €& #=
= o|sst ULk J™Hol= dF = ol xiHE, xisel, Sl 3, Atz 22 L= 17| 7|&
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Technology Trend

Long-read sequencing= Liilsl=
lllumina TruPath™ Genome?2| 4! &

CtHtolo|c|7L/ 2ol

A Botoj|A = "2 AH0| 2o} 7| = short-read sequencing@ 2 H2617| 0]2{L 0|2

& (dark regions)’2| 0|2 #H5H= 20| Qe S0t TkH| 2 oAU ELICE > L20|Lt

9| TruPath™ Genome 7|Z NovaSeq™ X A|2| =2} DRAGEN™ Secondary Analysisol| 284

2|Z oHE (Proximity Mapped Read) 7|&2 Zgtal], YW 9| long-read ZfH| Q10| o|2{5t SHAIE
P JUEE AR MERTMEA(WGS) £F4YLICH

TruPath™ Genome 2l0|E2{2| &H| 2}H 2 2F 102 O|LHZ2 EF o, A=l §|0|E{= DRAGEN
1 S5 2MElLict [22N]e] M HIAHLIES EH S nano-well L DNA X529 &
x|

HEE 2Edl short-read?Zt Hatd = AL EL =M HOt F2ol #H0o| 242 X|AgfL(ch

@ .:.:.:.:.’.:. .: ‘e

12 1: Proximity mapped read technology2| & 2|

(A) DNAZ} QI ofg] L2 22{S0{7t YA REA Yol Moo Z2ast 2™H Heol 888 Tt &.
(B) DNATJt LIl (5| A M%) oto| ERlAZZo ofa Z&lx|nd, o 7|ollA] EHTHIE 0| Mt S AE] M4 PEE HE

|

L

$io

NIST HGOO2 Hix|0t H|o|E{of| Lt2™ TruPath™ Genome2 7|Z short-read 2402 0f2
B RAA ol chet sl sHE IH SSAIZASLICE £5] RHCE RRExtet 22 S8t
HHEZ|X|E A om, [O12! 2]0|M & 4= 50| 50 bp 0|4te] 2= BHO|(structural variant) &
Z0|lM TEXIZF(HMW) DNA 7|& 94.0%2| MHES J|=2M&LICt L5t phas.ng HECE =
hamming errorS 9 4% £Z0IX| YO, CYP2D6, SMN1/2E Z&tst 1571 2 =5 REX}
(paralogous genes)2| H0| 2A = X|AEHL|CHS
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B = SBS Chemistry, [l TruPath Genome, [l TruPath Genome,
NovaSeq X Al 25 ([n=6) BEE(n=63) HMW(n=64)

99.4%
979 g% 97.2% 97.0% [P 98.2%

93.7%  94.0%

Z= NovaSeq™ X 7|Et 3 E=2
C2 HES Aot i+
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Notable Research

Specification of frequency criteria for

secondary findings genes to improve variant
classification concordance

2013 0|F2|erRME S| (ACMG)= et s 2 AL IOl A HAL[= OfXHA A
(secondary findings, SF)2 &tXo]|A| &2 52* e HoskEct O|§ EZ35k5h7| Qs ACMG= E1oH#A
Ehe|= UL XX} ESk(monogenic disease entity, MDE) 222 HM|&5I¥ o0, 84Xl v3.3 7|&=2 2 83
I RFIXIR} 2t 9474 MDEZ} 2etz|of RICH 20153 ACMGRE AMP= A oo Hl M S Hotsto|
2Igt ACMG/AMP J10|ERRlS HHSICE 2Lt 0| 0f2] H0lM SYet 70| E2telS ARESIT

At ZHHHo| 27 Zupt YX[ofX| 2= X7 =elz|UCt o] ZXIE siZst7| 2/l ClinGenO|
HE J|=S JHE S0|Lt of%] B2 SFof| Chall A2 7|&0| EXSIX| Z=Ct MAE2 & HL0llA SF
H Z|CH 512 A CHEI XX} 2T (disease allele frequencies thresholds , DAFT)= H|AHsH BAT
IBS17|ES E&ot] HAM 2HHO| 27 X E Hlgto =M SR HO| ZE 2HS 4|7

0|Z I3l 0|0] ClinGen Variant Curation Expert Panels (VCEP)7} Zxlj5h= 22 sligh 2|215|2| BA1
2 BS17|E2 ARESI¥CE 7|Z0] O EINE K| LRUAXIZH I Sl BR0ll= 2 VCEPRF &IH
OflH]252 MIZHUATE VCEP 7|Z0| 8= 5871 SF Zetol| chshA= Eet FEHE (prevalence), 7

O} = (gene contribution), Z&E = (penetrance)E 11245101 DAFTE AHASISLCE A 24 Zlst2
ClE 242 ARSI,

Prevalence*Gene Contribution
DAFT = *
Penetrance

AEu 2y Bae oS 342 A8,

Prevalence®*Gene Contribution
Penetrance

X-Agt 8 2eh2 Ch2 G412 AFEsHICh

Prevalence®*Gene Contribution
Penetrance

o

FAXOE 2] SF Eetut 2AEg
I:g =

=
DAFTE AIMSILL 1Y =2 #US Al

ot
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syndrome, SCN5A gain-of-function2| Long QT syndrome ) AM2t2tH|7t Het5HK| o™ 2t
Zl2to| DAFTE ALt = SHASIRELCE BA1 2 BST1 AXMES E4XO 2 BS1= DAFT, BA12 DAFT
9| 108 ZtS AFESI0] HRlY HolJt 42 benign@ 2 2R E|E= Q182 £|45511X} 5HFCE. Of
2| 75t BA1/BS1S &

filtering allele frequencies (FAF)OI|A 71& S5t P/LP 2tat H| wstiCt.

