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EBV Quantitative PCR Test 625018 gffifjéﬁg i.;\)/i%f:;ﬁiiﬁ)ﬁ?@ié%i@ 8 LfEX [Not Detected
§i%s PCRIBN 625020 (fr‘fii‘;;ﬂiﬁjiﬁf@;ﬁ@ 8ETFX |Not Detected
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FITPERE #¥F- 317 8:30~17:00

3F 4 pF AL 81 iT=

be AP THERELE

b RS Real-time PCR

EAE L S A N Not Detected

2 T Y2 i 3547 2 FFPE 5 48

Tk & & P gk o< %8 %k e B (4o Cetuximab) » F_r2 fEgfpt2n 4,

%7 (Wlld

A (mutation) » 2,

Biidaz F-d T & A AT F 4 0 Cetuximab BT A R %
type) 2 RAS ## 14~ % E k2 kG F e
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T X & HRIC-KITA ¥ % % » Ak 2% % ¢ ¥ % (gastrointestinal stromal

tumor - @ AGIST) Js + £.F 3 cKIT &+ (exon) 9~ 1141304
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1. 4 i ms(frozen tissue) * tetld A 44 5 FTH BT
2. FHPF Fmt ¥ T S AT BPDGFRAL Flik S p T
whip R RRLE e

3. EH B T3 i A FimPDGFRAL FlHk R Y HE -

i ¥ i

% i§ (FFPE); /% it % (frozen tissue)

Tete e F - I i1 8:30~16:00

WO - 17 8:30~17:00

i 3 ot 101 1 iF =

b APE I TiERTE

[ R

R A

e 3

T L& 114 7] PDGFRA 2 1% % > FE 2% %3 A ¥ % (gastrointestinal
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Froe CMV Quantitative PCR Test

A F L LA 625017

AR e :If‘:é Yo 8 (C.S.F) £ § # " e @ik (Bronchoalveolar
lavage ; BAL)

FHE R % 8 ¢ (EDTA)(2 2 ); 15 mL = & & F3g< ¢ (CSF), 50 mL& g v &
4t # (BAL)

ik 10mL 2= & 1.5mLCSF & 5-8 mLBAL

Hta g PREGE RS

BRIGHRILER |1 ERteg22dTRz wMEFRZE & AR k#H2-8°C

g o
2. W MPETI G R R MR (24 PR S S F
3. 37 2 Gl W - P 1600 Bk A FH o B AR IR T

i o
BiziEe 38

fiethe P B - 17 8:30~16:00
P ITPERE H ¥ 1~2=%

3R 2 P 81 it x

S TREREREE

oA Real-time PCR

Not Detected

= AT 4R ® % Heparin & dust A

PHEmTpd R AR ARHRL (LR 2 Bk BEEHL)
JRE ot ik ERLR R K L HE A TR FE LG R S
& % - Real-Time PCR™ i { RICMV s 4 £ » 7 18 S -5 2
AR AR 0 TR RETRR B EBCMVEE LT

ERIE

69.7 1U/mL
(AR 2T v el e w2 s * WERE 57)

HE R A
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ﬂ‘l‘;i%g CAE 1 625018

e RE A 5 A ¥ AR (CS.F)& 4§ ¢ " e iiti (Bronchoalveolar
lavage ; BAL)

FREE % 8 ¢ (EDTA)(2 2 ); 15 mL = & & F3g< ¢ (CSF), 50 mL& g v &
#r ¢ (BAL)

ik 10mL 2= & 1.5mLCSF & 5-8 mLBAL

Bt Qg PRE G R FARER

FielEwI LA

1 %2 EEF R BMERZE ¥4k BELE 2 KkH2-8C
g o

2. WM T S R AR MR B 124 PR g S FH

3. 37 2 GliRp B - P LG00E RIS FI0 o B AR BB F

v}:ﬁo
i} ¥ 0E P

(S - 1i7 8:30~16:00

P TR F il (1 A 4)

