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Q02 (22)

I3

A7 GRS 718E AR s H3A-T 3D Next generation sequencing technology base
genetic panel test-solid tumorl B35/ 1P SA2] AA oA kS 53 & A~ 7
9] RS she] wid g2 Fgste] S5l ofF HitE A7 IAERAE SOl TRt AlME/g oF
A AR SAHOIE FAlof HESHE HALEA], AEA A9 9 A 5HE3] dlE 59 HH o & ol&
Hc} A G 7| GEA(next generation sequencing, NGS) 718F 924} g9 A= 20174 395
B 245 Algo] EJREE 50%2 A1, 20194 58 4ES Fof7|E Sdi2 ERIFEE 50%/90%
W73, 2023 129 ERIFEE 50%/80%/90%= H73=|0] AR Folt}. & HAR= A12]=7]& 7 glo]
Foiske AR, A RARE B9l T Qbdoltt

TRt A ol7]40] EAsks AAHOIA 712714 the) 5 AAke) oA 9@ awby ol that
A BIskIA, 20244 A3R OJ271&ABAALN2024. 3. )N AHA AYA L 2919
3] F4qlo] that 41012 v AwrtE Selgi

IS
2 g71e] BHe Tag Sl NGS 74t R4 s aAb} A4 BeAuolS 37} 1311, o)
A 5 AZTFS BRI BHOR MG A Y 840 e TAS AFH] Sl
Qordd

gk BAOA] NGS 71§04 s AALe] A Qb R EabY 52 Bk 9is) £ET
TSPt BE BIPEL BIABAS Tefsle] “NGS J4 G4 WA TIHEAL,
B, S, A T AAUICIS L9195 2 AP =okE AH HPAt 4912
3 ORIt 391, el 191, WAt} 19, EE/IHt 191, K 191, 23171
3} 191, ARl 191, 2A7]3Is} 191, & 109102 T495}5ict
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Ao, a2 F7FdE&E(incremental detection rate, IDR), 4R kA A, A =4E

S(AWA SR, W20 Ak

AEAL HAAES ETiZ =129] 37](Ovid-MEDLINE, Ovid-EMBASE, EBM Reviews- Cochrane
Central Register of Controlled Trials), == 37H(KoreaMed, $r=2sk=Fgo|EjH|o|A(KMbase),
-SSR HARISS) HlojEH|o] Aol HASIATH RS HMY: 2024. 5. 3.). & AHAT= A
Ao Aot A5FE A4S L8 ARE FE0I0H. Be B2 289 B7HPE 54308 43
StlaL, ojdo] EFAt B B7H 1 4o E E6l YAE AYE =&k, AlRA T E4

HEE 283t 7I&stAH:

TS A= Hlo| QupATE X|&4 0 5 SRt wet A= wj2irhelo] w2 A Halstal glo] o
515]9] 2|4l 7to|EeRRly}t = dgdol tisl HESIAT. 7Ho|Eeiele = AR EX]Z] HHAE
(Korean Medical Guideline Information Center), =A AFEX|Z YELA(Guideline
International Network), =+ S HEAJLAT4(National Institute for Health and Care
Excellence), U= SIEXNT(National Comprehensive Cancer Network, NCCN)OJA]
‘ovarian cancer’, ‘next generation sequencing, ‘NGS', ‘multigene profiling & F8°1&
Z3sto] AL, HAE Tho|ERielE E-85to] U9 omr&H 7T E AESE], =417

ol A 7t 7to|Eakele 47 AMSFITH2024. 10. 14.). TS U @ghe ] A& ookxot
2999

AR SleREebie, HARAR, AZREAAEI T ue Bastel FBHAL, ofF
sl 7lol=etel 9 Sy W 2AVAT] A 84S SISt

£ 7K 29190519] HE F9S 1302 A= AR IlslH A5 ¥ A2 2SI

TWorzn

Ga9h BAA NGS 718 4% Wd7Ate] BEend 25, H5 AddTs cHEILAT 38,
AT 38, A 5 1,149)0l9ich. AP thEE A, AL Au4 dagolgle
o, 2A51Y ofge] Bl BewR Aolsigir. E3k BE BRlolH 27] B7I(stage /1) Taot
o 9u waksla ot FAEALY AR BE S0l FPHY Sie EHE Aol
Sh, ol ERHE SR Sk Ha 274, A 382709 T RAAE EFST Uik Bl
A= kg o] 84F Sanger A71ABEHo] S, That 139] o)A BRCA §7 B4

¢

i)

HE(germline BRCA, gBRCA) AARS {3l 2007E~2015G7HA+= Sanger |7|XEEA, 2015
o|T 2= SRR A HANE =5kt

TS Frio] ZgE Zlo|=giRle 4ol o, S % RAMET} WAQoA BRCA 544 &
AFsA1ZgFEH(homologous  recombination deficiency, HRD) & HEAX|g2A|2} 7|&HAS]
T AZS ERIskelth

ii



AAMT (P HE) S v AT 1HA Esk3A, BRCA EAR0] HE0A Sanger H714

BIMS FAFAR FAHClY IDR, FAARE FAIAE 2 X g8kgo] tish B7Fstaict. dadto
A el FAAEA O] SAEAR] BRCAL/2 #42F ER0]9] IDR2 H| A+ 3|4 Hals)
d ot 2Hoj|A] gBRCA thH] somatic BRCA (sBRCA)S] IDR2 Z} 25.9%,
4.29%% BRI, 15 AN WdAUhigh-grade serous carcinoma, HGSC) tiAF 1Hoj|
A= gBRCA tH] tBRCA IDR2 4.08%= SHI=h. EA7704}F Ho] &lo] I ofA| AE(E)
2 A 7HRg2 Bt £32 4Hol]lh. BRCAL/2 o] &Rlof whE PARP AAIA| AEEHH)ES
41 Z 154 gBRCA E+= sBRCA1/2+ t4; 7%(8/115), Sanger G71AEEX(gBRCA) HALS:
2 RS iAo =2 3.3%(8/239)2 ERIEITE. 33 5 1WA (BRCA1/2+0] e HA 2= of
AE2 E7 F5¥aA(poly ADP-ribose polymerase, PARP) HAAS] AL A=w 7}sSH
(actionable molecular alterations) Hol& st} o4 7Fxl tjido] 19.2%(14/73), AA| i
16%(14/86)°1912H, s17kd AHZFW Am= A& 7Fsdh WHolE sk ol 7H didelA
56.2%(41/73)% ERI= 31t 2H 5 1WA A= 7FaRt §lo|7} skt o4} WA s gha} thi ) 4]
A= WAES 20.8%(11/53), tBRCAI+o] mE PARP AAIA wiHES 5.7%(3/53), 1 9
PIK3CA, PTEN & ®o] glo] & mTOR AIA| Ee= WA mAHELS 15.1(8/53)%C1 Tt
A 2RSS FEHES(partial response) 0%, U H(stable disease, SD) 18.2%, A7
(progressive disease, PD) 36.4%, @7|X5& BH7} B/} s 45.5%2 B 151 Y| 1HO| A
HAAE 52 34 X587} 7Rset oY 10.5%(6/57), AA| B 7.14%(6/84)= EH1=]qlct.
BRCA1/2+%] 5% PARP JA|A|(Olaparib)@ X &E wokow, PIK3CA+ 192 YA 5
E5o] AKT AAAZ A=At A58k A2 & PARP AJAA| A& 8= 51 5 4%
o|gler, o] F 32 571 o Aol §igly, 1782 77id A} PDE FRI= Ut YHA] 17
A GAQH O = PARP JAA A &5 W9k, AyREA AIF7HA] SDReH 77/HEzt A 55 A&t
Ak AKT AAAZ A =2 1992 A4 AJF7HA] SDe™ 27197t A =5 A<&sk3inh

r\ﬂl

7t0|=2f2l R =LY sig TALZAD

o

NCCN (2024) 7to]=21Rl HE A3, daoflA 27|21 & Al gBRCA Ho7t gle -%-ol= A
HAARE 59 sBRCA1/2, o884 (loss of heterozygosity, LOH), HRD AE}E E3FE B2}
HolE SRIT " a7t glom, A AN RAA RS 7hs/dE &Rlsh] s &4

ottt ES A-H35%5H3](European Society for Medical Oncology) (2024)°]] W=, HGSC
oAl HRD 4 #18E°] F 50%%! &= 112 o HRD AH) SRl dAaofA 12 fA Qo=

iii
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PARP AAAE ARESH=H] Qo] /4 F-8/90] Attal AgstGith. HRD2F sl @A /ol
Al AM&El= HRD AAR= 7154 HRDE S5kt H9ert #4] 2o, gBRCA1/2 Hol7} §l
= SAllA PARP AIAIY] fA1 23S AEsH] 918 HRD AHIE &RI5to] Bevacizumab& &
ot 1A= o]F &b E= HE wkgo] &9lH HRD+ FU0lA4+= Bevacizumab + Olaparib &
A 2HS A5

Ao & Niraparibo] &=
o] = /XA ERFAY) o= &

S=27|eAE7t 29dels @AY 24 A9 Ul AR 52 TR st ot

A B3E v gla, Asj(u]EE)E 6. %(3/47311)% FTHAA 9] EAA S Y ATtsf|4oflA] wHAyst
FE ol YHo=E 8 ThsdithE 9ol EP E3 5 AARE AT AALZA FoF 2 Y
AF 7 o]9] Ao A-A HhE 7rorA] &, AAAHE 7129 AT FARE FE9] Qb

JE Tetstoet. AA| QoA T & J&ﬂ(quahty contro)7} 7] 2 AAl= & A
Aol BAESE Ao 7hatal FHARoA] AlQstal Qloug Fohy o|dA(EUYe) E APA =
o} .5 ZE3] 15t AAE HFHT Al P 71&E wAstLt.

G AHAHBRCA) BAMe] &) o) 5 A 21AEBL 4.1~25.9%
2 /1% 9Y RAAEA B SABPAL B8 $EOE 2714 olSo) Silu, S B
24| 0] glo] A2 7R5e A vlo] thab B A Thate] 20% ol s EAX 2 wYal
o] YR AN AENHSS Bustn U HolH B A AYH £-840] Arke ofdojgit. 1
e HElAT7t BUYE MR AUE ANSAY FAATRE 2AS] SFo] w4 e HE 17
e 1), 295} WA Bagk BA0IA NGS 44 A} ol F o §2% ol wHo
2 5h A RA|2) ATl Thet BHA A7) obal e SR ek meshinh

A1 ) i @ Al RRlof @A) 419 Sl slolefIoq 19 e ok
2h

o
S A AL Aok Slosl, B4 Waek 3 HRD S8l oF 502 7, 22 WA

: 3 2t/
Y/ AAES O 1A E FAISR O R Niraparib @589 Foidi4fo] 'BRCA R0l oA

‘HRD &g 0.2 &-g50] T A|Pd d 5= THHoZ 1S o, P4 Gt/ FTet/ U=
FuRotof| 4] & HAR= BRCA1/2 %ol Y HRD AEiE &R15taL PARP JAA| A8 5 A2
< A%ohed YdFoR f-&attka WSttt ot |X IR S NGS 8} wido
HRD ZJHf &Rlo] 7FsotH, 52 FARE71&(Myriad MyChoice assay)¥t -FARE =50]u,

4=

2

iv



HRD %158 AUIske W] E2a}slo] 91 Stoh HRD 27E 2utatst] Slaji ) Ao
P BE0} etol Bashcn Aetskgich

20249 A113}F Ql571&AE7HY3](2024. 11. 8.)= ‘NGS 718t S} g AA-T KA
) ofl el 35 £ L350 A AAISH A2 2 EIRQU3] AL AESI] AJZE ZA I

Q0]

gk, AN SR, SR LA, B -8

ald

Ovarian neoplasms, Next generation sequencing, Genetic panel test, Clinical utility
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M=

1. o3

ARG 7| A EEA 7|9F A2} T HAR- T Y Next generation sequencing technology base
genetic panel test-solid tumor]' - B3/ 113 SAFQ] Aol SIS FE3F & S4l~1l 719
FARE she] Wid 2 FH/4dsto] SESHL, ofF tiati A714 EiAS Bof et AN o o=
FAA EAHOIE FAof BESHE BAEA A 5A| A9 9 2| =28EY oS 52 H4 0= o] gH.
A D71 A LA (next generation sequencing, NGS) 7]8F-G-AA}F i g AAR= 20179 395-E]
2R AEFo] ERIFEE 50%% A, 20194 5¢ &g F017]E S 2 ERAFEE 50%/90%
W73, 2023 12 ERJAFEE 50%/80%/90%= 17 =0} AR Fo|t}. & AAR= A1 =7 s8 7T glo]
o3k AR, SR XAME B9 dEE kol

£ 7l= tofR oA Qg7 ]s0] EAcks @AM 71E7 ] thiH] dASt SERlolA 5 HARS] A8
S I Sl et 271E ERISHarAL, 2024 A3 Q27487 M1 921(2024. 3. 8.)°04 A7+
ALA L 22093 (@ ATTHT 321, el 191, XAt el 191, 357 1W= 121, &HR)
191, A7 191, ARRRIF 191, ZA7IHkeIe} 19D Aloitot A|B7He S35ttt

[t

1.1 7Y 2=7l= 7HL

1.1.1 M7 IMEEM(NGS) 718 ST} T ZHAL

NGS 719 787 AR W94 1Y BRe] AN ke 228 F S~ 7o)
FAAHEAEA T A Depdat 148 Z9HE shue] fidz 4dste] S531L, ol Hi+tk
Q7 RS S5 ekt AMEA o B 24 B0l S FAI0) ABck AARA A zoH
A 9 2| 2bg ol 59] B4 0 & o] QETHAZE FAKIEZIY, 2024 A1 BOIOREQHAA, 2022
Kim et al., 2017).

i ©

NGS= =4t 7i2] DNA E+= RNA S0 et 722 2B =0 A LS diyt R B A @ (massively
parallel and high-throughput sequencing)sh= 71&2, F4A4(genome) = &£ G421 4
FEO| S AESITH(Nagahashi et al., 2018). 20009t 28 A-88}1=]7] A|2RENGS AAR=
71:&2] Sanger @7 |4 BaA0f BIsH A2 B8} AZEO 2 B&A Q] FAA 412 7FsSHA i Gagan



NEC

et al., 2015; Shendure et al., 2008).

Ao EAYSh= Hol= A2 translocation)@F 22 FAA S Hol(chromosomal mutation),
A &Hsubstitution), AU(insertion), A<&(deletion) 5 &o] F=AHO|(point mutation), 5=
(amplification)™} Z-2 EA)|4= ¥o|(copy number variation, CNV) 522 253 4= Qit}. o|3stH
HolS5Z gRlsh] flsiAle 1 S50l wet ot & FAAHARE ARgsliof sEAIRE, NGS+= 212
FY] AAE 7ML thefet HolEE 7t Wofl &RI 4= Q1= “d0] AtHMorton et al., 2024).