5517| 215t gnomAD v4.1 continental group maximum (Grpmax)

287H2| SF &2 MDE= 0|0| ClinGen VCEPOA| BA1/BS1 7|28 Xﬂﬂ%ﬁ’_
ZStol| chelfAl= VCEPt oflt] 7|&E2k2 MIZstCt BA1/BS1 7|&0] ¢
ZXtol chHelAl DAFTS AlAtst BA1 L BS1 242 AFASIQICE 7|Z VCEP 7
22 H| st HE R 2o AL 2 FH3L0j|A VCEP 7|ZELC} O =2 BA1/BS1
Egtof| M2 A2 TI0| A4S Zhol o ATt Y2 KCNQT (Long QT syndrome)OIL t TP53
(Li-Fraumeni syndrome)0i|lAl= VCEPZ} O =2 BS1 7|2 AtE5t AU =C, ol= ¢ Lf% zl
—'.E—E(penetrance)E JFA5H0] BS12 = AASIS 7| th20l o2 AiZtg|9ict BA1 HZ A| P/
P 2tat H| Wt HS0AM = AlLLEl BA1 7|1E2 Z1l5H= P/LP #HolE giien, ol 2 E'%LOHH
HIAIBF BA1 7|&=2 ME3MS ul x| HYH Ho|E HZ tid|E &2 R HSE 2|0t BST
= Al 870 SEXt0l|IA 97HO| #10[(9/4,305 P/LPEHO|, 0.2%)7} BS1 7|&S ZulstYCt. matA
I

o
=
Zol ol R8% zoz BHE|C

|E
= [ TaTro

0| J|E2 B0l 2Rl HdS =01 A 2t =

[LEr—

ACMG/AMP 2015 7I0| E2fRlol| = Holo| BIE I} 5%E =1l5HH BA1(stand-alone benign)=
B2 4 UXFE oiRUCt J2{Lt O|F HF0A LR Hd Ho[ot EF AZTE0IA 5% 0]4te|
SIS JHE & A20| BHe{X BA1 A& A| F2[7t HQsiCh= 2X|7F MZ| = RUCt 2Hek BAT 7|Z0|
L2 S Y A2 HAHY & A Ho[JF R HE glo] o= THYE 4~ Ao,
BA1 7|Z20| HF =0 40l HO|ENK| HESHA| E|o] HAMA S| AR EE0| SISt Mt
08¢t B A Ho| ZE2n 2M AR TAets F IK| SE2E SA
HLO|A E= P/LP HO0[7} BA1E &2 ﬂigfﬂ HeH HO|E
ch = 04?0"/4 AHlAHSE BS1S
0.2%9] ngolm,
Clokst BISIA B0
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>
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HXt #Holof| cHai M BS1=DAFT, BA1=10xDAFT2}=

A7\ Hol 27l ety Hi: BsiE
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2|0|(chromosomal microarray, CMA ), 90'0:'7 Ctadd oto|=2 20{7|0](single nucleotide

IoyY UAHOZ AMRE|TA, SiLIC)
HAL %E”%m 3| E*%'%’rdﬂ’é'ﬂ .J':._fﬂf %ﬁ’é -"5% S T |APRE|— A|01|, LHEEE
ol o] EoIX P*Af(carrler screening), EP%EXF-?—I?Z. 4~ (polygenic risk score, PRS)% o
gt Aet T ol E7IX| iR O|HEQl SX S otREA| ERUCE 0l2{8t Hak= 242 J|& 7|8 HAL
2t stk AX| Bt oA maj|Ql, Aupot HE L= A4 o|AHAE 20l T2t HAF SX 1t H

=3} 44
470] 27 Y2t 4 9SS HOEL;

O|XMEH sUst 7= EAUE0| ME CIE A& XS SA0l| sEot= SE0l|A, “SRELHLMEE
S(polymerase chain reaction, PCR)Q/X| XtMICHE 7| M E 24 (next-generation sequencing,
NGS)QIX|, O{HI|HEEM (Sanger sequencing) @IX| FFAlLE 2 M (whole exome sequencing,
WES)QIX| MEQFH|EA (whole genome sequencing, WGS)QIX|"el Z2 J|&X 1 20to 2 H
At SHE HEE ZFol= A2 O ol HAESHK| ZCt o HALE O =& = Ethe mjoll= s
AP AR Z Rl #HO 2 o1 J=X], o sifAd 7|Zut “Eﬂ%% HEst=Xl, 12|21 2|55
O OfH & oJAIZH—0f|ZcH ZITh 2H, X2 H| ME, JHEHAL AR, M4 o|AHAH, ol A 2

Al—1t AZE=XE SER = Ua{slof ?_HZP.

FUXIEALS LEHEQl Aol MotstAAlb= AlZE F1F FHO| 4 SHO|ME 2HSH XH0|E 7t
FICk, MAIME (germline) 0| ZA} Mol 2H /K|l 1

MHO|H, O|=2olste™ - ST H|ISts| (American College of Medical Genetics and Genomics,
ACMG)2} 2XIH2|5t5| (Association for Molecular Pathology, AMP) 7} XM|A|EH #H0| 54 J|&
1 AKX (Clinical Genome Resource, ClinGen) S F&7F HAA|0| 256t C|O|E{H|
0|A, J2|11 Z2IHH(ClinVar), 222! HIH QM EIS 25 (0nline Mendelian Inheritance in Man,
OMIM)1t 22 &3& d|O|E{H|o]A2| Yo Eo| wizt &7|AQl At "2 It Jtssict. BHH
ZQF QMXIAAIL} &7 22| DNA(circulating cell-free DNA, cfDNA)E &85 ZA} £|AXIEZ]
3t(minimal residual disease, MRD) 2 L|E{Z] ZAl= 2 Ao} x| =2 HH2 MRD AtElof| w2t 2
b et 4 A1, CFRE XM - <= (polygenic risk score, PRS)2t 22 &7 7|8t X| 2= 2

2 M5t Bo| 22, §1f 37| (effect size) IHEX|, &Hx FCto| Q118N . QAMA EM o w}a} 5

=l

—

olzfel E4= 1aistH, REXIHA HF 2Rl 258 X2 X dFHel 27 == F2lst
= Ol AX| 812, AAF =Hof| THE I +Z0f HI2St] HHY, Feby, =2ld, =g et 2+
+ES el HE51| flet 7|8h= 0tzst= o QICh EEel T X =0 AH A= HAls =
2 & HE Ut HAHHel Hol siA], dAs F& e, HEE o|g =t ol E+Ho|n,
SAA =L AP 22| 1 HEE MI3sh=s Al 2 430 2H sE0f Se 2ol 22| 2
ot A& e HAIDH EQBICH EHSX| 2ot SR MAAAFEIHI0] L2s TRTRIAA S&E
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|2{1™ (risk-proportionate) &