3R 2 pFaT 81 iT=x

e AP Y THEREFLZ

L RS Real-time PCR

AT ERR Not Detected

i T = WL 3E s € * Heparin & |

[ REBRH+ & 0 (TR o BY B HEEBRF EE L H B E P

k3 4 & post-transplant lymphoproliferative disorders (PTLD) » % # vF]
& (nasopharyngeal carcinoma » NPC) &z #f #4218 & § 22 § o

R

22.29 1U/mL
(A& 2 v v el e R S * WERE 57)

I

1442

SR R ERONE

*
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M AT F RGP

x5 DMM-SOP-1901 iR = 5
Froe Pneumocystis jiroveci pneumonia (PJP) PCR
A F L LA 625020
AR 7% (Sputum) & £ § ¥ ¥ je jg ek (Bronchoalveolar lavage ; BAL)
Hier & 50 mLsa F v F AL
ke 1 mLrZ_F (sputum) & 5-8 mL (BAL)
e AR PRE SR FAREYR

FielEwI LA

Lt pd 3 E PR wMWFER25 S B4 Ek2-8°C
7 o
2. R AR L H ¥ Mt & B (PJP) PCR& ip| s 7 T A Ao §

FELE e
bR e R
et o ¥ - 1 i 7 8:30~16:00
TR &9 1-3= (=4 4)
I 2 P 81 iT=
o fE I THENGEFE
¥k ™ 2 Real-time PCR
AP S N Not Detected
R A
TRk R & Pneumocystis jirovecii (PJ)(Pneumocystis carinii) » 4 §F 47 & # 7] <0—

oo PSR A AT R > R R LA TR A S
Pneumocytis pneumonia- Real-time PCRE 7 3 st 2 3 #FE > 7 3%
BTk e 4 i A & Fr e ¥7 0 d 3TPneumocystis jirovecii4 g 3t T et
Boif o i kR T iy 648 (Sputum, BAL) 5 4 o

i RE

* 725 PCRE < 14 P& *2 2 5 copies/reaction

A E A

1442

SR R ERONE

ki
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T A FETHEREP
< e DMM-SOP-1901 B =X 3)
Froe Kom A R E 7 k& (VZV) PCRY& 7
ﬂ‘l‘%%g CAE 1 625022
e 18 AE4E Exid
FREE % 51 7 (EDTA)
ke 3mLax
Hte R PREGE FARER
FRIZHAZER | L BFHREZEFFTT o doffriZie 0 2-8°CiFs o
2. iwAgIE Heparlmi BABBe ~wWAZImML-

&s%%mw@&é%rkﬁ%#ﬁ
A:""T"T%_E'] ﬁp";&»‘ﬁ 1°

4.7 2 G)EP B P O00E kA FNoF AT BIBP B HiH -

}?ﬁ-ﬂ- (VZV) PCR’}’ﬁ/?Jp’Lpg %)f)“:}

R ATt A

Tete P 7 ¥I 2 GIEP B - P 900 g e T A F I8

e (CpE Lohite (R EFT &)

3 o 8iF 1 e

de A pE T PRI

e e Real-time PCR

Sl S Not Detected

S = WL 3EF 7 @ % Heparin & i)

TRk R & KB A % 7 s 4 (Varicella - zoster virus - VZV) 3 DNAJ 4 - 1345 1t

P15k 2 % WG 90 %611 A KR B E 36K 0 4R L
Hd A AL BARRMA RELF O LOALIES oy 4
ARG IR I ERRAKBES QR §BR LA 5 E

PooE T S 4 R pE fﬁi‘* g@f’é“ e EA ‘f‘_;l:‘};;(# ’ E}i/?ﬂ
AR B AT KL AL AR EARA A NE L

AR AF RS FEAL AR EABRA R F L R A
e ;ﬁri Real-Time PCR™ 1424 VZV 5 4 & (4 45 T e 47 o

R

i
S L FE ek

LR R ERONE

R
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> it 2 g5

Xin

AR IR L

v i 5 DMM-SOP-1901 IR R 5
Feoei RQ-PCR for BCR-ABL Translocation (% £)
AR LA 625027
AR i
B E % 5 # (EDTA)
wHE 10mL 2 24
HW/E IR0 | B E2~8°CHT o It B 124 Qi Hs o
3% 0E 2 3