DNA AE(B714E di5)2 eHAQ] 9ol what A% 544 A8 (whole genome sequencing,
WGS), A% 24 A]PA(whole exome sequencing, WES), Bl 3@ A]#A(targeted panel
sequencing, multigene panel sequencing) 2. & Wa 4= JUtHIH 1.1)(AZYFER/IA A, 2022).
O NGS ZH |04 ME(DNA T RNAKS Q146te] 7| A BEAS 517] YsiAl= NGS AA2] 714 o]
Y a3}k o= MES YT 22N(fragment) 02 RS T, oF Eofl £ A7IMES 7H 22l
22 2E =(oligonucleotide}E €0l 2to] B 2l2|(library)E A she #7goltt. ojnff vHE0i X glo]
BeE S7HA] glo] NGSE sto] B DNAY Hlo[BE ¥ Za WGSE} o1, ok R34k 29jrt
HA; ghohd BASHIA}L 5k 2] DNA -2 RNAE Addof gttt o] A Bl H(target
enrichment)°|2} 313, ©]%- NGSE she A2 B2 wfid AJg ozt etk BT E 2 St atiaits:
(polymerase chain reaction, PCR) Z&}o]H(primer)2 $Z5H= HZ2]Z(amplicon) B} I
B(probe)E ol-85t] W hybridization)dh= 74 (capture) W & 1hd &= Slth. PCR AE2E
HHALZ HAF A QAIZo] B ZHal, AT 0 & A2 F2] DNAZF F a5to] & HARRIE 22 =9 -4
g Aol F-85HAIRE, s d Q] - A; 7 oA AL WESE -8ohe 74-9-= =2 H WHAo] stk
WGSE 3£0] 94 HHE A6l 9/ AR BAsl= AAZ eEpAAE GAV EQ §louoE
(introne)S LKt 0I5} oS BAG g A|HA] H]R-C I Z715hH, Ao 7 ooy
A @A Zo|7} dolr|7] wjRol Bt} oA} Al QIEZ ) H[HA l‘%——?%(untranslated
region)E #412 4= Qlo] 724 Wolut FAAH A 28 (regulatory) T WOl AET 4= A= "dHo]
AUt
WES= A §-4419] 1-2% =5 AFAIskaL, @ dS 32 Igshes Adexome) F91THe BA5k=
AAtolet. gk} A/do] dHXl tiREo] ﬂol% diE Felo] EAsteE WESE RiFo=
EARoIE HET < 5= Qlt}. WGSel Hlsf| Z2Jsfiof sh=
g|o]E]Qfo] Al o] Zo]Eo0] g8Fo|t} WESE &y}
AT 7+ il 1} oll&3} Ha] golz Bojo] o EE Ul
Z4 F-9|(regulatory region)ll = Ho|7HA] HE5H7] 2150 1%:—WGS7P”JB_°P‘:} E3E, E]ra\ g
|8/l Hsf| Rehgo] &1, Aghae] A/dol & L=A|A] g2
BT 84D oig A2 £ Aoyt $449] ¥’lo] B Bl fREER M E g
ARtsto] Aabsl= i o=, shute] ek e fA7F ol 7Y o R85tk o Wi 2 7o AE
AeiA o = HASIE R, WES, WGSO Blsto] =2 A1EA] ZolE €2 4= 3ol A7t =11, Hl-8o|
AFs7| Wzl A YFAAE 7P Eol AREE AL Utk

T

)
X7

)

<

=2 T

24 u]go] AFs}aL E4o] i&ﬂ% 47&01
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3 1.1 B2 EHRA0l TE DNA Al 37
(83 HEeloREaA, 202

1.1.2 LN FHXL THR HAL

AFLoIA NGS 7IRE 2334 mipd gAare] 28-S Ajstoha (Id 1.2)3 ot

o
— 1r1r1r »

4 | @
LM

2 1.2 TEHAM NGS 7|8t QEX} THSZAL
(ZA: Nagahashi et al., 2018)

YA 3 WA G 0

_4

Q] A A =7 A) ¥, EGFR, BRAF, ERBB2, ALK, ROSI,
RET, NTRK 5)Z U3(Cll, KRAS E110]) 9%, AFA A wite-2 d&she drliA E434
(microsatellite instability, MSI), % Ed%o] F-oHtumor mutation burden, TMB) 59 A<,
TP53 G ol ¢} TAHE F-A%} Ho| A&, n]Est 4 AEET 4 G 4 7|9 54 59 54w
AYEt o FAF g2 AAME 2oy el 8o whet S w2 A AlEsto] ARgSt
], A/ AR oig, F AM|E S0 3, oFE-R sl 5ol AL, rl= S EAY Rt
ArtFAAE- oA AAE YRR i HH= < 1. DI ZoHels 225249 S5 o] A]).
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H 1.1 Genetic Testing Registry0ll SZ2 & QA QEX} i

st RHX

=7t gy o= 4| KX} £
AKT3, RAD50, CDK4, CDK®,
CDKN1B, CDKN2A, CDKN2B,
CHEK2, CREBBP, CSF1R,
CTNNBT1, ASXL1, EGFR, ERBB2,
Centogene AG ERBB3, ERBB4, ERCC2, AKT1,
o - the Rare Solid Tumor ~ Paraffin 135 AKTZ2, ESR1, EZH2, FANCA,
e Disease Panel block FANCD2, FGFR1, FGFR3, FGFR2,
Company FLT3, SF3B1, ALK, MTOR, ABLT,
GATA2, GNAT1, GNAQ, GNAS,
SETD2, MSH6, H3-3A, APC,HRAS,
IDH1, IDH2, AR, JAK1, JAK2,
JAK3, KDR, KIT, KRAS, et al.
AKT3, BCL2L11, SH2B3, MEF2B,
RADS0, ARFRP1, CDK4, CDKS,
CDKN1A, CDKN1B, STAG1,
MayoComple CDKN2A, CDKN2B, CDKN2C,
Mayo Clinic te Solid Paraffin IKZF1, HOXB13, CEBPA, CENPA,
0= Laboratories Tumor Panel block 476 CTCF, GNA13, STAG2, PLK?, FRS2,
(MCSTP) MALT1, PNRC1, RAB35, CHD2,
CHD4, PTPRT, CREBBP, AMERT1,
CRKL, PARP1, CSF1R, CSF3R,
CSNK1A1, CTLA4, CTNNAT,
CTNNB2, CUX1, CYLD, et al.
CEN4GEN
Comprehens Saliva, CDKN2A, CTNNB1, EGFR, ERBB2,
CEN4GEN ive Solid Isolated AKT1, ESR1, FGFR2, MTOR, APC,
Institute for tumors DNA, HRAS, IDH1, IDH2, KIT, KRAS,
Lttt Genomics and (somatic Frozen 32 MET, ATM, NRAS, PDGFRA,
Molecular genetic tissue, PIK3CA, MAP2K2, PTCH1, PTEN,
Diagnostics testing): Paraffin RB1, RET, SMO, BRCA1, BRAF,
Sequencing block BRCA2, STK11, TP53, VHL, WT1
Panel
CDKN2A, CTNNB1, EGFR, ERBB2,
ERBB3, ERBB4, AKT1, AKT2,
ESR1, FGFR1, FGFR3, FGFR2,
Quest Solid Tumor FGFR4, ALK, MTOR, GNA11,
Diagnostics Core GNAQ, HRAS, IDH1, AR, JAK2,
e Nichols Panelfresh Paraffin 49 KIT, KRAS, MDM2, MET, MYC,
Institute San frozen tumor block MYCN, NRAS, NTRK1, NTRK2,
Juan NTRK3, DDR2, PDGFRA, PDGFRB,
Capistrano sample PIK3CA, MAP2K1, PTCH1, PTEN,
RET, ROS1, BRCA1, BRAF,

BRCAZ2, TERT, TMPRSS2, TP53,
TSC1, VHL, BAP1

E4: v]= FPRAY EH0]X|. Available URL: https://www.ncbi.nlm.nih.gov/gtr/
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1.1.3 Ak

NGS 719t 732} s GAERL o Al A #4014 AARE2 (IE 1.3)3 &

Gamplo ssolation and Sopamncing iwary Target arwichmant Semmncing Data sralysn Inberprotation and
ST antraCTEon PrispaTsinn applacation
A 1 L
L|_ g '1 ¥ } j= i
AT
b f‘-
o ),
- |

J3 1.3 NGS 7|8t SHX IS ZAL Tigdabd
(Pei et al., 2023)

FAH AR
O HEYE ¢4 FeE Rl AT} Ao HAAEA F S AA(FIERA, Ed 5) AHH +
Al sHo| X DNAE FE5to] A &2l

@ DNA o|Bajg] A&k NGS ZH7HE DNAS QI4Joto] BAIE 4= Ie= AAjejoh= 202, S
g3t 372 B4 fragmentation)std, 4 97148 71 €8] 114729 LE| =(oligonucleotide) &
ol So|HeE At

® BPAAE: BA461A} 5k 4 F9(target region)?] DNAE A8

@ AFA: B4 Aoy 49 Rlo] H= ol /|9 fHAE o]Foixl Hdo d7IMES
HAsto] HlolH & Ak
® Ho|ElEA: FASTQ(Z A|#4] gl=2] 4714 G} Phred A< A)) I SAM/BAM(H o] ez
HAE 1}9)) Hlo]E 434, HolAZ, HlolE AlZ3}

©® ZAFofd 9 B Aet I [ Hol E9l &, ATeiA W B

1.1.4 1 ME 2 WLLHMXKSohn, 2019)

AHolE SIHAIA NGS AANY] WHEE gojmdrt AlAEZEASYHA(fresh frozen tumor
sample)= 7FY G2 DNAE A3 4= AATE A dollA W Fo] A =9 1 o
Eufj(formalin-fixed, paraffin embedded, FFPE) $% £5.0 & B 3¥t} FFPE+= DNAEZSIQ}
SFelARl Bhe= A oA A|EA Zolol Y2 & 5 UL AT ;T = Qlot. sHAEE, 2 71&
P42 59 FFPE 232 o] 8314 %= Clinical Laboratory Improvement Amendments?] 2152

UEAL AR Yol PHAZS(AAE, 7| IAE, BBAZ 5) Hol TSI o] ANE
ol x

ml

\n



NEC

TS 5 AS B2 G2 DNAS 42 & Q1AL ofF o834 H&3E NGS 7[Rt HolB g &5 =+
= &7t B0 @A HiFE] WdolA FFPEE ARkl lH.

A 1P T U Ao SRS 2 BAREA s B 148 RRt s dol 2etsto]
AAEAL AT EEHARE7HY, 2024). Bl di S0l BEAR e @A s
ARk YAA S AR A& st 71| EAY Iy bl ARl R lo o (ARE2Ie A,
2022).

no. X} 7|

o Lop A UHO| ZQF HEE oh= RTAL

* large cell lymphoma, neuroblastoma, non—-small  EML4-ALK,
cell lung cancer S| #0! RXX} HO|Z2 & UM UZ TPM3-ALK,

o JpE OO HRLE @ R0l H0|= gene fusion@Z Cf  KIFBB-ALK
oot REIARL Zetet

*  MAPK/ERK pathwayE #0{5l0{ HEZEE ¥ 235

B-Raf = sto 5
XHol= oS B

FQ Ho|

ok 0II'

[©]

1 ALK ALK. receptor
tyrosine kinase

2 BRAF zg(i}r?;zrfzcrggi?n% * Melanoma, non-Hdgkin lymphoma, colorectal \é%%ﬂ)lé
kinase cancer, thyroid cancer, non-small cell lung
cancer 52| #QI RXAL HO|Z UM US
e DNA double strand breakZ repairdl?| Qs
h | binati ool REA=
repair associated PP S ae= e frameshift
o O RTIXI0f LA H0|l= R4 YUY Y HAW
HAE ACE H UMM US
* DNA double strand breakE repairot?| Lo,
h | binati ootz RTKXIZ
repair associated PP o= frameshift
o O] A0 YMiot H0l= ROM U A HAQY
HHE NCE H YHMY U2
epidermal  + ME 2 U AR ToisH= (HERl QKL L8588 1790
5 EGFR growth factor * Non-small cell lung cancer, glioblastoma S2| & AE746b75O
o| © (e]3 ol ’
receptor Ol QEX}L HO|Z LN U G719A
NS AUMHOHOIGH=CHEHOIQEAL ERBB2
erb—b2 receptor amplification,
6 ERBB2 tvrosine kinase 2 Breast cancer, stomach cancer, non—-small cell S310F
y lung cancer 2| Q! RTIX} HO|= Y2 UZ '
L755S
jepirate -+ TCA oycleOiAf NADPH 44410l 2018H= £49)
7 IDH1 (NXDP(g+)) 1 * Glioblastoma, thyroid, melanoma2 &9 QEX} R132X
cytosolic , 02 &3NS
isocitrate
8 DH2 dehydrogenase ¢ OIEZE=2|010fM engergy AA0] EH05HE ST R1400,
(NADP(+)) 2, * GlioblastomaQ| Q1 SFA} 0|2 & UK Q2 R172K
mitochondrial
oo - HE A5 | BOSI0] ME 25, MK U OIS DBI6X,exond
9 KIT proto-oncogene REGI= B2 3t ‘
receptor . GISTO| CHEXO! 20| XX} HI0|2 UK 9IS 11mutation

tyrosine kinase




no. MK} s FQ Ho|

* RAS/MAPK pathwayE &= SUAZE MIE A
KRAS o, =8t S8 AHot= g & G12X.G13X
10  KRAS proto—oncogene, & QI HO0[ EAM RTAE, CHkot AZ0IA L Qé1H '
GTPase St=H| £9]| colorectal cancer, non—small cell lung
cancerOilA 0| Zraligt
MYCN . VRO CIUE 7S HAElsD B05t %S
proto—oncogene, a1 MYCN
11 MYCN bHLH - . o] 2o OXX} B lificati
transcription * Neuroblastoma, retinoblastoma?| &2 SMAt #H  amplification
0|2 Y™ US
factor
MYC _ .
proto-oncogene, ¢ MIZ XUt AMHE RZHoh= AES MYC
12 MYC bHLH *  Multiple myeloma, Burkitt lymphoma S29| #9I amolification
trascription SFXL 0|2 UK 92 P
factor
o MIZ MSHEO| HOSIH MEEEES} U 4 S2
NRAS XHol= Idgs &
13 NRAS proto-oncogene, ¢ CIFSH AEO| 201 QFAL HO|Z U UCH, 61%(6’?;(3X’
GTPase colorectal cancer, non-small cell lung cancerd|
A HO| L BIET =2
platelet derived ~ *  MIIE AlS MO 205 M W& L 2ES 2HSE D842V, exon
14  PDGFRA growth factor = ggs & 18,12,14
receptor alpha o GISTY EMQI H0| SNAIZ A S mutation

AAEZ  Hol(somatic variantye TLH7]AME  HWo|(single nucleotide polymorphism),
A< (indels), 334 AujEo] oJgt -8R Hfusion gene), BEAG WHOl(copy number

variation)& EJITHAEL|CREQPHA, 2022). vl= B @3], vl= Y545t ¢ Heehs] 9] 35
319] 7ol =gRloA = B HES AR7T 152 &ojd 7|Htete] A2 oA WA wHol9] A=A
I o ufg} HolE 4709] TierZ 758 A& H5HL QTHLi et al., 2017). TF HARFA ol &
A AYRIAE Ho 7t A B A, A5 S FAR A AEE Ho|E ERolok= A1

L

0|=+0]5}8-A5}g] 7jo|=gfolof wha M, AAIA|E Hol(germline variant)= B9 (pathogenicity)Oll
et A9 = R 7ol Wt () B9/ #ol(pathogenic variants, PV), (i) AR EH4 ¥ol(likely
pathogenic variants, LPV), (iii) 7]'s- 2|21 Ho](variants of uncertain significance, VUS), (iv)
P 7Fs7d0] =2 Hol(likely benign), (v) ¥4 (benign) SHAIZ EFoto] WATH Z1-S Bkl ULt
B §lFo] 23E = 2AVIEES ZF S8 50l Wt 7SA17F -85 0] very strong (PVS]), strong
(PS1-PS4), moderate (PM1-PM6), T+ supporting (PP1-PP5)2 F~2¥tRichards et al.. 2015).