=2 & Hl
to| fleh e el=Zatz J|ssts WS 572 5t ULt

]
ol

SR YUE 2R0IM 71 EQ8 4R MHS W HF20| FAolc ng “Ziol Flgt
U X|2Z I8 LERIHAPOIL, WE2E “Hio| 0|52 9IFt SERIHANOICE £ HEE BE H
42 thoz Bk Hol BEHOIIE, Aok 2ol el Zxf ol ol 7Y, 212 s
8, 1A, B4 olAZH, oy o2 JHY S AEH o2 HeI0| B HHE=X| i} Z
Hol XH0|S BHECH XIAS HF1I 20| 2RO YHH Bt OhLIet SEXIZIAL M HA
of YBHDF MEINS BD5He B4 7|Z0lakn MR, HFIS “BH J|U 2RAHl Y%
ofl whet o] Fgh 2 x|R0l 2 sl o2 BRI LA Holsict. Hirl2 2
S W oz stel Bxlel BpsHa olstE - Ars 2] 421t AEK| & -2 7l MM 2
of x| 2} B GZEls AR o292 BI| oY, F2 SAN JHEL oS HEE X
Bst ZAtol sfiTfaict
“0l & 0laHs BHOE FEHN HAS S48 4 gicp

2 13} 2 20| ZAES =8 o) kY Folsiof & M2, ZARHOILE Zake D Mol “CIS"0lLt “2
et

=

= THO{It AFSEIRICH A O HAE RS2 HE 20) sliEst= A2 otLlzt= Fo|

Ct. 4l 2 sl HA 2ot & TI= H|A0AM ofH o|0|Z Z=X], 22|11 AXZE ofH = I

2 25 Ho{F=Xlo[ct. Het 2 Ho| J+2H| ‘E{ 4 (pathogenic)’ £ HEM Jtsd =2

(likely pathogenic)’C2 2R &l tHO|E FXOZ st= ZAb=, Al CHato| &xI0|E $tx} JHE0|
x Al Az

S 40l0|E, 46 EIE ChAO|E, AlMotolS AEgto] Rol glol wo| ZXf ofRE A

tolst= HALO|| siiESiCt ol= CHes| SAHoZ 2 2 JHsdS FHdl= odlSHA Ot
2}, 0|=29|ste - K™ H|sts| (American College of Medical Genetics and Genomics, ACMG)2}
Xt z|sets| (Association for Molecular Pathology, AMP), QAQ& #|X}2l (Clinical Genome
Resource, ClinGen)O| H|A|5t= E&3HEl HO| i J|Z0fl 2AHsto] ZHut 2H e HolE

stolsts ZAto|n, 2R o= FICH 4242 Jizict

% o Rt TP5301|A1 5914 107} Q1T F2E 0|2 S, 02 B3| “QUe BT}
E|I_|- A A A

gtok
=]

Bo= =] =

Qo= MSHALL, EJ_,-l' aMollM SiA HelE flElE ol YEZ Jasts A2
%9l

= HA0M 2= ofn|S dZfst| A=
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HOIXtHA carrier screening) = &2 M2tof|A| O|aHisHOF StCE &AM Ho EEto[Lf X-Hat
oM F54 OFTRKIE &Qlote HA= CHoH HUSE Holo|Lt B AL &, AMoLE e e
2 AHE[X|TF T Zob= 0|9 MAl OJAAH, HiRXH-IHEO CHEt Rt HAL Z2ad FERICH
(preimplantation genetic testing) L= A AHAL MEHTE 2™ AZAEICE X[Z2 HOIXIHALTL &
H otsd Hotel Al o|AHEH JHYUS utety| iEol| TSt olE HE ME 2 gof ARAel T
Ch J|52 £Ysicty Falstn JeH, E5] AEMA 24 ZEto|A HlY Ho|E HZCIoAHIA
glolst= ZR0ll= “Eolxtel= HEE M&83517| ofEm, At Tt £= Hst A0l &tol HAlel 5
Ust §HS H=Ctn Aot
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OHoZ 29I 0| Bol ZIAKLH HOIXIZIAI} 20| EMOR FITHY oln|S 2t HALS W 22
S4sts L2 mao 5101, 2t ZADH EE FR A QoM S8t gt mat W 12t 8 2
£ 225t 200 Efgsict

H3F 12 AT 2ol Sl ARHS ololshx] 5=Ck X[&H2 E3 10l siFe +~ U= AL R
= DUHZEY YZ0] L= UAEZ00]| sliEst= RTXIAAL Hio EE= EHOHE CH 2= Al
Jtstt REAES AL Helgd|s K= dilolgrs0 sigsts REAREAL o Els S5l 7
RHAAL TJ2|30 Zol ZIth 3 X[ 2ot ZHMO 2 HA|z|= o2& e| ofF HIt J|Z0lA 2Ht
2l| KHEARS HMIA[BICE o] 7H24| E5] SR A2 0X|% 5=, siE HAztolol A

=
= 71 S Mol MU0 A=K o Fet 22|, 2t T A0A MBS

oIr
= 9
> A

)
HU
N

I rrooN  dr
HI
> oo

sfl4o| utetA-olobd- # &= ZHol| 7|=5t0] ZEo| T = Xz Z2T0| 2E &L CHEH 3
18iEdE M35 o= HESHOF stih= Fo|Ch

oluff Ztx& £ Q= QI ZHE = MAIN E CHAHTI|HO|(single nucleotide variant, SNV) 3f{4d
ol ME&|= oO|=2olstx™-FEHSS|(American College of Medical Genetics and Genomics,
ACMG)2} EXIHz2|5Hs|(Association for Molecular Pathology, AMP), A E X (Clinical
Genome Resource, ClinGen)2| &= J|&, M| 42X oA}t Z2 &|A A4 BH0|(copy
number variant, CNV) si412 2|t ACMG/ClinGen CNV 7|&, M| M| Z (somatic) 10| alj4dof] A}
2r|l= 2XHMHE|EH (AMP)-O|=2 40|85 (American Society of Clinical Oncology, ASCO)-0O|
22|55 (College of American Pathologists, CAP)2| 4EtAH| 232 #|AH|2t ClinGen- 2 RX |2