Yot P P W- 337 8:30~14:20% R &P w - p 9:00%

FITRRE Lt (R R ARBRIES FLEREE)

3K 4 AT 251 1 iT =%

4o A pErL 3 i

b S Real-time PCR

EAE L S A N Not Detected

x Ty 7 i *

Tk & & A WAL 598 4 4 4 HAbelson (ABL) proto-oncogenedz
| % 22% 4 4 #8 shbreakpoint cluster region (BCR) & 1@ A5 = » &
BCR-ABL g & & BCR-ABLg & ATFE FIUTHET oo € Wig D
/> = & 210kD ~ 190kD ~230kD < 3-% % (P210 - P190 > P230)  BCR-ABL
FEEAFIA L 2D E Y 2 i phigpF(tyrosine kinase) v i = g 4
B fon B 2 SRR R Y L anE & Rop s

R T R AREA L EHRS F

4R R N e

*

¥ 2279
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> it 2 g5

Xin

AR IR L

v 2 Mg DMM-SOP-1901 WX 5
Froe BCR-ABL fusion gene detection (%)
AR L AR 625028
kR N
BEE % 57 4 (EDTA)
BHE 10mL 2 22
HW/E IR0 | 3B E2~8°CHT o It B 124 prp i o
B s

Yt PF R ¥F- 1iF7 8:30~14:20% W Z_Bp - p 9:00%

FITRRE Lt (R R ARBRIES FLEREE)

ey JE o= R 25 1 iT=x

du AL 7 i *

i Al Real-time PCR

AP ETERR Not Detected

x Ty 7 i

Tk R & 7oA AR % 044 ¢ 48 chADelson (ABL) proto-oncogenedi:
Pl % 22%+ 4 4 % eibreakpoint cluster region (BCR) & 1@ A5 = » &
BCR-ABL g & b3 I BCR-ABL g & ATFE FIETHET oo € Wig D
A<+ & 210kD ~ 190kD ~ 230kD < 3-% % (P210 > P190 > P230) » BCR-ABL
FEEAFIA L A D ¥ E Y 2 i fhigep (tyrosine kinase) v i = i g 4
B fos Ao ot SR RS & R T R Rop R

PREFRZ/FBH e &k ARES L ERER T

AT e

*
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ML s G LRSSl
M DMM-SOP-1901 N 5
¥4 H % 7 5 4 (HSV-1/2) PCR ¢l
Rl G 625033
kbt g
i EF % 57 ¢ (EDTA)
R E 3mL
R ] *ORB R FRER

FielEwI LA

1 e 2R F3 T o dofp ki » 2~8°Ciki3 -

2. HRuiT A B ~ A AZImL

3. M T < 5% '—Ei s }P‘a-sr(HSVl/Z) PCR¥& RIFLA T
Ll p R RAE e

43T % Gl - P O00E RIS FI o B RS BIKP P

: Heparin ﬂ% .

¥ o

bR e FR

Jo te P R ¥R GIER - p 9100 gtk 1A F 3N o

e (TpERY E b ide (<= EFFRR )

I 2 P 81 ir=

S GAPE I 3

b RS Real-Time PCR

EE i e Not Detected

i T = WL 3E 7 € % Heparin & i)

TRk R & ¥ % 7 s 4 (Herpes simplex virus » HSV) i *DNAj5 4 - # ¢ &5 &
- ZIHSV-1£ % = AIHSV-27 r g8 4 A 4 > & F g Fig L3R 2 d

EREMIT RS LAY WA LA R LG PG oA
HSV-14 & B & 4 v vt & s M0 b endki= ,&;ﬁ;_éj&
ffﬁ’v* C R SRR SRS AP EE A R B LR o
HSV-23 & g % 4 783 & MERIL T 30 (= > p (7 5 7 & 374 533»@,%-'}}%
A¥renAE A A & B LRE -