NEC

T 1.3 Z2H7|2t MM #H0|(somatic variants) &

1= Tier | Tier Il Tier 1l Tier IV
: ANEO A BN 7t | YarK e o | JSTS EE T
Yeet g g RIw0l | LIS ST Soss o) | BHNoZ 53
(il EJ—LOE (gl E'E tﬂ0|
i - <o QK|+ U2 S
Xz, oed, R X=X, ofeH, HHY &-“M 7= @Tg{A_!AﬂE
(Level-A X% 5242 7= | (Level-C X=X 5R4g 7| MESHW0= | HORZ IS
E0[) = £40]) N, LHH =2 H0| =32
_ _ _ . D =
- SES ZY 90| U0 | - C2 o Z0)M FDARRE| | JF SR B 52 F9S
FDAZREl &018 xI2¢ol | 2018 xXl=9o| iy d | i D oS ”E‘ﬂﬁ:
UeH FE MEYS 05 | 2 XuMo mgw ge | WM =uE H) o 50% &
Qs BYEAR | o Heoowm g | O EE O 2l 100%2
(biomarker) 2= g xlaet pipe | SOHIE SAE | BRTSS
. NBRIMO| SHE ZURY | #o| asteol o EE(VARE
Of i3t X2, R YU 0jER | o -Csgse E | 0 SUNY eRE | 2
SYBANZ BEE A CIE #0152 S 2 o CIO[EO]~
(Lovel-B X=X 3948 71 | Hxi2 fws ost ey | IE BROIE
= 0] BO| LhZt 80 A8 e w8y ;LE
g |+ NS0l elst B AZE | O] ) (AP B
(Level-C ZIEH/0I301% 50 | * &0

{Level-B ZIt/0|EX

ATE, E= A2 AFEMN
H|—EX-I_% AZEAL =
S0A] A= ZaE 2A
E XlEH"°| S = X
g2 05
72 Al LHOl FDAOIM &
olE| X|BHS A2 MO
0|, TEXIZIA0 Eéc.
OF |evel-AZ7t E A2
Oil&f

Lu

Lu

s042

7txlE #o[)

H=|
OO0 —

He7iS0l Bt ¥
H|—EX-IO§ 747<5|7-||_f =
01-_,11 S0 M= 21

242 s AT E= 0
OI=R HHOI T

_,_

d& 7IX|= o[y

o S0 A AFE S5l
RICH 2 05X Z2QAM0]
SH Hfolgﬂm

o GfLtQ itE & IE9 X
/0 S0IS0| AFRE|HLY,

CHE HOISL &M 2T &

I

{Level-D X=X =QAS 7}

Kl= 0| 2H)

o NMAUMGFSOHN BHAX|
=9 A4S HO|= HIO|

20t7s

FDA, food and drug administration; VAF, variant allele frequency

S AFOFEIHA(2022). AAIHA7|A

1.1.6 &

= AFSJeRERPAA A & Al ol 8= e AU A7 M EE4EA 1343 S5

Ak 16670 BRIE|glom], ¥ E&o] tiet s/ (E 1

ooz

OFHX 5i7jAre

GEA QYA 1% FAEPE slo]Eekel-AA E(Somatic) WUl SHAA



E 1.4 U MZAAZATX S17tAY

e T

AMIHA7 N EELEX

S7HS(E71Y)  MI2IQl 23-40405(2023.1.25.)

STY(2EY) IS IMBE4ERI(NovaSeq 6000Dx)
EFUS(EE)  N01060.01(2)
AREX AMICH7 I MSEH(NGS) S 0185104, DNA 202 2{2|2] &7 |MZ

=717

S EMol=H MEE = <

7S (6171Y)  M|QI4=Ql 22-44285(2022.9.5.)

E20(DYH) KM 7 | M 245X (lon TorrentTM GenexusTM Dx Integrated Sequencer System)

22H5(53)  N01060.01(2)

RUAL 2012212 7s, MRt dS 7I% SCO= 2 Heo 7
ME=H A= AMICH7 NS A LR o BE2iE 7|7t 20| ’é-'%ﬂﬂﬂ%

t °:.“'7|A1%% 45101 TIHO|
(%

ax & ME = g
ZEHQTE 2|7

O] HAHDNA = RNA)Z 5%
SUIE(GITIY) 20l 20-47332(2020.11.13
ESH(RYY)  XMCIST NS EANRIDNBSEQ-G50)
ERHS(SE) N01060.01(2)

B2 0[] QHX} Q7 MR BAVISH 7|E

o7
A22H ot 7|1E g
0 LUE7 |8, HAYTAEE 7|8 SCOE H2 Y9 R

EE47I9 E

A ic| 2l 7lE
FIRE 87| MBS 245101 ZITH0) ARRSHE &

AL 2H0|E e

iopﬂ

S7HE(G171Y)  M2le2l 20-43315(2020.6.17.)
SRY(E2Y) RHMIEHE7 I M B2 A ZXI(DNBSEQ-GA00)

EFHS(58) N01060.01(2)
RUAS EF 02 XM ®i0] S2

d&st|  folod
Next—-generation Sequencing) 22 SEAF MY ZAL| AHRSH= KX

KM I M BEA-NGS,

S7HAS(3171Y)  MIQIMIE 24-575(2024.1.23.)

=55(24F) S 2 QERIAAIAI2HONCOseeker HS)

DHJ U Solor BIX} = jTe)] HololM 2ES MR G2
A8 2 QEIXIe| HOIS ML IMSSSHNGS)OZ 245/0) 15O
A Rt £ EXR A R E HBsHs Moo )|

f(chNA)01IA1 106712 S

9l SoHoro| EXIO A

SRYREY) B o FUNGAMAIANGB131V-048)
il

HEHS(ED) N02030.01(3)

TEHOKQ[O W|Qt CHAL/XIRIO QIXIOl LiA/QUIOF T|HOF FEIMOF S) SiX} L= O|AIXIO|

AE=H Y Z25(probe)2 HASIL, 11 FAHS SED £
o] H0[2 245{0] THRO| BRI
= MlEot= MATIHA=7]7]|

I'-III

—

g, o =% 5l FFPE S F2f MY RHAHgenomic DNA)E SOLIDaccuTest DNA To| £

RIMICHEZ IMERME(NGS) 22 847 STt

8 XICH = X7| SAL/OAIXte| EXIQMEIA M

==

27 ABO|OREQHAA oR7|7 1B RALH, oloREETE R A AU

A 2024.3.19.)
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1.2 @ty 2=7ls2] sUe 2

1.2.1 =LY

BT

al
=

ron
Okt

s}

rok

o
5 AARE 174 39 ERIHETEE 50% AEFoZ2 SAEICH, 194 59 S Fof7|E SR
ERIFEE 50%/90%= HAF= Ut o]F 23 128 HP/-Ad/g - Hol4d Hlﬁ‘-/\ﬂit*c‘l H A%
B S0%, ol ] A8 A0l LI, 6 FORD UL SR 0%, 2
Q] 6t 9 GAY, 27|Y 5L 90%E HAE o] FA7IA] AR& Fo|tHH 1.6, 1.7).
H 1.5 ¢4 2% 50{-H|IZ0 H|IE 55 S o1&
=RHS Ic =5 =
H1H 2 20-H50 55 & 50 47X [Hs
28 &2 20 =5 M7 I™s 2 AKX
H2% aAM=
M2 He| A=
AR RTRE EXIRTAA
00, W), TSt MR = TR0 TS Q1E B2 ™
27 H=51T MEATME 2P - H|X[oH R0 TE ARSI
2. 2t S=Y QUK SRE 'QYZTHO| MET|E L B0 Bt HE
Areh O M2} 228s W fMAHE TES APYTE A B X2t
5 B K20l 275t 2 L-598-12 MIQISITt
(&8
Lt-598-1 AMIEHSZ 2N 7 HE @K TEZAL Next Generation Sequencing
(NGS) Technology base Genetic Panel Test
01, THEE0 XE 2 AN SO &St 71E) EH20| M2 AZ06NE
2. RNA fusion genes ZAfst R0l A™ERM10%E 7HASICE
(AFYEE S I Xt2{of 12 7|XK)
o3 AEoloEeA RAIUIZIINEEANGS) SLRAL, 915 2
CB013 Y7 OA AZUAZOKMT G 7HAIL) B2 A|2f-THIE A
CBO14 26HK| U2 ARE Level 1 8,664.204, Level |1 12,377.438S
CBOTS ARttt (@ 7H)1), 7H2)2), LK1EHI), LH(1)XLH4), LK2)
CBOI6 (h5), (2)('4)6))
7t QXN QMXIAAL Genetic Tests for Germline Variants
CB001 (1) Level | 11,070.91
CB002 (2) Level Il 15,815.61
L}. HIRAN QEXIZA Genetic Tests for Somatic Variants
(1) I8 Solid malignant tumor
CB003 (7D Level | 11,070.91
CROO7* Z HIAMIZY HAOIN 238 FXA YA FR0x AF
F=E MESHTY
CB004 (LD Level Il 15,815.61

10



H 1.6 1Al #Z 0/
TAI(AL) g
HM2017-155  RPAICHEZINSZA(NGS) ST ZAR] S07IZ A1

(2017.3.1)
H2017-255  AHICHRIZPHSEA(NGS) SRR IHZAL MA7IE S A1
(2017.3.1)  AHHL7MSZAHNGS) ST IEZAe] SOILIATE BOINEE SOLIEIE 50%E
H2019-755  RPMICHZ MR A(NGS) SEA IS ALY EOILEE 50%/90%:2 7Y
(2019.5.1) T3y, FOI, Xy Tt 50%
. 0]2] AFYS| QB 90%
HP023-2255  AMCIEZINSEA(NGS) KEAF ILZMO| EOILEE 50%/80%/90%2 T
(2023.12.1)  « I, TOLY, Ak HAMEA HAL: 50%
« IS, HOLK, T TR (HIAMZY Mot RIS)), S Tak U Hoer: 80%
« 09 AHSA YEAE 90%
"I UMALIY, QXN LY, N2 TORIEAY, HENES, 24 Ba W, 34
YT wEy, SN0, BASABY, HBTSHAY

11



HISOIALS

(HASX|E TA| H2019-752, AlfY: 2019.5.1) (HASX|E DA] H2023-2255, AldY: 2023.12.1)

[

RIAICH G7IMERA J18E QEXF THEAANext Generation Sequencing (NGS) Technology
base Genetic Panel Test) 1 S0E 2
LT [HOIN MASH ZR CH3 20| Qg

D
rr
-
mx
g
oH
L2
Pl
ox
e
nx
>
oln
2
=]
ro
N
M

—
T
H
w
=2
i

7t 20ty Zet H 2R EAt
1) 20 iy Zet2 B11p 20 AR AIZE 22 KTAF IHE0| HIEA| Zeloly] 74

S0l 0y Ta e
U JaA A PRPF31, RHO, RP1, RP2, USH2A, PRPH2, RPGR
g Y GJB2, POU3F4, SLC26A4, TECTA
A=2T0E|EAH GJB1, MFN2, MPZ, PMP22
HINHPIRIC) TEHE A | o0
o3t QRN Mgt s

HER2, EGFR, ALK, KRAS, NRAS, BRAF, BRCA1,

rok
Ogl=
&
my
dlo

oy BRCA2, KIT, PDGFRA, IDH1 IDH2, MYC(C-myc), [
N-myc(MYCN)

AEMEE NRAS, KRAS, TP53

—ad A HHSI CEBPA, FLT3, JAK2, KIT, NPM1, RUNX1, TP53,

Ho =2To 1=o IDH1, |DH2

=4 gy sy TP53, RB1, JAK2, NRAS, IKZF1

L8401, B4SA | ASKLI, CALR, CSF3R, DNMT3A, JAK2, MPL,

R RUNX1, SETBP1, SF3B1, SRSF2, TET2

AHEIDE MYD88, BRAF, TP53

2) RNA fusion gene ZAt Al= S24RHHMT ELQMXALE 022t 20| &
- ABL1, BCR, CBFB, ETV6, KMT2A, PML, RARA
L =71 APy Hi
1) MY WAL ZA
7}) Level | @ TKt 2~307H O|ALE R ™AL 2017t 150kb 0[5t B2

12



MEQIgAL

(HA=XE TA| H2019-755, AldY: 2019.5.1)

(BASXE DA H2023-2255, AldY: 2023.12.1)

L}) Level Il : QTR 317H0|4 O|ALE ST 207} 150kb Zst AR2M Ty
AP, STY LY, M2 T0RIEAH 51510 Q1F

2) HIRTY FTA At

71 Level | 1 S 5~6074 0Lt %X 20| 150kb 0|512! Z2
L Level Il : %Xt 51740]AF 0| 7Lt SFAL 20| 150kb Z15t AL
3) CIXsIS
7h R8Y STAAALY] 22 HedE 18] o1
Lh HIS%Y STAEALL 22, TIH Al 13| 21HS HRC=2 & O, XY 2 X2=S Alo]

-

otott F71 12818 e
L. 471 711) S0ty 2o 2IRHE2 "S5 A1 X HAl S0 &t 71E, SH20] 0
2} Otetet 20| M&st

=

ER NIEE
1) 91 71 S0iCh L 5 DRI AU HE S HOISEE 50%E NE 1) 471 7k 1) SOIh DO 5 HIAMEAY TS Ty, FOLY, Hgryrel 32
2 #| 7). Folhy TR B YD T, HOY, MU' B0 ZOILTE 50%E O BOINEE 0%E X8
XZ5i, 019] AFEE2| ©f EAI] ZQOE EOEE 0% HEE. 7L ZOREE  2) 47| 7k 1) S0/ HE-THY B Ch1)3 Hel X, Hol, HgAe 290k
90% HZA| |2 S OISX EIZA0 St SMAZIAIS FEGI0I0F 3 2OIHICIE B0%E X2
" I, TOLY, M DS e ERO IS0GIE OO ChSt R2E0fe] 871E ) 47171 1) S0iChY HB S DHUS Xi9E WES EOlvEE 80%E X8

{

o 0l TSt ALY S S, CITt, MT0] BAT} gl ZR0= 97| 37, 47|12 512,
H71950] Of2i2 U 2 THREFWBARIZR(KCD), MMZO| HE 220 TRt Y5
A 2RSS /301402 3

4 47/ Ch1)-3) ol M= © fixie] F20j= BoleEE 90%E KB Ciat, =0l
£ 90% X/ Al XI2 5 OJ81% EIA0 ChSt SAHAIE FESI00F 3
21 D1 1) Soithl B8 5 T8el A3 S8 SOl QS0 B,
ABIPAL- A 2 SHE 0 310 Y 27ES &

* Tl FONY, Tk T2t - T SRIOIA HLFOIGHs Ok thet 2F ool X
871 U W0l Bst MIAIR,S WS, CI2H, Hz0] BAD} gl PR0s 2| 37,
4712 S, WA0| of2iz Yo B2 HITAZISARIZRKCD), Bl

SE0) Tie} BEUA 2EBS /3 0402

ksl

ool I

3 89019 2-871E 9 ol et ARARY
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NGS 71492874 T 7IALE NS e R97|2he TE el 44 B 4] SO 1t 7|2, AR
30wl A1, Q1 ], 9% el ek 84S FE5te] Al S9lo] Washe, 241 29 71%,
NGS 718t A WA A 90712He & 747045 1= e,

(N

e

7 ZMHE7 IMEEA 7|t.'_f FUA HEH

1) Al
TYZRe] H Q0| 2ot Y&, HA9X0| ME REANGAL 7| HO=2 MIH Q7| H0|TA,
SR RUAEAREZHE REAIEALS] Foi H7IE 33| 01y &2 0[H0] Q11, S2UMH 2HE/t

f
2Pt Ofe] =g B SFok= 71

Al - Ofeff -
= (1) HAHE 2 JYHAIHA S5
(2) B7rdZ 110 22 HIHAHAILA S5
(3) B7rdZ 110 29 2| H4=7t 90 01y
¥ LIS, 2 A1 91 £ 012 BUP} R F HOEiof Bkes 1, 29] BIIZIY} Asgls 29
0 (2)2+ (3)2 siig 21t U= F=0i| 3ot %éafm =
2) o1
O  7b TR XA FS & 511 0419 FE0| AU HalDt T FITZAOELa HEO] 191 Oy AT5H,
LE) ZAE HAIQIZE(LAHZIAL 101 0]&0] HZaHO0F &
3) &
AH| 7 MZQIFZXMF(0[SH AOR) 517t = MNE B2 "XIMIUE7 IMBEHEH] S AREatALY,
STU Lp) TAIORR NGS YUNZIARY Q1F, 297 |H| AR0l= AKX 57t EiE MUS UA| 952 ‘RERMLAAL
o A8S 21
4) SEXE 42 Of2fiet ZOI5HH, MIF7 | % oh= 0l thet A=(MEY, dX, M85, FLA
omxp 4 EE RUKILO| BARHRL, HHRMINS S01 MK HSI0{0} 2L
Tlﬁ_'—" 7h) BRuAE TR0 METIE U YHof J‘I'ol'k”—‘?—)‘l'oJS PRI 7 ISR M (NGS) 718 TR
~ A 507 |% 2 g0 et B TS ZoH{0F o,
T8 Lt) MEAQMAN= MMHGE2] Y OMN0| 2ot B H49X0) mat A Eal2E0| AUE FMXF HILHoA
AN
L. SOU7 |22 SAZRE TYERE| X OIH0l| 2HeH HE A2 [EX] HA1E MA]9] RUNRHE 52| 715 SYM
O SIS 0t 25H0F olH, 2 =7t KA Al S SAUH FAFHOZ MES QFU2 42 3ot RM YL
£ MSol0{or gt