A Al (Cancer Genomics Consortium, CGC)-HO|a| A2 HAA| - (Variant Interpretation for

Cancer Consortium, VICC)Q| HM|AM|= Ho| 2F 7t Eet=ICt A= H | (pharmacogenomics)

A0l = AERAAIKX|AIT[EH(Pharmacogenomics Knowledge Base, PharmGKB)O0| H|A|5}
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= OkE-QFX|I-AAE T (level of evidence) MH 7 =2 ZHE S2EICH

X|E 2 £t HOIXtAHAIRb et A0 HAF EHoA D|ZFoletad™ - FT eS| (ACMG) | ERIX}
HAL H 1 (carrier screening guideline), O|= 4lZ2|2f=2(Food a

FDA)2| M255& A|2|ZIEt7|7](in vitro diagnostic device, IVD) £& 2! 510(k) AFRA|Z A1
(special controls) &, REHEE H|QlZIEte|Z27|7| FA(In Vitro Diagnostic Medical Devices
Regulation, IVDR, Regulation (EU) 2017/746) S2 &1 Alg|2 AHAZSICE Ol 2L SXHE H
F 272U EY-50F Mzol2t HEX| 20, ZHNo 2 SME A REH0t A 2Hl: =
3SollOof eItz ®S L =ot= Z0|Ct O|2{eh 2FollA EH HE 1 slietdol 42 “H3 S o
277t otLlz}, sl REXIHALTL otetA-o|at M. 4N K& 40| S5 RSO AH| REhX| =2t

o o

xy
x| s oz sl o230l 225D YLK

nd Drug Administration,

O

N

229 0h3 Fok £l 220 BF G 2A
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=
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&7|Cradd (single nucleotide polymorphism, SNP)
2t S MEQEA|H 22 M (genome-wide association study, GWAS) Z1}
& o|& AALLE, o] RXH0|o| E1HE S&tal JHE Reto| s :
Z=(polygenic risk score, PRS) 7|8t ZA} J2|1 L& HZoA &
Hdatdo| B[ AX[CF AT S X - AT EH A MAOl|A =IEH
240| 20| ABEX| E2 HASO| olof| siiEstCt. olzfset A
AR = F2 “QEE B 20 HE U, BE ZE A
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JZCkn siA EHEF 274 T™E ‘U2 T2 R = A2 ofL|ch X|E2 cheol A4 H20f|A ot
- o|tN - UM REH0| 25| YBE(HLE, 4 U= MEIt T2t H|0[E{H|0| AT HIA|
st= 71&- KR (0IE S0f YLRTMKL (ClinGen), 8 TEets| TEXIF S)0llAM sliE HAZ
ot Flchx| 2ot HEtEl ARl o| QI E £utSICE A 27t &ols|= HL?, 7|20 i
F 22 2RE|H HARIE €3 1 RTXEARE MEFE 2+ Artn HASCH Y =st0|0{H ot 2+
El OFEX|CHH E(apolipoprotein E, APOE) RH & HAN= 0[2{8t HstE 20T = tHEXQ! At
2, 270l F2 Y AYTE MAlot= 0lF HAIZ S2E|RoLt, A4 2Het ZIZX|Elo| £H
Z|HA EF AEo|A TithollE: ot-2te| HMef Sl Y 28 £ s AR 91X} ol Sstn
ACt

0218t W2toll HF 2= 2H +Z1 4N &8 Z20l| o2t HF 122 0|8 Jhs6t “ote|
N JHo=Z ofslist= Aol Etsict MZR S Zotet HEHEAM, 2L AT ZXIE JH
N, HLEE Sxliet Alo|27|aHot Ao}, Alok-SHIRICH companion diagnostics)ol| CHet O|=
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AlZ 0|9k (Food and Drug Administration, FDA)Z} S& s ®|Q|ZITte|Z27|7| #HE (In Vitro
Diagnostic Medical Devices Regulation, IVDR, Regulation (EU) 2017/746)0f| 2 H#A| &0l
S0| S ELF EFY RUXIH A= O 0[4 the oS HAE ofL|zt ZHE o Il._ Xz Z2™ut =H
HAEl= HALZ EIHE 4 Qo SXE HE 257 = ol2{et 2ol SX 1t A4 &8 Hatof| &
0| HI|HMo = AH|O|E|L, HF 20] £58F HA B 0l A|Fol|A HF 1292 FHoF £X[E K|
LM 02 P ESH= sH QI 22| H|AHE 2F|0fof Stet.
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SHAE o2 ARMS HAlZt: O Zapot AE Ex Jtsd ¥
2 ZAI2t oA =) WAl ol AHAH, JEH A cascade testing) 2t ZIE HZEICHH,
Y2 MBS E"H-ilﬁ SHo| HALZA HZE 0] siEE 4+~ UCt FRHEH Y
d(pathogenic) H0| HAl= £54 JIE0|AH Al™E[C2tE, 715 L) 22l #Ho|E
Sofl chst ?:Ml, 01|%”5". & L= A= oY, £ IHEHALR 0|0jX|= A0|
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Genetics and Genomics, ACMG)-2XHH2|&t5|(Association for Molecular Pathology, AMP)-
QAL T | X (Clinical Genome Resource, ClinGen), £XHH2|st5|-0| =2 AF2|5H5| (American
Society of Clinical Oncology, ASCO)-0|=22|5}t3|(College of American Pathologists, CAP),
ClinGen- 2 (& A2 A A (Cancer Genomics Consortium, CGC)-EHO|aHA 2 HA A (Variant
Interpretation for Cancer Consortium, VICC), =] | X|A7|8t(Pharmacogenomics
Knowledge Base, PharmGKB) S0l H|A|5t= B QI sHA] v} X|H0f| w2t 242X o 2 5
Ao £ QUEX|, J2|1 &4 ol 2l 4+~ = 2F0] chal sliE dAralo] 2
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H oS dEE CIFE = UE, SAN A- =t oI5t o|n|E uHE (A siMstAHLE +dXEot 0|&
YOl it ME 2 Q015K A& tz|aljof otH, CHREXAI?I & & 4~ (polygenic risk score,
PRS)2} MEQE A H2EAM (genome-wide association study, GWAS)o]| 7|dtst ZatJ} JHX|
= eH|et StAdE sAXIolAH Hets| AFEe o] ULt HE 3 HAlz AT =2[FTRIEAL
(direct-to-consumer, DTC) 21& &|A| 2tof| M HL 2| S5 MH|AZ HEE|= B, Mes2hd
&A|E 2 HEIFAY TICO|L X2 HE 2 nteshH| sHAE[X| EEE M At WE & &
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ojmf 4RXo=2 Q5 ¢x|2 EF HAIL DTC 215 AA0IM HE3 2o = HEE|X| LYt
™2 L= 2 ol s REUEEE MEste dAts BEHoz 31 = HF29| J|E
oz AEslof etch= Fo|Ct of2{gh ¥ElE Fets| & ml HF201 HF3ef EXE|0f siMEl= AS
US + ACH, BES thd 2= & o5 HA= OICITEX|LE 2| 2 H|A| etollA 2t2|=|ojof &= 2
5| & o UCE HF2= AP 22 ZX DTC HA} otLjzt ZES Y= 3 o E HAO|E, O
ehxlzet Y AZE 2E 27 F25HK] 52 FHol2k= FollA '#F1-3u LEEC