TR LR A A G I Y R R EHSVL g R T 6
Pk > opd §ARE AR SE R RPIAR SRR
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Rt 2 B3R E IR
< L DMM-SOP-1901 IR =% 5

PF o HSVE 1 4 s -

HSV#3lde 2 Tofk ke ¥ 3 e « &5 % ~ 2 %75 7% (HSV-2)
2T 0 51AeT Yo7 = S ek 7 1% K (HSE) « ¥ fR¢ i5(central nervous
system » CNS) & % & 8.0 4 prig 4 5 i 4 en372 AR 4 ¥ 514
Bt chp SRAGEH DA o S0 GRHSVER 4 i Y 1A
i 4 B4 f it HSV -

R ST L FE e

AT RER AR | T
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M AFREIHEREP
v e DMM-SOP-1901 W=
Froe DNA single point mutation detection analysis
ﬂ‘l‘%%g £ AFE 625037A
e RE A Ey.
BT E % 57 (EDTA)
AT 3mL2a
e I f PR G PFARRER

FielEwI LA

1 agtd i

2. B is 2B G TT o hefE ¥ > 2~8°Ci% 17 ©

[N ENE

ot P R ¥ - 3 7 8:30~16:00
W iTpE R #F- 17 8:30~17:00
3F 4 pF AL 81 iT=

4 Ga Y 7 i

sk 2 T

AP ST wRE 7 i

T "P‘r T

Tk & & Fag

REF RIS 1442
TERERSEE | F

T 26/79
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e A3 FEUHEHLP
SR L DMM-SOP-1901 R =X 5)
Froe 27 PR A& Flle e R (FoundationOne CDX)
ﬂkl‘%%ﬁ £ 2% | 625500
itk T & 18 2w Bk 5(FFPE)
Hier & -
kiR ol & m(FFPE)d > #10% A % ¢ ¥ (5um)2 1 ¥ H&E% ¢ »# -
Hiew EH * R yoR IR

FilERiLE
7

>0.6mm*s 5% 5 B 220% (B i 230 %) > AL E B
FAL IS4 40 % o
2. ERPApE A & ¥ 27 R A Flie sk Rl (FoundationOne CDX)p

?«‘/ﬁi‘jﬁ"ﬁ‘? FRELE

1 g

i EE N %38
et B R #- 117 8:30~17:00

e (TpERY % ¢t * 4 (Foundation Medicine)
I 2 P 251 1 7=

b A pE 7

Yo ik Z 4 K% A (NGS)

T

T

FoundationOne® CDx # B3 ¥ R3] 324 BAFlag R > T3 ik FiE
A 47 0 dofici: £ 24 (Micro Satellite Instability, MSI) ~ iz % 8 § =&
(Tumor Mutation Burden, TMB) £ = /R £ ‘4[5 (Homologous Recombination
Deficiency, HRD)% 1+ ¢ 3 tBRCA H 44/ B B % £ & f#(Loss of
Heterozygosity, LOH) -

FoundationOne® CDx# i B &1 12 T A Flenvh B+ St % 2 F 4k ~ 6 > H 44 4
(indels) £z +£ b % 8 (CNAS):

ABL1 BRAF CDKN1A |EPHA3 FGFR4 IKZF1 MCL1 NKX2-1 PMS2 RNF43 TET2
ACVR1B |BRCA1l CDKN1B |EPHB1 FH INPP4B  |[MDM2 NOTCH1 POLD1 ROS1 TGFBR2
AKT1 BRCA2 CDKN2A |EPHB4 FLCN IRF2 MDM4 NOTCH2 POLE RPTOR TIPARP
AKT2 BRD4 CDKN2B |ERBB2 FLT1 IRF4 MED12 NOTCH3 PPARG |SDHA TNFAIP3
AKT3 BRIP1 CDKN2C |ERBB3 FLT3 IRS2 MEF2B NPM1 PPP2R1A |SDHB TNFRSF14