Ch. S017[E2 NGS AR IHSZALL)

I 0f CHSt Lt 7} BIAS 2122 BHAREDHIRI0I7 IS 10i0F 3
1. AA] 29077 501 BAIOH Cifet TIaa ZAF AAILI] 2 QXA I L B0t BTN NS S B2js LS
TIFRIZI0| HAIGH0] BTASX|S FROP HI61010F &

IANEA LS S5 27|82 28510 MEotl, 52 717te] = HMK| REA
i

I-EI:I\'

I—J

24 ARG arlagRae

1.2.2 2 227I% Y78

NGS 715t §742t s ALe] 179 39RE "224 109704 A=Y B4 At 22 470d(18~219)
BT SV 42.4%2 S7F FAloIH, 224 71E Ad oib] EA & SRS 17%=
SIS UTHIE 1.9). NGS 719t #412F v dd - Afde Aw E i, vl 3 A(51.2%), 724
AZ31.1%), v BA/17.6%) =22 H7Fo] WHTHE 1.10).
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H 1.9 SH 0|2 NGS 7|t RTA 20| Y71oigt

(1: 21(%), o 9, 3, 3)

[E] H(1~10
= (:2,’(31 Z_?:) 20184 20194 20204 20214 202(2";?2,;()) 2)
- 36,243
22k A)D ,
MTEHA) 5,337 12.868 21,968 27,785 37,176 (43.492)
[SZE %) [A70.7] [A26.9] [A33.3] [A42.4]

_ 506

3<_ZLOH2)

S= 65.6 158.4 285 374 505.2 (607.2)
HAXE ol 398 79.9 140.6 181.3 2459 294.2
(50%/90%) ' ' (140/0.6) (180/1.3) (244/1.9) (292/2.2)

201 5171 12,449 21,287 26,878 35,569 34,578

1218 St 1.03 1.03 1.03 1.03 1.0 1.0
ALSZHA/B) ' ' ' : 5 0
1) A8 FAMEEOE A JAbgo] T
2) B9 7HHA g
2 AP
H1.10 NGS 7|5t QXK I M5l
(T 3], %)
20224
L3 L3 13
e A 20194 20204 20214 (1~10%)
TE w73 mRs |u7Y NSS | ¥7% MRS | u7¥ ¥es | 47T MRS
7 123,172 (100) | 21,968 (100) | 27,785 (100) | 37,176  (100) | 36,243  (100)
B
sl 63,125 (51.2) | 11,447 (52.1) | 14,131 (50.9) | 18,624 (80.1) | 18.923 (52.2)
8IS
S10HOF 21,681 (17.6) 3,947 (18.0) 4938 (17.8) | 6,636 (17.9) 6,160 (17.0)
O X{ M=l
Tr';f = 38,367 31.1) 6,574 (29.9) 8716  (31.4) | 11.916 (32.1) | 11,161 (30.8)

24 AR

NGS 718t 842 I AAL 7P B 7189-Level (842K 507] T 94} Zo] 150kb ©]5})

712 294 1,139,8609,

o]l L
s

988,850¢ 2= ZRI=|H, 13e-Level I(FHA= 5171 o E=

SAA} Zo] 150kb 23} 7]1& oJ¥9HF 1,628,380Y, HYUF 1,412,6509 0% I ATHIE 1.11).
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NEC

HE1.11 782

78 FEHZE)
NTH7HRIES =
ac sy o a2

M7 IMEEA 78 A HEBA-REY

CBO01006  gaic BRI 12178 1,139,860 988,850
RMICHEZIMEEA 718 AL HE DAY

08002006 g R e 1739717 1,628,380 1,412,650
RMUE7 I MEEA 7|8 A THEHA-H|REY

CBO03006 gy M VI 12178 1,139,860 988,850
RAICHSE 7 A=A 7 (B ©R{R} THLE A b—H| S A

CBOOM00S o s SR TS R MSBATEIRES 1739717 1628380 1412650
T [m=} oo
RMOE7 IMEEA 7|8 RTX HEHA-H|REY

CB007006  REAHAA-LIE2A-Level |-HIAMZEY HA0IAM 12178 1,139,860 988,850
235 RTA HEAAR E2
RMIUE7 I MEEA 7|8 RTX HEHA-H|REY
SURHA-TYU-Level I((NGS LHZBAM QIF

CB01300A o i dor e 1175732 1,100,490 954,690
AZ5HR pre 22
RMICHEZIMEEA 718 SR THE HAH-H| RS
O™ KIAA-T15{0H— OIALAH | O|=

CB014006 oMM Level NGS BEBAHL S 5ar7 40 1465540 1,271,380

QU7|HOIM Ao S7HHL) B2 Alof-THIS
MESH g2 E2)

A AEIAATIE RG-SR (AN Y 2024.4.3)

16



1.2.3 32| 2 A HHSK iz

5 AARR BElste] 59 Bl B 9 9] A offE ERIgt A3}, nl= PRI =(current
procedural terminology, CPT)2} @& AFES A B=olA HA P7F ERI= ATt v]= CPT
F oA A} =0 i Eke] Yol whel 81445+ 5~50715 40t 2 118 4719 S
AEEH, 81455+ 5171 o] FAAE &45taL 119

A=t & AFEHNA= AL, AFS71E, tiY S 52 AR R 45t qlloH,
TR B AEURE 245k B 0E ARSEHTL AAISIAITHER 1.12).

i

A
ox o
:

H1.12 29 28 2 AP S i

7t ER L8
Targeted genomic sequence analysis panel, solid organ neoplasm, DNA
analysis, and RNA analysis when performed, 5-50 genes (eg, ALK, BRAF,

81445  CDKN2A, EGFR, ERBB2, KIT, KRAS, NRAS, MET, PDGFRA, PDGFRB, PGR,

PIK3CA, PTEN, RET), interrogation for sequence variants and copy number
variants or rearrangements, if performed

0= CPT

Targeted genomic sequence analysis panel, solid organ or hematolymphoid

neoplasm, DNA analysis, and RNA analysis when performed, 51 or greater

genes (eg, ALK, BRAF, CDKN2A, CEBPA, DNMT3A, EGFR, ERBB2, EZH2,

FLT3, IDHI, IDH2, JAK2, KIT, KRAS, MLL, NPMI, NRAS, MET, NOTCHI,

PDGFRA, PDGFRB, PGR, PIK3CA, PTEN, REIl. interrogation for sequence

variants and copy number variants or rearrangements, if performed

(& 7z Z=mA HAD

o TAMSH

- Y| SUME E= HMS HA Y= o104, 10074 O&el 2 & REX

H0|1E EX|

- XMIOE7 ISR A(NGS)

at

[CL 0|22 HtO 74O |
4 o= c oT Ve

81455

[y

on 0
ro

AtZ5tH, 0|2 2fsh 227|712 A T2 &
=
o

H

. MR

- ZAIZIE FXF 1915 1512 HBHOI0) CHSO PP HOUS 0[5t AL F71
02 382 1) YsiX 0|92 ZYHEE 0|83t AL BIKset 22, 2) BY
HES 0[S ZNOIN R23t ZNUS | 23t 32

. Oy R

- BREA2H0| ol THY B}

- A Tl = FO[RS B2 BER|RVt AREOUIL 528 HO= fyE= 22

- ZRio| EH| T HEioH 57 P52 T fol0] AL 3 SIB1RE KR 745 0| 52 39

« ool

- ZAZIHFASTQ, BAM B40| ST HREOIE)S A4HES XIS St
Ofl 2 7 2 2 ME(C-CAD A&

- Bix} SOJot RS MRS 7|20 HY0 e HEHS F4

-S43y

- C-CATO| HOIEIS HIZ3H| /7iLt SOI2 9X| 25t B2 HMES TE 4
olo0, 00 Chet LIS 712

e =

- S SOl EGFR, HERR, BRCAT )2+ ZRIEI 57 I2IMS S5 X Raie 2

- RS IHH0IN 2T HE 3 S0 NpIoR MY

=

J
—_
—_

-

-

A
az  DO06-19

CPT, current procedural terminology
£ vl= CPT 2023; 9, 34579 EH|o|A]
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1.3.1 oA

MAEAZ 7= AT 2 53] wet 344 80%S AFAok= A4 HaQH(epithelial ovarian

carcinoma)e 2559 tHTavassoli et al., 2003).

FH/d FaM(serous carcinoma)> B HEEAY S F 2 FHQS W dHo] FFA 1 A9
FARE A = 54 F2RE0] EelE o FAG 5 dA¥(serous papillary ovarian
carcinoma)© |2l Sk}, AFgueteF YA endometrioid carcinoma) AraWieb5t e Qlom,
Azl fARE Ao AEol o] sttt fAlsHE HHY HFa(mucinous
carcinoma)> w27} B 2 & F-R|ollA Az FAdolut Pt et frARsiH, s FolH gt
TYLERE TS 1] ol#E ti7t YA eytokeratin 7(CK?7), 20(CK20)°] High 223}
StgAlo] AldHo] =2o] & 4= Qi A HAS CK7 ¥4, CK20 2491 vHa Y3892 CK7
S4, CK20 9491 ko] Qlct. T=u, oAt} Q92 CK7S Has &= Q= b, A TthAxQte]
33%*1: CK20 F/do]7] wize]l o2zt d ol 4 578 4710t et A2 ofyt}. '
ErgA|zZ M clear cell carcinoma)S A 5T} TAH S o 0 & ZJol A a} AFgialef WAt
‘éﬂi SRl B S-elth A4 Ato 2 A& e Aol T sl fARE 2AI5H
FALRE gz A oA dAeHA DAHTHLengyel, 2010).

A Gk FEeE, l-"i__x}zi Hslo] wht [ 1328 W thKim et al., 2018). 18 SF=
Ao, [[3F U 1w TAZQ1 o FdolH, 7P &3+ 113
ok ZQFo 15 Aol 1{1’ QHhigh-grade serous carcinoma, HGSC)e|tt. AT HALS
= Y302 3832 HGSCS}F non-HGSCRE +-&-51= Zolt}. & th Adul A wagtolAgt
AFESHA 0 2 i E= oM FUolt . non-HGSCe= iR et /\] o] =3k B354 SR R

HGSCE BAdoz 2A-ql ob B0z Aubdos e Ago s Yehia tagh el
MR Apxale. wEh AR HGSCE} #19] Eolojo], Kigk A] whao] Fafo] Q= 497} wAlst
Ui, But 3, Aot waksl T oie ol Aglo] ARHol, o) tacte] 719 248 71

4374 daqtol thgh 544 Woli= & BRCA12F BRCA29] AAA 2 EQiRiole} o] Qlid], o=
TR At T oF 20%°14 TEAEH, AlE 8] 24, HAL Al2e] 24 T oY 7HA] A2
VI TAE] o] Qlok. EJHAM|E A Hol= BRCAL, BRCA2, TP53, PTEN, ATM & -5}l A
A WEH L TP539] Hol7h 7P & Hle g 2RIt et al., 2017). BRCA1/2, ATM# 22 DNA
E AR AFs AZR e A &0l (homologous recombination gene mutation)E 711
‘r_}d\_?} BER}of| = Wi 5151 Q H(platinum-based antineoplastic), Olaparib, Rucaparibi} 22 Z2]
38 4 (poly ADP-ribose polymerase, PARP) JAAE AREE 4= Ut}



1.3.2 RTXHAAL

1P A ARt AR A R SERAAHERHPCR)-E, A714 &4 (sequencing), BFAIRt
258 (fluorescence in situ hybridization, FISH), %A sI5tAA A (inmunohistochemistry,

[HC) 5°] YtHF7IPFEAE FHo]A]).

PCRE ©o]&U49] DNAY| L 7l ggritos = the{(denature), 1439 AlAAE
Z3AZ]2(primer annealing), AIEAIE 713 22 DNA 3847 DNAY AR A0l §7]E SHAdsto]
CHA| 5= 7199] DNAE WHEA] HtHextension). 0|2} 22 782 RHESAA] PCR ARE©] ¥HE01A]| 1L
PCR 52710l v]#5le] 7]skg<4 02 /3= 30~403] PCR 571& RHESHH 230~2404H2] DNAZ}
FTEEER, AFO DNAZRE A7/ 7F 5 Yt B2 9 DNAE 52 4= Slth. PCRZ DNAE
ZASHE tiF20] HAART A AREERE 7HE 71241 7ol

TR A7 BAARE Sanger 50l 7Rt HElSA I REH L E A2 HE]9] aartgHo]
HEAOZ o]gE U1, o] 7|HE HFoE FFHEAR}L HAT M7|FE 71Nt Asshd
W71 BAAPT DRtslE o] it} f4AF AAP e SRt=RE 54 o]51A19 DNAE PCR=
Bl &3 T Sanger H7|AEEAE B3l ERI0] {55 TERL

FISH= BRI Z5-45E AR G4A|12] £ DNA G714 E9 24555 o] 9t 540 =
olgsitt. W3 E+= WHRH hybridization)= DNA B8 Hprobe)ol] A &3-S ZA3HA|7] & DNA
S 9 A SH A DNAZ WA Bl/leko 2 0S5 vk AIR1ck, ol A9 4Ae]
DNA BA217} §Eg-5kal Aot & #A|E8 v} 24 & %b e i o o P E = e
472 YA thgsh DNA Q7142e] 45 9 9415 e

IHCE 4] % ol A% 9 Solao] olU7] mhio] ¥h5 .0 S0l Aghg g 4 girk. =8
QA 71 A 0] AT v TFsI] LrEREA] 7 EgolA] ol B4 Al 840 1w v
ohe Zakso] ofs) ARke Wellw wit g 5
PO L= Ao] ol)7] thie] Hakan]
A AR B 1A D I8 ARE R 1.13)7 2

mlm
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H 113 SNAEAL &3 A 2 HIE
"l HW7|&
SERHAHGEN, HIFHA)
RPN 7 | A 2 __E s
o =k =3 HAZZ (M) StstAAL
AAME 7|8 ST} ZEIEACIABEIS ALYSAUYES
-C T ZiAt 6<p§3)5§ﬂg>° 27| A? " R (IHC)?
=S lyH ]S
(SISH)
HIAMZA Hef 28X
5 SOIM Helerd ZIHs
HIAMZA HQF BiXto] i L
BN | g FUEL SR ol BRERE i
] growth factor receptor) 2| HER-2 25 % HE 2N
Xo| al 3o = = - S =R =
ez | eumagol | IEETECPVVATIOONS soisin 0 gm0 BIoEA /M mEe
Ol SIX} ChAt kinase inhibitors) X|2E ?{501 T2t S 0|= 2 aro2 s10/54n
M = S X|ZOFR|7} OIZtMS 2471 Ql= =T VIS < os =T )
e SO0 dasy s AU 2SNl oo By
FOPR SER0IE BEek viE PIet A2 SO MBS
QI3 Mol =X 52 13
==
E;;;: L}-598-1 L}-583(L)  L-583CH  Li-583(H(3) Lt-567
s CBO03 C5672
=2 |
ZEEDL | Chons e C5836 C5841 C5673
= CBO07 C5674
30 o8| M=o = = =l ol
(TEe-Level I)
ATHZER| | 11070.91 Level I: 676.05
Ha | @FY-Levell) | 102754 2415.06 272368 Level II: 832.39
15815.61
(TE-Level I)
21 1,139,860
ZIZHI] | /088850 | 124040 196100 = 221,160 21 54,900
A7t | (@HU-Level ) | I2142,980 ©I§226,050 2/ 254,940 oJ2 63,280
12l 1,628,380
ol2! 1,412,650
_ (C5672) -
=EAl22F
SMSS (Level]) 340 197,067 (088912128 52,114 (C5673-Level ) 1,523,161
(20224) | (Level 118,196 (C5834) 9,242 e sl

FISH, fluorescence in situ hybridization; THC, immunohistochemistry; PCR, polymerase chain reaction; SISH, silver
in situ hybridization

1) 237

S FL R AT

ZHES{EGEFR Genel

HYO

2) v ARAA- D714 DEA-E 714 9ES- 831 [EGFR Gene]

4

3) vl

4) WA ()]
2A: A7 HQPFINN 820244 19), ABHBYAE7HY 27| BAREL (AL 2024.4.12)
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1.4 ZLHQ| WA LU UMIIZX[EI(HUAZS)

RekAlelst LA 2021)0] T S NGS 71] W70 2 55 44} Holo] dhet Hlolel} 5]
ZA =11 1, FIA] 7K The Cancer Genome Atlas; International Cancer Genome Consortium)

oAz 5009 F:2] Yoll tisl F7 141Gt of 2}, RNA W=t G714 E A H, /8734 ZE-E FAolo]
11 ATE YA Eof ISkl ekl AEsIITh TSE 4:8159F DNA(circulating-tumor DNA) AAIS

o83t o T IS FAPIA 2 -, BAM B A (targeted sequencing)& B8 4 3o, &
T FAt 5 578 T B HEeIA A 22 73-20l= NGS 7TRE AR oF82 4= Il Aastaiei(Thst
AAefsts], 2021).
Goldman-Cecil Q& a}4(2023)0l4= NGS 718 848 AR £ $¢ 89 8371 Q1= A&
et Sl 2UHI oIS hsalA gk Ioiic 5% Tl Sl
A w3 2] A QARG NA & HlolHE E-8-5to] A HAA 2AIE 7Skl Ak
ZI2fut ol Rt ool Bl A& AP 9] HAY 7RsAd S ALEfsto] ERlofA 7 ARt A mAE
A5t getAlRE iAol E asithal Aokt T3t RARS S RI93l= NGS &4 HlolE7}
A g A e I3 A A Aok =St EHEClHAL A SR THGoldman & Cooney, 2023).
Harrison HW2FHb4(2022)04= 4<] B719]

SLETT AFelgct, AR ]2 i oE

Aol Hhal EEH 22 NGS AAE et

A

gl

A= 27 Il ZARIE Ex= NGS 24°]
AllEfoll A= Zdo]

Fol¥tHLoscalzo et al., 2022).