-—

0. 5% 7|4k, 2|3 vizl| 22| XA =] Het

RUXEAL FHE HE 2] J|&Eo| a2
of T2 =& J|8H2E 2™ 2 2
reaction, PCR)QIX|, XtA|CHE 7| M EEA
gEAM (Sanger sequencing) QIX|, MEQFHHI|AHEEA (whole genome sequencing, WGS)
QIX|et 22 A xtol= 0fXls| ZQsIXIE O[x|l= I ARC 2 HAI HEE 2 4 giCt O
HAPL O RNEEE O = of 11, ZutE IAD}F OfH £~F0| siM S H[Zot

=L
O Zapoh 2Ee| TTEX|=-oflE, E4] S[AIEE, JIEAAL A+ 3o A S AHH o=
PS

2 XM (next-generation sequencing, NGS)OJXI, AMO{EI| A
x
o

O] ZtEolA BH, HE 12 ZHo| 2ttt X[ =0l 21 ¢HAzl= RUKHAL B 2=
o|=H?IZ EI|0fl= 2HIt ZE6IX
xH M XA AH(direct-to-consumer, DTC
HollM B2 EEtr|= AP 2| S8 HAIR Fe2|g 4 ot XIE | 9—|9— = HEY 57H

r
Jal
0

M re &2 mo

mu o rlo

r
fl

=2
0z

\_/—
z =2

0E
=

0

oz MHEAEAT|IMLEEA (whole exome sequencing, WES), WGS, CHFSH AA|o| NGS 1i'd
x o)

CHR XX & & 4= (polygenic risk score, PRS), & SN AHAL A= /T BAL QIEX|IS(Al) 7|2

=0l 5f M=Z2 7|2t MH[ATL AL STESE, XIH0| dAlste SHE HF 2R JIE2 12
e Molgo|edoL =

ME

-1 o
MEl Y EZ0| HE2|A= o ElCt mtetA 2ot A4 &8, 2Lt
k=) (@)

=
4ol HslE sl =I|M o2 M|0|EE|s “Afo} Ql=” J|FE0 2 285&|0{0F 5,
X
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iglollAM & Z12F X5 E M| ZdoH 7]ul
ctDNA ZAloj] clist # ok &zl ZE B2

%FDNA(CircuIating tumor DNA, ctDNA) ZAH= HollA EX x| 2R AEd LA Ho| ZHo}
ZQ8 2XITIE =70Ick #xl dYolME F2 2F 7l
7t o{FAHLE AAZo| 258t ZR0ll= ChE HY ZHIZ

(pleural effusion, PE)2} 7|2tX|H Z M| %2t (bronchoalveolar lavage fluid, BALF)2 H| ¥

P AIEE HHZ, Y7 XM= EF-E t% G2l DNAZ} £E88 4 Qlct E5] 84 4
ot ARS0M= =2 = AT HALIA elz(X|

alteratlonOI FII2 HEE|= HIF EE|QICH J2{Lt PE/BALF 7|8t ctDNA Z A= OFR! HAb

A2, 24 5, 2|, Zufoijd 3 21 g4 | Z25| 2ESHE[Of /AX| LCt. ool | Stxt

Ol PE/BALF 7|2t ctDNA HAIS HCt Late|A ot M110to| OFAE|RUCEH

= #Hnok2 FoI A AL HA 2% ZAL T2t Hulo] golE HiEe = I E|Ien, S 1574

Hot2 3| M LR L= 4 UL

o (supernatant)= 0|2 o2 actionable

)

™ o
o
o
al
d0
Q'E

PE/BALF 7|2t ctDNA HAt= BH| M2| 2p-of wt Zopot A E2Ha 4~ QUL &4 ctDNA 24

olM= MZ 420l 2|3t genomic DNA 2ES £0|7] Qs 45N ALE0| HREICE BALFOIA =

22 HES HETY £ UOLt, BALF £0| Z2H= HetH0| 22 HAMA L 2E0| ZQs|ict

Axl= MF = Jtsst st ML XMzleiof stH, 2t 7|22 o1& TSt Me| AlZh HA 22| W,

=% 22| EXHE SOPo| Z&tsHof stot M| & 7| 22to| 2Qst BR0l= 4FAUZ aliquot

6%01 80°C01I Hatetn, Hht= SA-alle2 Tlsh= 40| Hig&lsiCt. st %.*ﬂl S5, A8 22 ahF
b o8, it S J|1=8loF 510, BALFS| 32 =&t 3| S 3

ol

AAL E2AE2 AL FH0f| w2t MEdsof SiCh =7| 2XAF Z2utA3 X 042{ driver alterationS
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SHOI5HOF H= L0l NGS J13t ZIAPE R BHsHD, 542 VAF #o| AEE I3 UMI S 23 i
O Tatst HAE DaiE 4 ICk Wi oj0] YaiE S H0|S FF5HHLE DUT 2 SHolsof