¥ 27179




3

FRAMZ A foitiok? v Fr 43

e

o D3RR EP
B DMM-SOP-1901 LN 5

ALK BTG1  |cEBPA |ERBB4 |FOxL2  [dAK1 MENL  |NRAS PPP2R2A |SDHC  |TP53

ALOX12B |BTG2  |cHEK1 [ERcca [FuBP1  |IAK2 MERTK  |NT5C2 PRDM1 |SDHD  [rsc1

AMER1  |BTK CHEK2 [ERG GABRA6  [JAK3 MET NTRK1 PRKAR1A |SETD2  [Tsc2

APC Cllori30 [CIC ERRFIL |GATA3  |JUN MITF NTRK2 PRKCI  |sF3B1  [TYRO3

AR CALR  |crReEBBP |[ESR1 GATA4  |KDMsA  [MKNK1 [NTRK3 PTCH1  [SGK1 U2AF1

ARAF  [cArRD11 [cRkL  |EzH2  |GATA6  |kDMsC [MLH1  [P2RYs PTEN  |sMAD2 [VEGFA

GID4
ARFRP1 [cAsPs |csFiR  |FAm4sc KDM6A  [MPL PALB2 PTPN11 |SMAD4  |VHL
(C170rf39)

ARIDIA [cBFB  |csF3R  |FANCA  |GNA11  |KDR MRE11A |PARK2 PTPRO  |SMARCA4 [wHscC1

ASXL1  |cBL cTcF  [Fancc  [GnA13 |KEAPL  |MsH2  |PARPL QKI SMARCB1 |WHSC1L1

ATM CCND1  [CTNNAL [FANCG  [GNAQ KEL MSH3  |PARP2 RAC1  |sMO WT1

ATR CcND2  |CTNNBL [FANCL  [GNAs KIT MSH6  |PARP3 RAD21  |SNCAIP |xPO1

ATRX  [ccND3  |cuLs  |Fas GRM3 KLHL6  [MsTIR  [PAXs RAD51 [sOCsl  |XRcc2
KMT2A

AURKA [cCcNE1 |cuL4a  |FBXW7  |GSK3B MTAP  |PBRM1  [RAD51B [sox2 ZNF217
(MLL)
KMT2D

AURKB [cD22  |cxCcRa |FGF10  |H3F3A MTOR  |PDCD1 [RAD5IC [sox9 ZNF703
(MLL2)

AXINL  [cD274 |cypi7al [FGF12 . |HDACL  |KRAS MUTYH - |PDCDILG2 [RAD51D [SPEN

AXL cD70 - |pAxx  |FGF14  |HGF LTK MYC PDGFRA [rAD52  [spop

BAP1 cD79A |DDR1  |FGF19  |HNF1A  [LYN MYCL  |PDGFRB [RADS4L [SRC

BARDL |cD79B |DDR2  |FGF23  |HRAS MAF MYCN  |PDK1 RAF1  [STAG2

BCL2 cpc73  |DIs3 FGF3  |HSD3B1 [MAP2k1 |MyDss |[PIk3c2B |RARA  |STAT3

BCL2L1 [cDH1  |DNMT3A |FGF4  |ID3 MAP2K2 [NBN PIK3C2G  |RB1 STK11

BCL2L2 |cDK12 |poTiL |FGFé  |IDH1 MAP2K4 [NF1 PIK3CA  |rRBM10 [SUFU

BCL6 CDK4  |EED FGFRL [IDH2 MAP3K1 [NF2 PIK3CB  |REL SYK

BCOR |cDk6 |EGFR  |FGFR2 |IGFIR  [MAP3K13 |NFE2L2 |PIK3R1  [RET TBX3

BCORLL |cDk8  |EP300 |FGFR3 |IKBKE  [MAPKL |NFKkBIA [PIM1 RICTOR |TEK

FoundationOne® CDx# W p|dt ™ JLF|¥ E 2 ehp 33 F2Z AFEL 1IR3
22 % 75 RNA(NCRNA) £ #1:

4 F (SUTR) - 16 Tk + 55 5 16

ALK BRCAL ETV4 EZR KIT MYC NUTM1 | RET SLC34A2
BCL2 KMT2A TERC
3UTR BRCA2 ETV5 FGFR1 (MLL) NOTCH2 | PDGFRA | ROS1 ACRNA

T 28/79
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v A 94?5%“#%‘1‘“
< e DMM-SOP-1901 R =X 5)
TERT
BCR CD74 ETV6 FGFR2 MSH2 NTRK1 RAF1 RSPO2 (promoter
only)
BRAF EGFR EWSR1 FGFR3 MYB NTRK2 RARA SDC4 TMPRSS2
FoundationOne® CDx #Rli £ ¥ W p|F] 324 BAFhH R » ¥ HF EALAFE
e 37 0 dopiciEh: 7 4& 2 (Micro Satellite Instability, MSI) ~ 6% 8 § =&
(Tumor Mutation Burden, TMB) £ |+ /R £ ‘4% 15 (Homologous Recombination
Deficiency, HRD)F5 £ & 7 tBRCA 15 24fc/% 3 & 2 £ & |+ (Loss of
Heterozygosity, LOH) -
# 74 %/4 ¥ | Foundation Medicine

S N
N4

+

¥ 29/79
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M AFREIHEREP
2 it Y5 DMM-SOP-1901 LN 5
%34 oy >0 AR A Flle sk Rl-g & A F14F L % 2 (FoundationOne Heme)
ﬂ‘l‘%%g 4 325 | 625505
th R 847 T & 18w Bk 5(FFPE)
e EE -
¥ T e B Sk 5 (FFPE) 1 165 A% ¢ 2 (Gum)2 17 H&E% 4 ¥ -
e *OpPEAE Y

FilERiLE
7

1. #%Ee = %77 b gﬁFg SRR R F PR IR B E (T IRAT o
2. FHAMNRLMRE (9K Sk TR et RDR) 7
A
i

{8 Pl e BB S FFPEHR AR o T ARt e 382 e P

Wi te A
80%% § Fim

2o Papl g Prwre P B wre it b >20% -
3 ¥HFAgHm A EF T20 AREATI R RR-EAFHLE R
(FoundationOne Heme) L ;{E;ﬁ; LalER R RRE e
LECHENE 3R
Tete P 7 ¥ - 37 8:30~16:00
e (TpERY % ¢t 4 (Foundation Medicine)
W& P 25 1 i %
e fE I % i #
sk 2 Z2 %A (NGS)
AP R HRE | A
THRPY e
Tk X & FoundationOne® Heme®  ip| 124061 A Flerh B3 s B 2 P 5 5 B2 F
e~ #7234 (indels) 2 #£ 1 ﬁ:t%ﬂ (CNAs) » % 265 Iﬁtggr?mRNAﬁﬁ A
EEEBLAFIRE BB RE L F(TMB) ~ ficfrk 187 42 2 (£ (MSI)4p A
oot (6 T P’fr%“{ﬁ’)"«%pﬂ m;ﬁ;& .
A F 7 & FoundationOne® Heme+w i ip|11406 1% L Fleh*t B2+ M % 2 P 7 F R 2 5