O
N

e gy TFe Tt He

I;

(‘E

H:l

=253 E Q] (National Comprehensive Cancer Network, NCCN)(2024)°f T2, H|AA]|
H ol A Ak A 2212 B2 0= BE517] 9l NGS 7[5t 331 215 EARITHHS Harslth
E3F507] o) e] RARNE Eatoh= wid AR Aljbeh, TR = AIREE 529] B4 Z2edshe
2L AAsE 4= Qlthar AGSIAHRiely et al., 2024).

rl

0= AAEFSES](American Society of Clinical Oncology, ASCO)(2022)°41= &0l = 25
I ZY ALl A A7 13o] 51%H HEo| QA A %‘?:}%—/F = 739t R A 744 A4

A5 %ﬁi]ﬁ/\]‘— HAISHAHALDE: F55). TFA7Z I S5 X 5ALE F 7] o) 32] Hio] upA%}
AT = SR @HARE ARgSloF St AT E: 739, 7R oot AlEA HEdE
ARESHo] S AlEAE T80l SR AR H0)7} Qi 7ol A ARlE FAISH= IRl e

ﬂJlO o_>|:

|

[e)e]
745 2jo] Qi 2149) 49 BAAE 74l STl B g 4 lckil AHFhATHChakravarty et

_I_4

F43595Hs](European Society for Medical Oncology, ESMO)(2020)0)4+= #8384 H|HE

B AAEA] H9F AFAQ UAQY 9l Yaolo] ZoF AMEZ S 0] 851 NGS AAF =38 tSict o]
TLY A 4% w4 F7Ha]Eo] WEsH Aol A= tietE ths A EHARE 13T 5
ATk AFoFrt TS o A= NGS AAFE PCR HARE tiA[E = Atk AFsHtHMosele
et al., 2020).
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H 1.14 NGS 7| QA I AL 242 22wl H AYTIZXIH

e

We

Goldman-Cecil

Medicine
(2023)

Chapter 33. Applications of Molecular Technologies to Clinical Medicine: Cancer
pharmacogenomics: somatic sequencing of tumor DNA for targeting drug therapies
NGS now allows a comprehensive assessment of actionable tumor markers that
indicate the potential for a specific therapeutic to have efficacy in a given tumor
The International Cancer Genome Consortium and the Cancer Genome Atlas
represent international collaborative efforts to define the spectrum of mutations
found in tumors, mapping the genomic landscape of cancer. These efforts
provide a foundation from which to develop additional therapeutic strategies
against new targets; however, even when successful, the results may be
short-lived as therapeutic resistance evolves. Despite the promise of NGS, an
integrated interdisciplinary approach is needed to select the best therapeutic
option for any given patient. Molecular tumor boards have become a powerful
platform to foster debate, discussions, and overall communication and decision
making for the use of NGS data to select therapy

Harrison's
Principles of
Internal
Medicine
(2022)

Depending on the tumor stage, molecular diagnostic or NGS analysis to assist in
determine potential therapies would be performed. (52 Some high-volume U.S.
centers routinely perform NGS on all specimens, including from the primary tumor for

patients without metastatic disease

ASCO
(2022)

Somatic Genomic Testing in Patients With Metastatic or Advanced Cancer: ASCO
Provisional Clinical Opinion

Section 1: Framework for decision making on multigene panel-based genomic
sequencing with disease—specific approved markers

(&)

When should multigene panel-based genomic testing be performed when there is
only a single genomic biomarker or small numbers of genomic biomarkers linked to
regulatory approvals of anticancer drugs?

PCO 1.2.1. For patients with metastatic or advanced solid tumors, genomic testing
using multigene genomic sequencing is preferred whenever patients are eligible
for a genomic biomarker-linked therapy that a regulatory agency has approved
(strength of recommendation: moderate)

PCO 1.2.2. Multigene panel-based genomic testing should be used whenever
more than one genomic biomarker is linked to a regulatory agency-approved
therapy (strength of recommendation: strong)

(&)

Qualifying statement

Germline testing and genetic counseling may still be needed in patients with
personal or family histories suggestive of an inherited predisposition, even when
no germline alterations are identified during tumor genomic sequencing using
various seguencing panels

ESMO
(2020)

Recommendations for the use of NGS for patients with metastatic cancers: a report
from the ESMO Precision Medicine Working Group

The European Society for Medical Oncology (ESMO) is proposing three levels of
recommendations for the use of NGS

Based on the current evidence, ESMO recommends routine use of NGS on tumour
samples in advanced NSCLC, prostate cancers, ovarian cancers and
cholangiocarcinoma. In these tumours, large multigene panels could be used if
they add acceptable extra cost compared with small panels. In colon cancers, NGS
could be an alternative to PCR

ASCO, Amerian society of clinical oncology; ESMO, European society for medical oncology; NSCLC, non-squamous
non-small-cell lung cancer; PCR, polymerase chain reaction
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Foster 5(2023)2 1153 T4 H4Uhigh grade epithelial ovarian cancer) A} 4099
o= F44 Ho] 91 uE A&7 7Fs/d= ERIsH ] Y8 $F 718E NGS HolHE ﬂ"ﬂt@u—oi
AESIA). AE 23, 4 sp o] 544 W] 96.1%(393/409), A2 wel T A §lo
25.9%(106/40978), A3AIE el 7tod 7Fsdo] Sl= 1ol 48.7%(199/40978)7F ER1= et T3 A&
T F8 FAA o) 2= BRCAL/2, AKT2 5-20] 131, BRCAL/2 Wo] EARZollA = 7113
AW AZ(progression free survival, PFS)°] F-2Jo1A] 2% 21K hazard ratio, [HR]= 0.62, 95%
confidence interval, [CI] 0.42:0.92, p=0.02), AKT2 5% 3o A= PFS7} 25| B AHHR=
3.86, 95% CI 1.002;14.88, p<0.05)(Foster et al., 2023).

Kang 5(2020)2 %3 dad o A= 7k 44 #olE gRlsk] s 475 NGS
YRAEZE #4137 43}, 16,4587 5 XA G2 77978013121, o] F 4 3%7F S-/5k=
A9k Q] PVa= TP53 61.5%, BRCA1 12.2%, PIK3CA 10.4%, KRAS 10.3%, BRCA2 9.6%, PTEN
3.7%& R1=]Qlth. BRCA1/2 PVY] 25.9%7} TP53 o3& (wildtype) & E21%|ich. T35t 2o
Sht o9l A& 7hsdt REIARS] PV/LPVE 49.2%°1%0H, PV/LPVY B4t 1.47H%ch
BRCA1/2 PV7} §li= 8RJof| A= KRAS 12.2%, PIK3CA 10.4%, PTEN 4.2%% 215 ciKang et
al., 2020).

Ross 5{(2013)& A /3573 daslollA EAA 57} 7163t G4 Hol& gRlsty| fls A %
269|(54%)7 A/l Fe FF 228(46%)E °l87 NGS HARE st A= 7Fs/d2
SAAY #ARE HEA R et YT Ee= AYAHE dSshe {84 HololAY ml=
THAAFA] 5EH Mutation Deletion Gene QA E Q] tiAA} 71&-S THSsk= R-74A|
Bolstltt. 425, F 1418 34| ¥o] 5 A= 7FsAdo] U= Hol= 673912, HA 2kX
09%(33%8)7 15kt o1l A& 7Hs3t HiolE EA-skSit ER1E 28 734 Hol&-2 TP53 79%, MYC
25%, BRCA1/2 23%, KRAS 16.6%, NF1 14.5%°|tHRoss et al., 2013).

_

QoA NGS 7[5 72 s AL ¥ SJ=r|ed7 ke SA=A] 3t

A EALO A NGS 719E F34F s ALY /44 b/ H axbd 5ol tit st A= w7t
=2(trustworthy) HA &7 B71E 5] AR E AZsl7] Yol

l
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1. 203

1.1 MR

b9t Aol A NGS 7157734t s dgALe] kg 9 aabd 55 B71eh7] 913t A1
“NGS 7|5t 737} s d AT A, dhgdel, s Ha) 35

HNCEER R L

SAAEL 790 2 7} MEPICOTS-SD)E FHOE Saakry.

FAA AR §A4 Sl

*@._OE bdstal a3pAQ17}?

o

H 2.1 PICOST-SD M2LE

o] i

o

TR
5 £91U|(c]s} ‘A9jusf 2t

s HELHE

Patie_nts iAot 3Rt

(CHA Bt

Index test

= NGS 7|dt QEX} THSZHA

(E ) | RUEEN

Rerarence - SERLTHES i.*”(Polyme_rase chain reaction— extended)
standard/ - Sanger @7|AZE(sequencing)

- SANTHEEE

Comparator S(In situ hybridization)

(HBZ/H|uHAL

- =AW (Fluorescence in situ hybridization)
- HAXZ(ME)SIEFAAImmunohistochemical stain) S

Outcomes
(Zup4

- AL BRI EEG WolIS

Y . EAnE
. TANE

oo
0x
ikl

tX] Of

—

=

« F1HES(DR)
. RN Y
o - OI1X|.I:FI OFI-”A-II:FI

- X|2¥+E(0RR, DCR)

ZHd ]

AlelH 71K NIBS
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1= NELHE
Setting

! Hagte
(@787) |
Time oo
Study design  gsigis
(G =)

DCR, disease control rate; IDR, incremental detection rate; NGS, next generation sequencing: ORR, objective
response rate
1) & 753t Ho](actionable molecular alterations): PIK3CA, AKT1, ESR1, BRCA, PTEN

e USEE G| FE85P |2 TA(BAERR A A2023-2263,

Al 20239 129 19)H o) F Gut =]A] 952 /\] oA A7 +E S=3ok= FAIE AL=lstod, =i A=
g= AARER 9 AU @ B4 91t FHE Alge] 282 5ol ‘B 5| £ Sl
e SAf= A Sxfolw, oFe] B7] Ee= A of R AgketA] ettt
ZFAAAR= NGS 71442 g d HAKNGS technology base genetic panel test)|H, o]+=H]-3-24]
B2 A Hgenetic tests for somatic variants)ZA] w3104 81 753t A9 AR A wfef 23]
ANZEAA, <35 Hcirculating tumor) DNA, @9 59] HA| 9 Squid o] £5, widof :23e 42k
5 551 FEsl7]1Z skttt T3 FoundationOne CDx (companion diagnostics, CDx),
FoundationOne (laboratory developed test, LDT) 52} Zo] &dlutth NGS #HAF Z21Eo0] AJo|st
A3} yrste] SEC] et Hlolg A2 £, FEE 52 A5 Ael7t 1AL o 2 QIS HAF Ax 1t

H|w/go] tigt 927} E|uh ujoll A= 41284 517 /do] obd LDTE $=385tti2te Adgo] 4-80]
7SR R 2 7oA A EHEZ ARtetA] 97 = Skl
FAIHE/ MW HA = SF B EFAEA T F4% Ho| d chld IS
Sanger 9714 QEA, FISH, [HC 59 &Y % XH;W?L A5t

AU = %= PCR,

ok

o

ANAE T 5 FARY RS HAF B FARE 9 oS, AAMTE, RAPPHE A HE
Aot o, oA el BARE-2 E3olA] Attt a2 7P EE(incremental detection rate,
IDR), S-AAE kA AE(1A]), 24344 X 5HFE-E(overall response rate, ORR), AR X E(disease
control rate, DCR) 5 & #HAIZ Qg &7y} AREER FE A3t 0 dago] oF
5~10%= +44 QQlof| ofsf WAgstar, AA| ?J*J"ﬂ/ﬂ AT At 7HEEo] = AS- A
WSF o 55 TS| flsf SRt A 747 F-AAHARE AL QAT 3
WA 58749Z I BRCAL/2 AJAA=E tﬂ 17} A== AS AARAS 6l AR HolE
HUSESE Pusiay glod, AR %14101] e FUsIsta Y A5 F¥o| A& germline BRCA
(gBRCA)+/HER2- 198 27| 9t 9 Aol 7 tAC & PARP (poly ADP-ribose
polymerase, PARP) 9AA[?] Olaparibo] 4|9F#] 51715 W3ith. T ol PARP AAIA| A8
Aol & AAPT AR 02 AL ER= AT HARE Al3¥510] somatic BRCA (sBRCA)+0] EH1=]H,

712 9 FHAEARE AI98510] gBRCA B10]E ERIsk= 4] 0 2 oFA]| AHZ 95l & FAARE &8

|«

Ol
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T

AR A] ZA o AR ERRIE]= OF 6%2] pure SBRCAE €3
== gBRCASF 5% 718F BRCA (tumor BRCA, tBRCA) HAS
v, 7]EHAKGBRCA) HH] & AAKSBRCA)OIA g 23 S8
SAAQ o] Uit webA] [t tAeke] 739 A=A 7 /e
2/3& 7H 44 ¥ol(actionable molecular alterations)& H&dH=1]|
AAte] IDR, F4APE FAAE, A=FHS(ORR, DCR)= 3] AHE T
Fi dAAoA A3 5878 7H B4 34X Hgenes of interest) 582 734}
IK3CA, AKT1, ESR1, BRCA1/2, PTEN 9158 aald 27E st 2 siich
H A= 5 HAFARE 3 QAR 555 o] §-3471 Holo| thE #AARE
= A5 A m AT 71oloinh & 7ol 2ekER] 92 PES, AAl & overall survival) &
AR A4l a7 | Hit 5 AARE S5l AEE 2fAle] A7 Sateh= ool 3l
32 71EAAE A2 53] S0l & HARR RIS Ssto] A dst A mieks 24T
B2 oA FRISH ] ofgrh= ool . E3t 5 AL T
AA R WolA ARGEZA 9 A AFo] A& HEH A o (R H)E&0] B2 A-3A1e] A5
ALRF T HEHA O 8 AR EE A, TA alabA e} 7ol =EiRlof A A =R 242 $15H FDA 52
S{clinical laboratory improvement amendments, CLIA)E A¥4o|4 4=34H NGS
AARE-S HTSHL Q= A B2 AR o) EAIolA HARE SIS Blwdk= 22 A -5k
+= oHAo| 3l

F712 WAdolA PARP SAA A8 Y5t A AIZ3FEH (homologous recombination deficiency,
HRD) Z3}2] 23} oo} #ddsto], HRDE= A 541 HIFol(=598%) 7Ia=2A & HAKH598-1)2}
AR&HREo] Aoleik= oo itk T3t AR HRD HAR= =HiolA] A-82k=]%] Qhal L& 7| HoflA e e s
A=, LDTolM Alg=h= HRD &7 F H20F=A] k2 Aol 5 18710l 223tsto] 571 Al g7 HEats
GS}5l7] ofgie 4= Qo] HRD A3HE E3SHA] gl AA 0= st/ |= Shit:

TS A9 Y3]oA = A= He] @AYol SRt wet AR = w2 {thelo] Bl=A Hatsta
S0l Bl stje] el 24l lol=ziel © T AL FEF] F PAe] YIH F84S B2
stoict
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1.3.1 3¢

=] glo]gH|o]AE= Ovid-Medline, Ovid-EMBASE, EBM Reviews - Cochrane Central Register
of Controlled Trials& ©]-83lo] A|AZ £ Al 79 Aoz T#EE glolEHo|AS Z3ls}
ATHE 2.2). AMel= Ovid-Medlineol A AR HAjolE 710z 7} A7o] E4do] WA 4451
MeSH term, =2|4HAL A A4 59 FAM752 S85H3th
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H 2.2 9| TX} H|O[HH[0]A

I 23 MY URL ZF4

Ovid MEDLINE(R) In—-Process & Other Non-Indexed Citations and Ovid http://ovidsp.tx.ovid.com

MEDLINE(R)

Ovid EMBASE http://ovidsp.tx.ovid.com

EBM Reviews - Cochrane Central Register of Controlled Trials http://ovidsp.tx.ovid.com
1.3.2 LY

=4l HlojefHjo] A= o o] 37] FARIZIE o]-85to] RYSIATHE 2.3).