HAMLE limit of detection(LOD), £1 75 7|Z, run-level QC, ZAl Aliif 7|1Z S HEls| Ml

of SiCt. £3| PE/BALF A= &1t CHE matrix EA2 JIX|2 2, ©ZF 7|8t ZAlel 4528 1

2 MEsA= ot EICk HAM KFx| FHEHHALR A|&lst= ZR0|= PE/BALFO|| CHEE matrix-specific
J

a
validation0| 2R5tH, 7Jtse 2 2/RF 22| = 7|2k 2 v o &o{sh= Zio] HuECt

A L= MEZEE 7|8 EXHEADE 27Hs5HLE X|gEl= 3R 2
= J =]
=) =

=
—_
oHS ZAIR B8 4 Urh A

512 2 =] HALO|A] actionable driver alterationO| ZEE|11 QC 7|&
SESICHH, A4 oiztol| wat X2 2Fof| g 4+ ACt
HIH “not detected” Z2HE H0| BAHE sl = QF EICE W2 2 DNA shedding, | 5|4,
2 DNA QUEZH A IZE o SO 2 2[S40| e 4 U7 tiZ0|Ct. It eEo 2 &
Q5HHOIIH HEE|X| 22 FR00l= & HAFE= % ctDNA ZAFE S5t 2felo] 2eeh 4+~ rt

BIk[= HO[= tier 7|8t siA M|AIE THE= A0| i EstH, X2 VAF HO|0l|A= technical
artifact EE= clonal hematopoiesis of indeterminate potential(CHIP)2| 7}sA& T12{al{of 5t
Ct. E1A0|= A panel HE, £2 QC X| &, LOD = E11 J|&, HGVS 7|dt HO|H, 1A
aliA, AL etA|, I+ EE= =l HAF H110F ZEHE|o{of SHCt

si4] Aol
g9 =9 L

AL oA E4 ctDNA 242 &2l AF2g 25N, BALFE 23 = 85t
AL oA Nzl F 22| 2|HE zI4st6tn, HalEel 2 228 22| H2HE sopoll Zeheict
AL oA Zz{2]El A2 aliquotsto] —80°Co|| 25T e 52— mlFict
24 2 2] 27| 2t z2utddolls 2F Al 7|HS =85 NGSE 1St
24 4 2z £ #o| 2Holl= ddPCR/dPCR S E 1Z= HALE AMEE 4 Qlrt.
24 4 2z PE/BALF matrix0l| & &42 231}t QC 7|& 4o| Easict
Zot A Z2IZAZLOE AL 2| HEl = B2 Bt Bt Z2atddo 2 e E 4 QU
Zut s “Not detected”= tHO| 22HE 2|0|512| 2, HR A| &Rl HALE T={gt.
< Inl = 44, QC, LOD, HGVS, U4t sHA, AL S|, 27t AL H I E =&t
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Plenary Lecture: ‘'The Human Pangenome Project' &=

Ol sh=rh3lolM J1E FFE2 A= =M & TI™AE J|=ZH (Plenary Lecture)0|R{Ct. O]
= Washington University School of MedicineQ| Ting Wang W47} 'The Human Pangenome

Project'S M2 ZHS Tl oM, 282 S 3l (a=felch)ol ZUACE A2t A=
o

(pangenome)2 &tLte| MY EZERFH|(linear reference genome)E H0i, T M| Chst Rt
of RMA CIYYS ZHXOoR tdst= MER X HMAZ, Ho| sfiAde| Fetret 284S =2
= A= oy elzatz =20 Tt Ting Wang W49 ZH2 0[2{eh #|E A2l =2HH 55
I A R QlstolMel geolE =Tstes A2l =, HoMAEe 2 S Z/UACH
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PALB2 germline pathogenic variants: frequency, clinical
features, and functional analysis of ¢.3350+5G>A variant in 24 e dE
3987 Korean cancer patients
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£l =& (Original article) 3
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Profiling in Patients with
rial Cancer by Deep Sequsg
al Swabs and Plasma

O - L

(Y QLAE])

pathogenic variants:

al features, and functional
WO0+5GA variant in 3987
patients




gy

No =oge 15Xt mAXxL
, Germline Mutations Associated with Predisposition to Lymphoid Alxjiet Alxfiet
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3 | Primary Ciliary Dyskinesia: A Comprehensive Review =24 23|
Clinical and Cytogenetic Findings from 14,011 Amniocentesis Cases
4 | in Korea Following the Implementation of Non-Invasive Prenatal | $H43] SH 35|
Testing (2014-2023)
5" ["EPCAM AN SHFX}; Ho|o| & &4 9|9 A= | of&=
6/ | ZO|=-HIHA S2tol st Sei&| nzh Ralsh AdE 56 Y fe| xzk | AEq | 24Y
7 Frequency of Duart_e variant allele and its genetic characteristics in 21x|o} =
the Korean population
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{ Alterations: A Comparative Study with SpliceAl Olste HdM=d

2 | &H| AYAE JtsEE CPIC Jt0| =212l 7|8t AERTHE E8M | dHF | o|FF SXICHE Y
Uptake and Patterns of Cascade Genetic Testing for

3 | Germline Pathogenic Variants in Families of 990 Patients | Z2Ixf =2I0tMIE]
with Hereditary Cancer

4 | C|o|El Z2F/E gt FTA| CllolE] JHQ! AE It F|H B Ol&li HA|CHet
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Methylation,
in Brief

Unmethylated CpG island
Active gene transcription

o 909P9¢ 2 Q (P Methylated CpG island
N Inactive gene transcription
(P methylated CpG
(P unmethylated CpG