ﬂ °

APHI1A

o~ 3~ B3k A (indels) 22 #5 1. B % £ (CNASs) » % 2651 A - RNAR £
Genes With Complete Exonic (Coding) Coverage:
AMER1
ABL1 ACTB AKT1 AKT2 AKT3 ALK (FAM123B [APC
or WTX)
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b & g N 3 PR I
CRay Sl - Sk 3 Ry
E DMM-SOP-1901 B =X 3)
ARHGAP2
AR ARAF ARFRP1 GAP26 ARID1A |ARID2 ASMTL ASXL1 ATM
(GRAF)
ATR ATRX AURKA AURKB AXIN1 AXL B2M BAP1 BARD1
BCL10 BCL11B BCL2 BCL2L2 BCL6 BCL7A BCOR BCORL1 BIRC3
BLM BRAF BRCA1 BRCA2 BRD4 BRIP1 BRSK1 BTG2 BTK
(BACH1)
BTLA Cllorfso CAD CALR CARD11 |[CBFB CBL CCND1 CCND2
(EMSY)
CD274
CCND3 CCNE1 CCT6B CD22 (PD-L1) CD36 CD58 CD70 CD79A
CD79B CDC73 CDH1 CDK12 CDK4 CDK6 CDK8 CDKN1B |CDKN2A
CDKN2B CDKN2C |CEBPA CHD2 CHEK1 CHEK2 CIC CIITA CKS1B
CpPs1 CREBBP |CRKL CRLF2 CSFIR CSF3R CTCF CTNNA1  |CTNNB1
CUX1 CXCR4 DAXX DDR2 DDX3X |DNM2 DNMT3A  |DOT1L DTX1
DUSP2 DUSP9 EBF1 ECT2L EED EGFR ELP2 EP300 EPHA3
EPHA5 EPHA7 EPHB1 ERBB2 ERBB3 ERBB4 ERG ESR1 ETS1
ETV6 EXOSC6 |EZH2 FAF1 FAM46C  |FANCA FANCC FANCD2 |FANCE
FANCF FANCG FANCL phS FBXO11 |FBXO31 FBXW7 FGF10 FGF14
(TNFRSF6)
FGF19 FGF23 FGF3 FGF4 FGF6 FGFR1 FGFR2 FGFR3 FGFR4
FHIT FLCN FLT1 FLT3 FLT4 FLYWCH1 |FOXL2 FOXO01 FOX03
GID4
FOXP1 FRS2 GADD45B |GATA1 GATA2 GATA3 GNA11 GNA12
(C170rf39)
GNA13 GNAQ GNAS GPR124 GRIN2A |GSK3B GTSE1 HDAC1 HDAC4
HDAC7 HGF HISTIHIC |HISTIH1D |HISTIH1E|HISTIH2AC|HISTIH2AG|HISTIH2AL|HISTIH2AM
HIST1IH2BC|HIST1H2BJ|HIST1H2BK|[HIST1H2BO [HIST1H3B|HNF1A HRAS HSP90AAL |ICK
ID3 IDH1 IDH2 IGF1R IKBKE IKZF1 IKZF2 IKZF3 IL7R
INHBA INPP4B INPPSD IRF1 IRF4 IRF8 IRS2 JAK1 JAK2
(SHIP)
KAT6A
JAK3 JARID2 JUN KDM2B |KDM4C KDM5A KDM5C KDM6A
(MYST3)
KMT2A  |KMT2C KMT2D
KDR KEAP1 KIT KLHL6 KRAS LEF1
(MLL) (MLL3) (MLL2)
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e N 2 IR L5
A Sl - Sk 3 Ry
i Mg DMM-SOP-1901 NN 5
MAP2K1 MAP2K2
LRP1B LRRK2 MAF MAFB MAGED1 |MALT1 MAP2K4
G (MEK1) (MEK2)
MAP3K1 MAP3K14 |MAP3K6 MAP3K7 MAPK1 |MCL1 MDM2 MDM4 MED12
MEF2B MEF2C MEN1 MET MIB1 MITF MKI167 MLH1 MPL
MRE11A MSH2 MSH3 MSH6 MTOR MUTYH MYC MYCL MYCN
(MYCL1)
MYDB88 MYO18A |NCOR2 NCSTN NF1 NF2 NFE2L2 NFKBIA NKX2-1