H 2.3 =LY FXt HIO|E{H|0]A

U £ M URL =4
KoreaMed http://www.koreamed.org/
O|Sh=220|O|E{H|O| A ZA(KMBASE) http://kmbase.medric.or.kr/
StEstEMEA(RISS) http://www.riss.kr/

AR Bl F2 Jidolel BWR BolE T Teleiglow, =9 HAYUY ¢
Ovid-MEDLINEO|A 2831 HMolE 7|Eo 7 7 2tz 2 A-galqct. | dAYe] 49
A A] ARSSE AA AZRS 7] E0 2 oy =] AARp A o] A LE|R] Y= o] EfH|o] A9
8% ol Ads| £7gstaL 1Haslolo] AREStH, 7 Hlo]EH|o|AS] B/ YEo] i 9 HE-S
S-8oto] AT A1 A Q1 FAA 9 HA AT = [HE 3] A5k

>
o

EHANL SHATES ATSIA QLor, FHlol FHole} ol Aatsieict

AR L] AAAES B giste] A AAH BHTE U EA AN SR AL 2
WA P AR 5 Efa, 2 B7ho] Ad/uA] 7o At B vt AEsiict

1.3.6 7I0|1E21Q1 I =L 2igh A

rio

7holEgkele ) A TR A HEAE(Korean Medical Guideline Information Center), =4
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NEC

A8A- Y EHA(Guideline International Network), F== =HEAUFAFA(National
Institute for Health and Care Excellence), t]= FEAUUELT(National Comprehensive
Cancer Network)Oll4] “ovarian cancer”, “next generation sequencing’, “NGS’, “multigene
profiling” & 8015 Zgsto] FMI1aL, HAE 7o EeilS &-gsto] U9 Q=7 |&B ¢
A Hw5H8], A 7|l A W 7o =EielS 427] HASHATHE 2.9)(AMY: 2024. 10. 14.). ETE,
=4 S BAEAR, AFOorEQbdA] oorEebduzt, HAEAMANEZHE FEFHelA
ARSI FAIAQ] AR 9 HA A= [R5 4]0 ARSI o] % A9d3]oflA Zto| =]l
9 ) A 2APET] A S ERIsHIT

URL =&

https://www.guideline.or.kr/

https://g-i—n.net/international-guidelines-library

National Institute for Health and Care Excellence (NICE)  https://www.nice.org.uk/

National Comprehensive Cancer Network (NCCN) https://www.ncen.org/guidelines/ncen—guidelin
Guidelines es

American Society of Clinical Oncology (ASCO) https://ascopubs.org/jco/special/guidelines

European Society for Medical Oncology (ESMO) https://www.esmo.org/guidelines

= g

HAZR|E

https://www.mohw.go.kr/

O|OFELOFK| |} O|QHE E S b A|AE https://nedrug.mfds.go.kr/index

HEEHAMAEI https://www.hira.or.kr/main.do

g BE Basd] ge F He) dEA SRaoR st 134 A A
ABat 222 AEste] & Wk FA0 BeiAo] gicky BEE AL WAk,
A AL BES AEsiol Ao Aot Bl A4 z

al g
BAA7} 1S B, A7A 2lolE B3] 9ALAE ol5lon] TAH EHo| Ae 9w
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H 25 4871= # Hid7 1=

M= X7 |=
- A SIXIE Ao 2 At - QIZtCH 04?7f t A(SEAT L= MYMAT)
- NGS 7|8t ST NS HALE 345t A7 - X7t otd HKEAH, letter, comment S)
- APHO|| Holgt ZIHHSE 17} O1A HIASH o172 - 5120 F= G902 EULX| 22 26
- 52 T= Qo2 E0E A4 - SMBSYZZ0FEIHE oL SIo=R JRHE TN § SEAMAE M|
X 42 49
- 9o s 27}

- 3% STE 23 YAV} 55D, S0H AYNEE SYst o7

HIER S B7he 7 1 o] AP 512 02 AlgistL, AEUA] Al =95 &l 25| =
sioltt. HIEENE Brtee 7R3l weh FRREY Hm Al %Jﬂ:rL(randomlzed
controlled trial, ]85} ‘RCT’ )= Cochrane®] Risk of Bias (RoB), 7L 2]°] H]F

HWAFATE, Z2E A, o A+, AF A5 52 Risk of bias for nonrandonnzed stud1es
(ROBANS) 2.0 =23 o]-8517| & sF3T.

1.6 XI2x&

AHEFE AHO] G A4S B8 3te] B B YEATF SHH 08 ARFE FAo] ujet B

Helgh 5 O o Ho] AEAY} 29 AnE SYH0E PEsky, 0F7 YA Slshs

APt 4252 0 FEL A7) AvA EHETAE, AAY, A7}, A7

AT, AR L S0 7, wdol TRE f7} 2, T 5% AHE), MKl
A9), A 9 Evby A 52 XA

r
5
AJZ

1.7 X228

Az 8= A4 HE(qualitative review) S 2851t
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G7r&4t

=2 DB {n = 10,617 E-I-I_DB{H—M} _ HI_ZH[!'-—EF
(Hu: 2024.5.3) (Hag: 2024.5.3) (Hagl: 2024.813)
* i MEDLINE (= 4,238) Kareabded(n= 71} * Gaogle Scholarne= 5)
+ Onid EMBASE (n = 6,147) EMBASE (= 4)
+ Owid EBM Reviewnars (n = 232) - RISSn = &)
¥ - zuEA (=308
L
12 HefE o =8
{n = 7,387}
» MY = HE § HsE 28 (n- 6,745)
b
23} M Ok 2
in - 642)
BE HE F WAE =9 (n= 636)
PRI B} 0 FRIRE T HRNET - 12)
HHI TR WE 2H(n=1)
BT OPD BAUEE, letter, commeant &) T BESH
(X, UE=F = el HARIEE BR D=0
ASTIE EIZ| CAIRTETH O BT dn = 3148744 128
AP0 H2E EHEAE SR B AP =19
g TN HEE B EHAE SHET WAL =0
AT H2E FLTIER RS TR M0 = 476
ATl 2 B3 a0 SR G2 B8 =0
EBEEH (n = )
MR BT §7n = 1)
F
HYEH [0 - 6)




FAQt A VS ASERS & 6HL R, o] T TUUIA Ul I aTE AARE A= 3ol
A7, A7H= g+ 3W(Sa et al., 2022; Eoh et al., 2020; Lee et al., 2019), ZZ0}€]oKCerina
et al 2024), v]=H{Watson et al., 2021), LAE & oHBekos et al., 2021)°14] ZF 1Ho] ER1=| At
e 2ol A, AL BHd daddolglon, EAEH ofge] His= ZE=E
Jolotdnt. T s A 271 W7 (stage I/11) TAWS AF(1.4%~ 19.3%) X5+
SAAA] A= B SFE2A0150H Y E S EAEE AJolstelal, wWidof ke 732t
= 24 270, Hd 382709 v RS Zodokal A Blagiks @S o]-83 Sanger
714 FA o] I Ut ot 1H(Bekos et al., 2021)2] & NIA AAIAZE(gBRCA) HARE #1131
20079~201597F4]+= Sanger @71AEE4, 20154 o|F 2+ 532t s AANS 53Tt

AL F 1HoA }‘/\Wﬂﬂ L_o} Act. AL F 6HOA Husl o, o] % IDRE 34,
JATE(E)S 39, A7 1HOA Haskgoh

HEEH0] 4L (3 3.1)7} 2t
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MEHESI EY
AL AR} STHA ZaE
1X X} i o molecular Al H| A}
o‘; [ = | -
@z ®¥ = N az  subgroup/ A mesz  Eyemx mxEd 0 B omy  sam
FIGO stage (53)
ZMAT(O|AS)E Y FIIHEEQRH)
* customized NGS
cancer
panel(MiSeq)
HGSC(476) * TruSight Tumor
LGSC(13) panel(170) (gBRCA)
Sa MC(24) ¢ Oncomine PIK3CA Sanger
1 HWHHE o= 652 EOC tumor Comprehensive BRCA1/2  Olaparib(26) ger - FIIHEE
(2022) ey EC(24) sequencing
&) Assay cancer PTEN
CCC(58) : (blood)
others(59) panel version 1
* CancerSCAN
version 3(381)
* OncoPanel AMC
version 3(382)
(gBRCA)
. Sanger
EQOC Oncomine BRCA .
Bekos H|WAHAT QAEEZ| -1V B sequencing/ oy amie  EJlx==
2 o2y (=m o 40 ég%f’/oc) (Ill-IV 89.4%)  tumor Researg;Assay BRCA1/2 multigene & THE  FHEEE
’ panel testing
(plasma)
NGS-based Sanger
H| S -
3 (2E002h0) lﬁ;gj st= 98 HGSC =\ tumor  multigene panel BFI:ESA??Z sequencing - FIHEE
e (170) (blood)
OfHIMY 2 X|ZHHS(3TH)
HGSC(8)
. PIK3CA
E]
g Cema spen 3RO oo poc LGSCOY) 0 FoundationOneCDx BRCAT/2  PARP - - Op
(2022) Ot Ccc(1) PTEN
others(8)
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Pt o2 SHAAL

2| E
palal 1(:'” gjl a7 molecular Al HIE?&M
@2 ®8 N azm  subgroup/  EA IR gxomxt EMxay  @H) oM EaA
FIGO stage 5Z)
HGSC(36)
LGSC(20) .
Watson MC(3) Fqundatlon PIK3CA . i i . .
< = = —=
5 (2021) 4+ 0= 89 OoC EC5) tumor Medicine tumor ~ BRCA1/2 PARPi ERJ|&
ing tests PTEN
CCC13) sequencing
others(13)
HGSC(5b)
CCcc(10) TruSight Tumor PIK3CA , R
6 (ZL(;GQ) sy 8= 84 EOC EC(6) wmor  genepanel  BRCA1/2 O'IZFK’%'(%Q - _ ;QHJE
MC(2) (170) PTEN =<
LGSC(4)

(O)CCC, (ovarian) clear cell carcinoma; EC, endometrioid carcinoma; EOC, epithelial ovarian cancer; FIGO, International Federation of Gynecology and Obstetrics; HGSC: high-grade
serous carcinoma; MC, mucinous carcinoma; SC serous carcinoma, UC, undifferentiated carcinoma
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F2:9F Sol A NGS 718 584 i 73ALS] MR 91 H7He RoB = RoBANS 2.0 0] 83t]
Bk ool 9ok, Tl AT-9o] SlEiA] glo} ST 4 9l

2. g R84 2An

2.1 QNN

NGS 718t §A} s AL] Qe At el Sk 0 o AiLS, ANl 2) R, 2A YA S

ol Bopstoct

2.1.2 ANET(DIHS)E

AN (M AE) 8-S HsH 238 1Ho|lth BRCA E11o] AZ00A] Sanger 8714 EE-4](gBRCA)
o] SAHAAKBRCA)S] Aife-2 6.4%3 /4780120, 1 Q12 Al o] @ 7182t FAA2]
EAAH 282 Bkt

H 3.2 ZAEIE

XXt HY QX SHHOI(n)

W omeir) B 2 ASE%)  ATORREE%)
Sanger sequencing
140(47/93) /multigene panel 33.6% _
testing (47/140)
: Bekos - gBRCAp(47) (gBRCA1/2)
(2021) - gBRCAV(8) -
- gBRCAWH(85) Oncomine BRCA 37.9% 6.4%*
“GeRCAly) | (B3/140) (3/47)

-, not applicable; g, germline; p, pathogenic variant; t, tumor; v, variants of uncertain significant; wt, wildtype

2.1.3 ZEISHE

5 A AR Q1% 2P EES Hg BEL glolch
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2.2 g41d

NGS 7|5t 7704 s d HAke] E3d2 IDR, 3APE oA AE(E) 3 A1=Rksol dis g7t it

Mo

2.2.1 FIIHAEE(DR)
9 GHRHAL OiE] SA78A] BRCA1/2 GA% E¢Ho] IDRLS Bl WA 3HoA B 51c)

A A Gk thAF 21 (Sa et al., 2022; Bekos et al., 2021)914 gBRCA tH] sBRCAS] IDR- 7}
25.90%, 4.29%% E21=Ich. HGSC T4t 1H(Eoh et al., 2020)0]41= gBRCA tH] tBRCA IDR&

4.08%= 1= Ut

H 3.3 FIIEEE(DR)

B aplorc)  BEREX SHH0(0) A 4B, % DR, %
239(115/124) Sanger sequencing 22.2% _
1 Sa gBRCAG3) (gBRCA1/2) (53/239)
(2022) ;;BSRBCRA(?RSS) NGS multigene test 48.1% 25 9%
P (SBRCA1/2) (115/239) o7
Sanger sequencing
/multigene panel 33.6% B
140(47/93) testing (47/140)
9 Bekos gBRCAp(47) (GBRCAT
g /2)
(2021) gBRCAV(8) 0 ne BRCA
gBRCAWH(85) neomine 37.9% .
Research Assay (53/140) 4.29%
(tBRCA1/2)
98(24/74) Sanger sequencing 17.3% _
Eoh gBRCA(17) (gBRCA1/2) (17/98)
3 (2020) - sBRCA(21)
both BRCA(14) NGS multigene test 21.4% 4.08%
-BRCAWt(74) (tBRCA1/2) (21/98) e

*¢BRCA+ 71 IDROIH, 4] 140 715 IDRL 6.43%(9/140)
-, not applicable: g, germline; p, pathogenic variant; s, somatic: t, tumor: wt, wildtype

2.2.2 AdNME R X|=8S

HA G2 o] SRlo] mH op] AU U X 28-S B B 4ulolgir,

)