DNA HEst= |REIAt 2oE 8otz QHEAQl S HRNEA BX[XIE, Mo HH|dut SE 1t
A =
=

C
o
=CHHE, i sh= "ol Al=oF £Siof1 o &

U EZ0AME SY 199 HEs =20z FU 2 2550 fHEHEQE FH5HH,
cfDNA HESIE o|8¢%t 7| & MEH(multi-cancer early detection, MCED) 2= EHEE|0] A2
ol 3, 5| EE FCo M = AEtH 1R o2 S} iiE (episignature) @ 2 TITHS BHHGHALE ©
o] 2% H0|(VUS)E M Fst= WHES0| AJH=1 Qct

Sources

Constancio V, et al. Cells. 2020;9(3):624

Sill M, et al. Cancer Cell. 2026;44(2):340-354

Kerkhof J, et al. Genet Med. 2024,26:101075.
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« CHEMZE cobas 5800/6800/8800 system, AVENIO Edge system, navify Mutation Profiler

o SALATN SIEERHTITHE AQA A DEQ 20| TITIAIGR ot MeIoR 1990 ARIE|CE TITHAAEE

(Core Lab & POC), 2XIEITHAIE (Molecular Lab), E2|EITEAIRIE (Pathology Lab), CIXIE QIALO|E AtRIE

(Digital Insights), S 2t2| Al S (Diabetes Care)2| 571X| 24 AFFE0lA RO 27 |UH of TICH X2 2

LIES @ISt SAOI HAL &2 M HTIZAL Y 21X X7 HHAL717|, CIX|E &2 M0 0| 2= ZHQISHNE ZEE

2|QE MBIt 24TICH2 Il 22 M M2 TITAIS| MF 7|Po2 24089 W& 2 H|Hof| w2t x|

SFAIRIEIQLS| ZXE Sl BtA WEY £ MS NISTHH XL 2 MO X ZE g 5 JUTE S0t =2 ERT

StR2ATIC # tH2 ota|7} of2I0] 57| A H7|th3], 2L KA S S of2I0| X[, obs et o2t 3! s At X| 2, Aotk Bt
AR S Atg| B3 250l 2HEHM T QICE diagnostics.roche.com/ki/ko

o CHEMZ  TIE/E2 HA
TN B AR
SCL (M)A SolatstH R A o SIARATH 1983E i A|X YA HET| 2O R MRE SCL(RHTHHQI A So|ntetdTA)2 MAKQ! Hraa| Al A Dt Sl
Seoul Clinical Laboratories HRl HA Z2M|A =4S SOl MAIM $E2 HAT |2 2 X2 |0HZCE 19921 PCR AR JHE 3 24412k =2
S DA AR =Rl H| Rl 1998 Ui 2|22 MIAIK F - 2t2|7|2t2) CAP(College of American Pathologists)
M2o|apstas # ERE QIES &S0t T olxi7X| HALS| E S 2loH X4 Xl L2 0|0{TH S| OtA|OF A[CH XSt AIAH

S HIRel SCL2 A58y - DTt - ZXprich TTHS - E424 5 1271 ZAHRA0l|A 40001 T2 &[4 EH]
£ S0l 4,0000 7§ HAL =2 MBS 4= U= HIAZ QL HAA AR S THUCE 22O SCL2 A= &
E2 7|EHNE, Q277 | AN HHE S APTES PHH A7 7|2 A ZotE <o DMttt FE2AE
Lo HE ATl S A ZTAA M7 HAFH L2 28, AR, xRS 2%0f 0|2 7|7Hx] SCL
A& ol F2IBI1 QUCt SCL2 FLHEEOfL[2t Q3 7|ZHEoK2 a7 - 24 AR S HIE e = 39| 9|2 7|
B SENAIE FEBI0] 2 2k X0 = 7|05t ACE

G) 2 cou

o CHEHEZ  HIQIFITHE 9| 27]7] & Next Generation Sequencing System

illumina [EEragEER = Z|A470 Atlllumina, our goal is 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

9 C|-S utolQuicizt to deliver innovative, flexible, and scalable solutions to meet the needs of our customers. As a global
Dow BIoMEDICA

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. lllumina innovative sequencing and array
technologies are fueling groundbreaking advancements in life science research, translational and

o ol
ChedtoluiCizte dnjLbaz(or # consumer genomics, and molecular diagnostics.

o CHIEAE NGS System & Library Prep Solutions

Element
r_ Bioer ahoos © SIAMATH IATEI(ZF)S 2022 AT 0f ARSSH AITTLSt 7| XER BHOH S|AFR, CHAZE MBS i K| B Al 22 K|E
9o LBIRE HIEtOR WL} SAMel A2 MI MESS WRsto] 260X} HLICH AAHFS Jumpcode

b
Genomics, Element Biosciences, Watchmaker Genomics2| 24! CH2| & ]L|Ct.

AAT FATIA

Distributed by Xpert H Gen
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CHEMZ  lonTorrent™ Genexus™ Dx Integrated Sequencer (XFMICH E7|MEEA 7|, NGS)

Thermo FISher o S|AFATH MWZI|M ALO|HE|Z] (ThermoFisher Scientific)2 M7 5009 7 =7, ©F 120,000 2| =&l St shH| A of
SCIENTIFIC $38021 O] EHI3H= NIZeI T8t SIALRILICE I AOIQIE|Z|2 D2HS0| MAE T2 et i

o =
SHOH, oFHsHA Bt E 4 )
A

:
AT E SECHS MBS 7H| D, 4o aket 20f 7 £ 7, SEISHEA Lir| 812, 2Rt 7
MBI MAFO|HEIT A THi S 2|FE T, AEA MALY B0 FAOkD B LIC

CHEM|Z  DxLiquid (ctDNA) % DxSeq (gDNA) NGS &2 M

xF

AT

V SIAATE  (F)CIUE2 KM H7|ME 24 (Next-Generation Sequencing, NGS) 7|2t
D, \O m e HAL|CH St Lf =8t Z2F DNA (circulating tumor DNA, ctDNA) & 4 0|
M YHDORE X2 MeH, X| 2 8HS DLEZ, T EIX|S 7Hs5HA| 5HH, 24 9| A