BRCA1/2 Wo] glRlof wk& PARP A AH(HA)E2 48 5 19H(Sa et al., 2022)0f14 gBRCA E+=
sBRCA1/2+ t 7%(8/115), Sanger H714 EE4|(gBRCA) BARE -2 SIS td0 = 3.3%(8/239) =
so1=Qic}. 33 % 1% (Cerina et al., 2022)°14 tBRCA1/2+0] W2 EAX| 7 v E-L2 PARP AA|2]
739 |7 7F53t Hol(actionable molecular alterations)E 5P o 711 tid 19.29%(14/73), A oAk
16%14/86)°1%.0m, 5171 A-3FH X FEa= A& 713 HolE sht oV 711 tidellA] 56.2%(41/73) &
FRI=| I}, 21 F 1H(Watson et al., 2021)04] 2|8 7Fs3t §lol7}F shu o sl Skt o 435
-2 20.8%(11/53)°19 3L, tBRCA1+0] W PARP AA| i 5.7%(3/53), 1 2] PIK3CA, PTEN
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NEC

o] golo]| whE ghiputo]Al A A (mammalian target of rapamycin, mTOR) A4 E=
AT I ES 15.1(8/53)%C1 AT A =RES-2 HERES(partial response, PR) 0%, P ¥ (stable
disease, SD) 18.2%, X3 H(progressive disease, PD) 36.4%, T7|X&EZ H7} E715 45.5%=
Byt A 18(Lee et al., 2019)914 EHA = iASL B4 2| =27} 7Rs3F A 10.5%(6/57),
AR AL 7.14%(6/84) 2 EHRIEI9IT}. BRCA/2+] 58-S PARP SAA(Olaparib) & X85 woron],
PIK3CA+ 1782 A E ol 555 o] 8d 7IHoA| B(protein kinase B, AKT) JAA & A &Rigkch
2] 2HES-C. 92 @ 0 & PARP AAA| X B2 HEC SIxl 51 2 4Ho]9)on o] 3L 5719 o]A}
Ako] 91917, 188 7704 2} PDE SolE|Qlch. Y] 1L 43} Bl a0 2 PARP A4 X2
RIQKL, TR AH7H) SDRLOM 7/HERE X5 X451k AKT ORI X 2uhe 178 Aahi
AA7A] SDYAL, 27017 X 22 2451}

ol

oS,

H 3.4 AMHE L X2HS

MR ENONRE EHR i _
o -] EI'I IAJEHE II:I_%
_ _ 7%
PARPI(Olaparib) )
1 Sa EOC BRCA1/2 SBRCA(®) (8/1157) -
(2022) (239) BRCA(1S) 3.3%
9 (8/239)
19.2%
2)
PARPI(14) (1‘11/612 )
(14/86)
Cerina EOC 56.2%
2 0 (86) BRCA1/2 on-label® 41/73)
therapy(41) 48%
(41/86)
64%
_ 4)
off-label®(55) (55/86)
. 0 5.7% _ pR- o
BRCA1 PARPI(3) 20.8% PR: 0%(0/11)
5 Watson oC (11/53%)  (B/53)  —sp:18.2%(2/11)
(2021) (89) PIK3CA,  mTORi(temisiroli  12.4%  151% - PD:36.4%(4/11)
PTEN £ mus) S(8) (11/89)  (8/53) ~n/a:45.5%(5/11)
- gx2
. . - Me2:50%(3/6)
PARPI(OI 10.5%
. Lee EOC BRCA1/2 '((%apa”b) 6/57) ~ PD: 16.7%(1/6)
(2019) (84) 7.14% ¢ AXH LY
(6/84) - SD: 16.7%(1/6)
PIK3CA AKTI(1) SD: 16.7%(1/6)

1) gBRCA E= sBRCA Ho|= 71 84} ot

2) 171 oJAF A& 7153t #4} ¥o|(actionable molecular alterations)E 711 tiAF

3) PARP inhibitors(olaparib, niraparib, rucaparib %) Z3}

4) PARP inhibitors(talazoparib), PI3K/mTOR inhibitor, MEK inhibitor

AKTi, protein kinase B inhibitor; EOC, epithelial ovarian cancer; mTORi, mammalian target of rapamycin; OC,
ovarian cancer; PARPi, poly ADP-ribose polymerase; PD, progressive disease; SD, stable disease
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3. 7I0IEE1Q R =LY dig ZARELL

3.1 7I0|E2}21 A}

A o] ] ]}\1 T3 Q] Z0oF Hx]- 74/&}33_

NCCN(2024) 7tol=aRlofM = daddols 2713]& = At

HSHIH. 2713 = @AM gBRCA HHol7t gl Aol AMxE HARE B8 sBRCAL/2,
ol@He A4 (loss of heterozygosity, LOH), HRD AME]S 235t £2| Hol & 3olslo] iAo 7

Y5H A= &E 7hs/d= 28N o7t Tl AGsHit A dAM= T Eold B

FTYHISCA 3P = B4 Xm0 o] 7S ERIst | IRt EAFAARS HalshH, o HARA HER2

(IHC), BRCA1/2, HRD, MSI, TMB, mismatch repair (MMR), BRAF, FRe (FOLR1), RET, NTRK

FEo] ZIER] Qb2 A F7F AARE 2 ARbeltHArmstrong et al., 2024).

NCCN(2024) 7to|=gR12] =8 HU|o|EAE A EH, HRD2}F & ste] @A) A/dolA AR ==
HRD #HAR=HRD t8] A #(proxy measures)®|™, 7|52 HRDE dl&sk=t] A&7} =4 ZOo1t,
gBRCA1/2 Wol]7} Qli= 2hAtollA] PARP JAIA2] F-A1 8 542 Al5-5H7] 18l HRD “JEiE &elsto]
Bevacizumab2 283t 13| 7 0]% b4 E= HE Hkgo] 2R1H HRD A/ FYollA= Bevacizumab
+ Olaparib FA2HES HISIHHCategory 1). A&7} 42 AR AHhomologous
recombination proficient, HRP)> 24| %AQte] oF ik 2px|shH o] 74-9- PARP AAAIE AR&5}H
e P 71710] F 37T YR g R B vl AR 2A= HRP ZYolA] PARP JAAS] Ek=
Agt&olgka wekslIthLiu et al., 2024).

W l‘

STAGE n, I, v HANTENANCE THERAPYRTY
POST PRIMARY TREATMENT U =
Ernn-ﬁll FEEECNEE I,‘t!l'r* Nl aparib g&nhﬂlg{uul
ow-llp
BRCATE {,-r Farilal resgpeeas (PR] :t..wp ib
He CLUOE ar
Bevnelrumal untnrelup:‘i Ty rhlrIprhr Paraistant Dissme o Recuresce §0V-T)
:‘W wharing ::":" ‘:"_':: = Tharapy fo Parsistent Dissass or Recurrencs [OV-T)
mary Garmii
Btage 1" | [thermpy ar somas| T [ ——
1IF"E'.'l|4 primary 4 ARCATT ‘“—u__‘ ar , .
o - mutntion - raparib icalegory 1)
+ imaging® CR¥PR —————= |5 -
s obmioslly /'/ Foucaparib
Indizaied: g ar
=" Ohserve Tor seleci stage I dissase with CR Mazsitering!
N, PETICT, ™ Foliow-Uip (008
\ Ilnmnlugnul. recombiration [HR)
or T el ot e —
thigh| P cuilpu{: Bavadiziumaly + plapanh |oabegory 11
ol
i " " Hlﬂlr!lp:iﬂr < I-ﬂ' jomg — |Bavacicumab + niraparib (# unable o olerie claperib)
Fvacuma unknow ar
wned an gar Pom— Havacicumab
;l::;rr Birallie wpr:rﬂ"::‘—l"rhmlprh Farslstent Divemse or Recuresce {05
unr';ll-uﬂ:‘ <: E:vl:l:l.ln.lp * olapark (calegery 1)
mRSNen CR™FR " |Beyncizumab & nirapanib [ anebls W wlkerabs olapanb)
or
- -. Momitoring!
P ' Follow-Up (V-8
MNinparin’
or
5T i parformad with orsl aed 1Y conioat junisss comiaindicsind} snd recial conirst Rutapain?
e il
¥ in the sbsonon ol 8 BRCATS muiaios, SR siaius may proside imlomaaion on ite
rirgrobachs of Baralil of PARPY herapy (0W-BL "“-ul]l.l"l dren wrvethpsang of doedin.
" Sam Principlas of Syaismic Therapy (0445 | and Mensgame=! of Drg isscticns ¥ fiwta amm bmited ior mesnfesason thampy with s PRI for catlents sein llml Il demass
(=t ¥ Aber firnHine ey with bevacinamas, deta are s ienance sy with
® Poal primary ireaimen recomimsidations for atags - high-prads ssrmse or geade sl e-agent PARF LA ik T yhenis with a ge ® o

ofi of PARF mainienan

2 et COPDIISITEL (Ofakef Ao Cear Dol COPCTNTE OF SENGrOSEOaTE wilh BRCALE L
B BACA LT sutaien (L8

12 3.2 HAQ stage II-IV CHA 1XF QX|IQH
(Liu et al., 2024)
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ASCO(2022) Provisional Clinical Opinion®|A& Ao T YA & SERof| A B4 X|7E SHAY
HjA|Sl= Blo| @utAR FR1E 42 #lo]7F Sli= 7%, CLIA 718t 917€ AFAANA TF FHA
A7 RS Fofok AT F55%). 271 o9 Hiol enA et AAH S1H AEA7} =
§ o5 542 1 718E FARE Aastc (AT 739, TMB 571 MMR 2%, NTRK 833

A o] HHAY BLojo} Alglo] 59l(site-agnostic approvals)d X&E7F Q= HL HE
toll A §A7F HARS AT 2871 3lom, ol v f4AA 7|9 A 2ol FEsHAY gl
7H9l A 73S Bkt E22 & 4 AUtHChakravarty et al.,2022).

ol o
o,
I

oM RIomy
o oft
P 5Ty

ASCO(2022) A& AIARY HHlolE= 1A & E 715t 2Feta H)o] &4 Ei= B8 93] 3l
AEA Ak 3-47] A5 dAdollA 1lea FBY Em AU Aok 13 FAI 8 O = PARP
AAA A 55 HIASHAHTATE: ==, A% 9. BRCAL/2 WHolE 7 B8 AmsidE
Olaparib, Niraparib, Rucaparib< Z3}sloF 5HH, FDA 5?1 CDx HARE &9 HRD+= &R1gH 5%,
Rucaparib, Niraparib®| X|&-41°] € 4= 1th. non-BRCA1/2 = HRD-9] 9= Rucaparib¥+
Niraparib A E-540] & 5= ek AL dat i BRCA1/2 HoleJglo] Wa 7|4t 515ke #o
HES-Z Holal, PARP AA| = A= 7] o2 A= 22F ol RA| R o 2 PARP AIA G=A2E
HAISIPHIZASTE: =5, AT 49, A da 17 dAast tid 9432491 XA 25 PARP
AAA F=ARE-Z HLoHA] Gal(EASE $XE AT $55), BRCA o83 (wildtype) = W
A AL At A 50 HsH] FetHEATE: ==, AT ZF8)(Tew et al., 2022).
ESMO Precision Medicine Working Group (2024)°|41= A4 W4QF SERjof| A HSH EAH
°]-83F BRCA1/2 ¥o] 9 HRD Al 32 L6k, HRD+ A5+ 49/ Gt i $F 71
NGS HAF 8 ARtk B3t 71EEo] AW AZE 7Fse S BRCAL/2 Blo|7F ERIER] &
A9- 37141 A FAAAA =S Barsteth. HGSCollAl HRDE &0 2F 50%<1 H& 112 %
of, HRD A& &Rl 12k FRAIQHCE PARP AAIAIE AR&S=t o] A 784301 Attt
AFSHHTHAE 3.5)(Mosele et al, 2024).

—_

0

()

ESMO Asia-Pacific Oncology Drug Development Consortium (2023)°] 4+ AT dAado g
RS o & 3 B4 = 7152 3tglo] BRCAL/2 9 718 At ZHd(susceptibility)
TRt gt AL Em AN -FRARAAR F Aol TR HGSCE PARP JAA| F-A1 8-S
3 AAZ HRD HAPE 420t} PARP JAIA] W82 clI&517] $1sf @2 = non-BRCA
A2 homologous recombination repair) -F-8AF 4 Q] A EFFAS ST wist
7= oHd] SEoHA] goerng AFH AT 4g¥o] RSl AGsilH. ot 24 A4
2 T50] 55 BIATAIE 9] oA, FAAt Blolof W BAA| w5 US50kes DHAI- dAat
RE oA 7= Aol T8I AFstirt. T3 FHAIEY, AW, T A dato s
e 39 MMR %= TMB HARL E42lo]tLoong et al., 2023).
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H 3.5 EXEHO| AMH 40 2 SZ(ESCAT)

_gene/ alteration CERIEEY ESCAT score* Drug class matched
signature prevalence
Advanced Ovarian Cancer
germline P/LPV 15-17%
BRCA1/2 A PARP inhibitors
somatic P/LPV 5-7%
HRD HRD 50% HGSOC A PARP inhibitors

HGSOC, high-grade serous ovarian cancer; HRD, homologous recombination deficiency; PARP, poly ADP-ribose
polymerase

*ESCAT evidence tier I, ready for routine use, IA: prospective, randomised clinical trials show the alteration-drug
match in a specific tumour type results in a clinically meaningful improvement of a survival end point; tier II,
investigational; tier III&IV, hypothetical target; tier V, combination development; tier X, lack of evidence

3.2 =LY 48 XAt

Rl Ay ARt SR} 298782 0 2 BRCA WHole-Z Hargh ] +tof| =9, gBRCA Hol&-E
26.29%(78/298)°191.01, gBRCA- 86182 TARO & sBRCA Hol -2 12.8%(11/86%8) 2 K131 Paik
et al., 2021). ¥HH BRCA1/2 74} Blo] SRl f1et 7] AR Fo71e2 7158 RRE ARME o=
AE=H, HARRe] A9 Au A datto = el A Euieto] ZIE L AT 0 = S A
ke AQEy JArHAZEIANAREZIY, 2024). BRCA Ho] RIS 93t 7&aAE 3
FRAAHAKPCR, F714GEA)0] o™, N I FF 718 NGS F44F sidFARE o]8sto] X
7hssith. WAool AR wot weIsto] '24'd 10957 E 23 At/ et/ A= th I =
928 O 2 Niraparib?] =84 Fojrjito] 71& ‘BRCA ¥o| ExjollA ‘HRD YJ(BRCA Ho] =
A E:F4]) o2 Sff APE]ATHIE 3.6). HRD XA RE A vl sz 28 a4}
UCH, YH 7|HofA] A[5Ha] 0 &2 A= it TR AF-AFA-E NGS -4t sifidol A HRD AfE €R10]
7FsoH, ARl = 7 e (Myriad MyChoice assay)@-ARH 502 B 1% 37 QItHRoma et al., 2024).

H 3.6 H2Y0M BEX|EN X KERHAL I 2ig

BEXX|=H I[EBA NGS 7|t

gene/signature . R e R ERA N
H4RI/HEY S0 dAE 2088 (Mmzo 80%)
. . Olaparib/ PCR, MALMII 3 RIMIE

germline/somatic BRCA 2Imix} 20 o7 | =0 R
UL THS HAUE
AT Niraparib/ S0 ASMEEZLEAL  HZ0 oM =l 7ts

(HRD) =2t = [segencing] (.=5985) (o, OCA plus

panel)

HRD, homologous recombination deficiency; NGS, next generation sequencing; PCR, polymerase chain reaction
1) 12} SR ¥ 9] FojtiAlS 7= ‘BRCA Hol kR0 A ‘AR %232 M (Homologous Recombination Deficiency,
HRD) ¥(BRCA ¥o] T F4A EMEA) A= Fol71E g 7132 (AF L "24.10.01)
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1. Bo1aa Q9

'AQE SRRl NGS 719F At sid Al 3l A, 25 Al 7= oUW+ 34, S
T 3%, oA 1,149%)01900. A7k Hi-Rel K19/, A A daetolglon, EAtst
2 ofgol E2= EAEE Aoloilrt. H3H e oI 27] §71(stage I/11) Hathe AF 2etstal
AT, AR A= BT FF2A0I. FFHE TF= EAER AolstolL, midef o4

AR o= 24 270, 2 3827H9] T RARNE ZASEAL AISA9MCE Wl AR BE o829t Sanger
A7 A A o] SRIE it Thit 1319] 210l A BAMH|Z(gBRCA) AARE #13] 2007'3~20151371H4]
L Sanger @71 QGEA, 20154 o]Z 2L TRERSAX} I HAALE 48519t

E3H 71o] Z3E slol=Rele 4wolglom, F @8 2AFAT A4 BRCA $784 @ HRD
T FAA A} 71 &AL FoIERe st

(o)

=

ALY Qg2 AL T FARE E o RS, AAMIT(RAS)E, A EC] sl Bkl
2 o ek E RAPYHES g £ oich AARIT(1HE) &2 Bl AT
1#oj|A E315}3137, BRCA EHo] &4 Sanger A714 BEA(gBRCA) tH] SAEAKBRCA)2]

71912 AdtsA 9] @ F(1)et SUHA] FAASH2H)E Harsioirt.
B2 BAFAR EAH] 2 IDR, FAAPE A 9 A 2515 sl 7lstnt. WAl 4]
T FAAHAL HiH] SAEAR] BRCAL/2 F-4A 24| 9] IDR2 H| WA+ 3HO 4] B 519t
Abul A W4t tiA} 2o A gBRCA HH] sBRCAQ] IDRS 7} 25.9%, 4.29%% B1%]Q137, HGSC T4t
13Hof| 4= gBRCA tH] (BRCA IDR-2 4.08%= &R1=] it} 43512} #o] FRlof ik oA A (E)
2 X ZH-S H S E32 410t} BRCA1/2 Ho] 3Rlof| whE PARP JAA| AE(WiA)&-2 41
% 1Ho)A] gBRCA E= sBRCA1/2+ WA} 7%(8/115), Sanger F7|1 A GEA(gBRCA) AARS HH
ARE WO 2 3.3%(8/239)E SRI= U 33 5 13Ho|A] tBRCAL/2+0] ThE A2 & WA E2
PARP 9AIAI9] AL & 7Fs$Hactionable molecular alterations) ¥o]E 31} o|AF 714 thA)
19.2%(14/73), AA] 2 16%(14/86)°12H, 37He 2-8FW(on-label) A== A& 7Fs3t
HolE Sh o 712l thdoll Al 56.2%(41/73)& ERIEIGIT 28 5 184 X & 7Fs3E Hol 7} sht
ol TrAd At A= WAEZ 20.8%(11/53), tBRCAL+°] w2 PARP AAA] W&
5.7%(3/53), 7L 9] PIK3CA, PTEN & ®Ho| g<lo] @2 mTOR JAA| E= WA HHE

e
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15.1(8/53)%°131tt. @SS PR 0%, SD 18.2%, PD 36.4%, B7|XNEE B7} B715 45.5%%
H3lch UmA] 1Ho|A AR uﬂ%%ﬂ A X727}t 7R B4 10.5%(6/57), HA tiA
7.14%(6/84)2 It BRCA1/2+91 58L& PARP AAA|(Olaparib)® X EES Hgkom,
PIK3CA+ 1782 AR 555=°] AKT Oﬁﬂxﬂi A mROIT A B8RS FA 8O E PARP
AAA A= SAk= 5T F 475013021, o] 5 3782 5711 o4 Aol /llaL, 1782 7711E X PDE
FRI= At YA 12 42 G 2 H O 2 PARP O*XW A 55 Wk, AIHEA AI7HA] SDR.CH
77887 A 5E A0 AKT AAAR 25412 182 AR A17HA] SDReH 27hE7t AwE
A&kt

1.2 710|S2l Y Y 348 EAIZT

NCCN (2024) 71el=e}e] FE 2k, ool 271715 A gBRCA Mol g o= AME NS
59 sBRCAl/z LOFL HRD 498 S0 2% Wof2 910 st gl XHH* EEEREZREE

HRD 74 -uc-’rt‘é%o] 2k 50%%1 ;x‘:% 1 o, HRD *JEH Rl YA %i%@lﬂi 1A fA8¥o=
PARP AAIE ARE-Sh=H 9lo] A4 §-84d0] Attal A=stelth. HRDLF #edsto] AR /el A
A== HRD AAE= 7154 HRDE d|&5h=y] ASHe 7} 2] 9EoL}, gBRCA1/2 Blo|7} gl 3kjol|A]
PARP 2AIA| Q] 92 3-8 AH5}17] 95 HRD AMFERE 916} Bevacizumabd Z35l 13}x] & o] %

XH E= BE k80| &R1H HRD+ FU0l 4+ Bevacizumab + Olaparib 74| 2 S Hi15} T}

U AR =AM, 2T AP A/ FH/ DAY Y #A LM O = Niraparib] &2 ¥
Fojgidol 71& ‘BRCA ®Hol" o)A "HRD F/d(BRCA Ho] = F34 g4 o= 2
A= A

2. 28 & W

i

S=71EAg7t £9195) = AL £AA ZAY SH PR 5= F
Al AT

NGS 7]1:1} A s AR QS AN T B Yl ol kS, AR HEC] A A4

vt lar, An(ndS)E 6. 4(%(3/47211) STHA ] FEAHH A Aol A et 2

FHor 48 7Fssiths oIt Bk 5 AARE Al AARA T S D AHEA
Aol ZF2R1 SIS 7FHA] oL, AAIRFE 7129] BT -FARE B b do]

ST A /el EE A (quality control)7F HlA] @2 A= & HA] FAgtet
ZH5staL AR AQJska o u g R o] AY(FYen) W AFPX R ofRE FHT]
HAE AHT Al Pt 7|&= woheic.

pH0 & Tefsto] theat 2ol

o

A A= 7Hs Rt EAFHIANBRCA) 0] AE00 910l & A F7HIEES 4.1~25.9%=

7% 9 SRR ] SABAL S 20 3714 ofSo] SRelum, SHAE EAXEA
o] glo] X\ 7Ms k4] who] TR} i A ThaRte) 20% el EA X2 wste] YR
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7tol=gtel Bl =] A} 2AFATRL Tste] A 541 Sl 7ol =RiRlolA Z18/d Waset T PARP
AAA| A8 918l BRCA1/2, “FsAZEB(HRD), o34 FA(LOH) A8 & 23t =441
F7IHENGS BARE A8 A= Aarstal Qlom, M4 d4x9h 5 HRD 3E°] 9F 50%%1 4, 2
Ao/ et/ IR i 1A & RA1 2. K O = Niraparib T2 Fojti4do] ‘BRCA
oA 'HRD o= HZZol I AlgH H 5F THHeE 1=3< u, P4
o/ dERY/ BREERI A 5 HAR= BRCAL/2 EAHO] 2 HRD AEtE 16kl PARP AAIA
& A= 275kt YA o E F-85Hal ISkt vt A AR A8 NGS #-44
oAl HRD Ate] &9lo] 753, A5 AR 7|&(Myriad MyChoice assay)d -S-AFSH
o|u}, HRD #4& AFsh= Wil #23}E] 0] 9JA| 2ol HRD 2¥-E drtalslr| A= =i
of 9= 3} Hijto] B asar A A5k

20243 A 13 Q271 H7FIL3)(2024. 11. 8.)= ‘NGS 7|8F S AR} i d AAF- 1 (A o]
sl 35 £HUS]oA AAISE AE U B3] oA HESI] UJHZ AX o}

g o

A Lga P, ol

¢

i) j% 2o
ox MN e uE P
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3.1. =2| HIO[E{H|O]A

3.1.1. Ovid MEDLINE® 1946 to S4TH7X|

(AMY: 2024. 5. 3.)
e o1 Mof HAZTHH)
1 exp Lung Neoplasms/ OR Lung Neoplasms.mp. 284,975
o 9 (Iung OR* pulmon.ary) *adj3 (cancer* OR tumo?r* OR 281,200
carcinoma* OR malignan*).mp.
3 OR/1-2 385,618
4 exp Colorectal Neoplasms/ OR Colorectal Neoplasms.mp. 246,452
CHtol 5 (Colon QR Rictal) adj3 (cancer* OR tumo?r* OR carcinoma 121,923
OR malignan*).mp.
6 OR/4-5 286,915
CH&FRE 7  exp Breast Neoplasms/ OR Breast Neoplasms.mp. 355,010
ouof 8 ((Brgast O*R mammary)* adj3 (cancer* OR tumo?r* OR 437982
carcinoma* OR malignan*)).mp.
9 OR/7-8 503,788
10 exp Ovarian Neoplasms/ OR Ovarian Neoplasms.mp. 98,545
Lot 1 ((Ovar* OR fallopian tube* OR peritone*) adj3 (cancer® OR 118.545
I tumo?r* OR carcinoma* OR malignan*)).mp. ’
12 OR/10-11 144,546
MR S8 13 30R60R90OR 12 1,231,600
10 &P High-Throughput  Nucleotide  Sequencing/ OR 54 559
High-Throughput Nucleotide Sequencing.mp. ’
15 (next generation sequencing OR NGS).mp. 67,320
16 (target* adj2 sequencing).mp. 14,147
=X
B 17 (multipl* gene* adj3 test*).mp. 272
18 140R150R 16 OR 17 108,172
19 (panel or profil*).mp. 1344,960
20 18 AND 19 29,757
ChadRE A & S 21 13 AND 20 4.271
22  exp animal/ NOT exp human/ 5,217,236
SECLH
23 21 NOT 22 4,238
%|Z MEDLINE 4,238
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3.1.2. Embase (1974 to 2024 May 01)

(AM: 2024. 5. 3.)

g o1t ZAof HMZTHH)
1 exp Lung Neoplasms/ OR Lung Neoplasms.mp. 510,508

wy 2 (8 O o) 93 (amer OF wnot” O i gy

3 OR/1-2 612,915

4 exp Colorectal Neoplasms/ OR Colorectal Neoplasms.mp. 479,110

g5 Coln Of ocl) s o O ot OR gy

6 OR/4-5 506,804

CHASR} 7  exp Breast Neoplasms/ OR Breast Neoplasms.mp. 680,575
oujof 8 S;i;?ﬁg;g%g}iggi;ﬁ*)iﬂ%_ (cancer* OR tumo?r* OR 773.471

9 OR/7-8 783,349

10 exp Ovarian Neoplasms/ OR Ovarian Neoplasms.mp. 189,699

Ltaot 1 ((Ovar**OR fallopian tuEe* OR peritoge*) adj3 (cancer* OR 219,683

tumo?r* OR carcinoma* OR malignan®)).mp.

12 OR/10-11 233,140

OaX S 13 30R60R9O0OR 12 1,872,182

14 P High-Throughput  Nucleotide Sequencing/ OR 143346

High-Throughput Nucleotide Sequencing.mp. ’

15 (next generation sequencing OR NGS).mp. 124,165

16 (target* adj3 sequencing).mp. 26,242

L 17 (multipl* gene* adj3 test*).mp. 454
18 140R150R 16 OR 17 232,880

19 (panel or profil*).mp. 1805,376

20 18 AND 19 60,966

CHARE A & XY 21 13 AND 20 13,095
22 exp animal/ NOT exp human/ 5,249,652

Ay 23 20 NOT 21 12,930
24 conference.pt. 5,901,814

A 25 23 NOT 24 6,147
£Z EMBASE 6,147
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3.1.3. EBM Reviews - Cochrane Central Register of Controlled Trials (March, 2024)

(AMY: 2024. 5. 3.)

7 o1 2] HMZI)

1 exp Lung Neoplasms/ OR Lung Neoplasms.mp. 12,092

(lung OR pulmonary) adj3 (cancer* OR tumo?r* OR

of
He 2 carcinoma* OR malignan*).mp. 27177
3 OR/1-2 28,897
4 exp Colorectal Neoplasms/ OR Colorectal Neoplasms.mp. 12,847
Cytor 5 (Colon QR R(ictal) adj3 (cancer* OR tumo?r* OR carcinoma 9,347
OR malignan®*).mp.
6 OR/4-5 18,230
CHAFRY 7  exp Breast Neoplasms/ OR Breast Neoplasms.mp. 20,632
outot 8 ((Breast OR mammary) adj3 (cancer* OR tumo?r* OR 45155
Tes carcinoma* OR malignan*)).mp. ’
9 OR/7-8 46,477
10 exp Ovarian Neoplasms/ OR Ovarian Neoplasms.mp. 3,443
LIAO} ((Ovar* OR fallopian tube* OR peritone*) adj3 (cancer® OR
A 17 * - % : * 9,197
tumo?r* OR carcinoma* OR malignan®)).mp.
12 OR/10-11 9,466
OIMAL S8 13 3OR60R9OR 12 98,180
14 &P High-Throughput  Nucleotide  Sequencing/ OR 236
High-Throughput Nucleotide Sequencing.mp.
15 (next generation sequencing OR NGS).mp. 1,880
16 (target* adj2 sequencing).mp. 395
=X
& 17 (multipl* gene* adj3 test*).mp. 10
18 140R150R 16 OR 17 2,269
19  (panel or profil*).mp. 112,320
20 18 AND 19 792
CHEAE A & S 21 13 AND 20 239
22 exp animal/ NOT exp human/ 3,665
SEATH
23 21 NOT 22 232
Z|E Cochrane 232
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3.2. =LY HIO[E{H|O|A

(HAY: 2024. 5. 3.)

GO E{ O] A o ZMof HMZAIHH) H|
1 ("Lung cancer"TALL] AND "next-generation 929
sequencing'TALL])
9 ("Colorectal cancer"TALL] AND 17
"next-generation sequencing'[ALL])
KoreaMed 3 ("Breast cancer"[ALL] AND "next-generation 18 Advanced
sequencing'[ALL]) search
4 ("Ovarian cancer"[ALL] AND "next-generation 14
sequencing'[ALL])
| 71
1 (HYtotal) AND (RHHICHEZ [MBEA total) 3
2 (CidYtotal) AND (RIMITHEZ | MEEA | total) 0
- _ T1=L74AH
t2L0|5H= 2| 0| E{H| 0] A - mi=ra
erm IS ZHOIEMOIS 5 eujoriiotal AND (RpAIIRP NS total) 0 Iuum
(KMbase) o 3
[ |_X‘"
4 (A% total) AND (RIMITHEZ |MBEA | total) 1
AA 4
1 I (AND) XMICHE? MM 2
2 CHERECAND) RIMICHEY MEEM 1 ALA|Z4M
St ussl=EE A oHlot -
CHA T I AMEEA
LHAQF (AND) ZHCHED I 1 == A
A 5
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4. 710|=tQl Hroiz

(AMY: 2024. 10. 14.)

e
M HAOIE ZMof (EHAS 710|E221 S5
/)
* Germline and somatic tumor
testing in epithelial ovarian cancer:
ASCO guideline (2020)
“ovarian cancer’ 2/23 ¢ PARP inhibitors in the
management of ovarian cancer:
Rapid recommendation update
https://g-i-n.n (2022)
GlN et/intemational “next genera‘[ion 0/0 _
_guide“nes_“br Sequencing"
ary "
multigene B
profiling” 0/1
“ovarian cancer”
AND next 0/0 3
generation
sequencing”
“ovarian cancer”
‘ AND “next 0/1 _
https://www.ni generation
NICE Ce.Org.uk/gwda Sequencing"
nce - :
next generation 0/14 B
sequencing
https://www.nc *  Qvarian Cancer/Fallopian Tube
NCCN cn.org/guideline  “ovarian cancer” 1/47 Cancer/Primary Peritoneall Cancer.
s/category_1 NCCN Guideline Version 3. 2024
UMZTIZXIE  https://www.g “HA” OR 0/1 _
HHEME uideline.or.kr/ REMICHE 7 A
27124
https://society.a « PARP inhibitors in the
sco.org/practice management of ovarian cancer:
ASCO —patients/guideli  “ovarian cancer” 1/8 R 'dg dat g :
nes/gynecologic apid recommendation update
~cancer (2022)
*  Recommendations for the use of
next—generation sequencing (NGS) for
patients with advanced cancer in 2024:
“next-generation a report from the ESMO precision
ESMO https://mww.es sequencing’ OR  2/1,565 medicine working group (2024)

mo.org/guidelines ‘NGS™ *  Recommendations for the use of
next-generation sequencing in patients
with metastatic cancer in the
Asia—Pacific region: a report from the
APODDC working group (2023)
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