Ch XEM| RS A|2f, DEEotEl BRI o, M st ME X HSE (bioinformatics, B)

Clois # to-end 221E2 7|#OZ DxLiquid Pan100, DxLiquid TMB500 S &A1 Q1 x|
= 9| 5tA|§ Hetsts MU 1odof| 7|ofsta YSLICH SAk= Bkt o= 7HM S 2let
O|2h= 0| M of2f X|& & ol AN LS SoHst T QIOM, CLIA Q1SS ettt 22 E2

=LHe| o|F 7|2t Y 77| 2tato| HE s Sof| YLUZITH oM AlZjHhs 2R IHEL

i
0% A
ne rg

oF
= M
; .||'u
AL rz
1z o
[N
nz
of
rir
N

I
[
o
ot
i)
12
|0
Hu
pal
rio
[gl
°

Hr
1%
=)

rg S
= |H
Ep
20 1o
10 mjo
ofm
%
ek
o
=}
@

o
of [0
MR

2
ot

0
N
M o

O Mo
Jot
e

o o
ms
o m
R
20

1

_O'_I-
]
3

o>
r
is)

13

tu

=

CHER|Z  HRD/DES/ DGS/NGSIHL/ G-NIPT

G c Il L3 SIAATH GCAIE2 GCsMALS REAIEY B2 Kol A=A A7 ST 2 STt ZHAte RTM =4, 7HeIE ofStt
[ o] S0I% S RUA 242 St 2 T MH|A AR S TSI AELICE GCRls2 &% QUM 2MEEE 2

o

=)

8t 5HE K25 doiolo] AP 2T S BHYLEZ LD, RTM 24 AFe| 2|5 2 HFsl Lz AYLch

3

GCXl=s #

CHEHZ BRCAaccuTest™PLUS / HEMEaccuTest™ / ONCOaccuPanel™ / NGeneAnalySys™

_ BIALATH  NGSHUEICH M 7|e] B0 Q4= BT 7|47HT 7|4 Zete SehEURIC ZHE 1502 A1 - o| ¥
N G ene B Te) 7148 MEsts 32 HU|R 54l 7|felL|Ch AFIHI0| Q& 20174 T £ NGS 7|8t S A fue gl

A0t HULIEHH|E AIBSIE ARt Holoh nsloh B|7|QH S, FE|srstel HUKC K|E S Clore
REED|QE 12311 YALICH £t B0 = AAAN0 A et QK| HO|EIS Hefstn 24
ME 4 QTR B ATEQ0|S AR HIZ T S HZ5tn USLICH Hefet M, Mgt AZ o net
712 52 SH AN QB L2 BESIAON, 5|At0| HUQ|Z MHIAS 98 EHIZ Tt ZIAL MH|A 25 212
ZRPB|A AU St Talshn YALICH 3 X AHOl Al 7S ALRY} U SRS S FlT Holo| Clerst 2
OF SITHE 7131, SetA| RE| SHEITHCDX), 2] 029 of50f TR 3t oty A2, 21 TIEt ZofofA
S JhAIERl MTtS S 7|2 T Ate] SRS X|&ekn QIALIC

A

o i HI MH T orn

2

I

IFHto| 2 #

o CHEF|Z  SureSelect, Magnis, 4150/4200TapeStation

$eo-- Ag | Ient » S|AtA7  Agilentis 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

SHROEHME M highest confidence in our solutions.
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« CHEM|E  AMPLIRUN DNA/RNAPCR Control

40
d\ OfAEHIO|Q (3F) - sz orassiol: 19961 MRig 513 MOIZIEH(VD) 214 Eofel HRXHALICE Xt 30612t et 24 e,
72 24k AR, RIS AL HEO|2 A} 7191, TSt % T7k7 |2 S ATt U 470 LRt DEE Ao i ol
T o Zoh SSLICE HE CloelS 1) KISHoR g el

OfAEHOIR(F) #
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illumina

A

DRAGEN™ Secondary Analysis

el +=dS Sl @t =t 25 el 22X 2K NGS H|0|H &4 J|&

DRAGEN Secondary Analysise 2| =45 S0l S8 84 2,2 dHee S72 o 2|0 2850 ISERE
Sofl CheFot ol M 2Lt 7 20kt 2HA|210] RTIK| HIO|IHE ot8 O 2N o = &8Y 4 JUTS 3ff FLICH X 5H=2I0
It QEA| 24 Q12T HAl 2{US 228t XA Xl J|S SHAl Mult|genome(JEHE) gHEA SE ECiE DRAGEN
Secondary Analysis”ZI AlSdt= Z2XQI HHE|X|E L0 EAMR.

FEA S| 7HKIE Z|thet 2ESHM R

& =0

ety 2y EEE
precisionFDA Truth Challenge V2 I A, A, oEst 8l MAHIE 30x HH2[X|Q| I7F STN| MK
#IX|0F= HI0JE 2 Multigenome D5 2AGHH YR8 HAHSIHEHE 30 Me|she o of 25820] AR E|H 2
(D) 2fmHZAL Al 20| ot e QEAA EUF ZRSEK|a DRAGEN ORA 7|22 H&dl FASTQ
M&E3st= 99.84%9| et M-S DRAGEN Z2SEZCZ 0| ZE EHE e %o 1/5 37|2 =B
AT} CHAIE 4= QUSLICES

DRAGEN £ ZES0{S ASt= SAUZOM AESHH R

© [ Y

1T
DRAGEN 2Ig|0]A DRAGEN 2E &= DRAGEN 222
2I0|A MHE A8 7|&E2| CPU FIHHQl AFE QIIEtLf HHO|QQIOHEIA SIEQIOIE Wz OrEe e 0] AlZA
7|8k A ABIECH 2N B2 A7t otof 2|4 A glo] HIOJE{E NovaSeq™ X Al2|=, A|AEI0] QL= HIO|EE BaseSpace™
EZ0|M TIoHE 245t NextSeg™ 1000 A|AH = Sequence Hub =+ lllumina
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AMPLIRUN®

PCR Controls

Independent molecular controls
for a wide range of infectious diseases
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