NOD1 NOTCH1 |NOTCH2 NPM1 NRAS NSD1 NT5C2 NTRK1 NTRK2
NTRK3 NUP93 NUP98 P2RY8 PAG1 PAK3 PALB2 PASK PAX5
PDCD1 PDCD1LG2
PBRM1 P PCBP1 PCL! PDCD11 PDGFRA |PDGFRB
c c cLo (PD-1) c (PD-L2) G G
PDK1 PHF6 PIK3CA PIK3CG PIK3R1 |PIK3R2 PIM1 PLCG2 POT1
PPP2R1A [PRDM1 PRKAR1A [PRKDC PRSS8 PTCH1 PTEN PTPN11 PTPN2
PTPNG6
(SHP-1) PTPRO RAD21 RAD50 RAD51 RAF1 RARA RASGEF1A |RB1
RELN RET RHOA RICTOR RNF43 ROS1 RPTOR RUNX1 S1PR2
SDHA SDHB SDHC SDHD SERP2 SETBP1 SETD2 SF3B1 SGK1
SMAD2 SMAD4 SMARCA1 |SMARCA4 [SMARCBL1|SMC1A SMC3 SMO SOCS1
SOCS2 SOCS3 SOX10 SOX2 SPEN SPOP SRC SRSF2 STAG2
STAT3 STAT4 STAT5A STAT5B STAT6 STK11 SUFU SuUz12 TAF1
TCF3 TCL1A TMSB4XP8
TBL1XR1 TET?2 TGFBR2 |TLL2 TMEM30A TNFAIP3
(E2A) (TCL1) (TMSL3)
TNFRSF11A|TNFRSF14 |TNFRSF17 |TOP1 TP53 TP63 TRAF2 TRAF3 TRAF5
TSC1 TSC2 TSHR TUSC3 TYK2 U2AF1 U2AF2 VHL WDR90
WHSC1 ZNF24
(MMSET or |WISP3 WT1 XBP1 XPO1 YY1AP1 ZMYM3 ZNF217
(ZSCAN3)
NSD2)
ZNF703 ZRSR2
Genes With Select Intronic (Non-Coding) Coverage:
ALK BCL2 BCL6 BCR BRAF CCND1 CRLF2 EGFR EPOR
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e N 2 R 35
A Sl - Sk 3 Ry
i 5 DMM-SOP-1901 U 5
ETV1 ETV4 ETV5 ETV6 EWSR1 FGFR2 IGH IGK IGL
JAK1 JAK2 KMT2A (MLL) [MYC NTRK1 PDGFRA |PDGFRB [RAF1 RARA
RET ROS1 TMPRSS2 TRG
Genes with RNA sequencing coverage:
ARHGAP26
ABI1 ABL1 ABL2 ACSL6 AFF1 AFF4 ALK ARHGEF12
(GRAF)
ARID1A ARNT ASXL1 ATF1 ATG5 ATIC BCL10 BCL11A BCL11B
BCL2 BCL3 BCL6 BCL7A BCL9 BCOR BCR BIRC3 BRAF
BTG1 CAMTAL CARS CBFA2T3 |CBFB CBL CCND1 CCND2 CCND3
CD274
CDK6 CDX2 CHIC2 CHN1 CIC CIITA CLP1 CLTC
(PD-L1)
CNTRL
CLTCL1 COL1A1 CREB3L1 |CREB3L2 |CREBBP CRLF2 CSF1 CTNNB1
(CEP110)
DDIT3 DDX10 DDX6 DEK DUSP22 EGFR EIF4A2 ELF4 ELL
ELN EML4 EP300 EPOR EPS15 ERBB2 ERG ETS1 ETV1
ETV4 ETV5 ETV6 EWSR1 FCGR2B FCRL4 FEV FGFR1 FGFR10OP
FGFR2 FGFR3 FLI1 FNBP1 FOXO1 FOXO03 FOX0O4 FOXP1 FSTL3
FUS GAS7 GLI1 GMPS GPHN HERPUD1 |HEY1 HIP1 HIST1H4I
HLF HMGAL HMGA2 HOXA11 HOXA13 HOXA3 HOXA9 HOXC11 HOXC13
HOXD11 HOXD13 HSP90AA1 |HSP90AB1 |IGH IGK IGL IKZF1 IL21R
KAT6A
IL3 IRF4 ITK JAK1 JAK2 JAK3 JAZF1 KDSR
(MYST3)
KMT2A
KIF5B LASP1 LCP1 LMO1 LMO2 LPP LYL1 MAF
(MLL)
MLLT1 MLLT10
MAFB MALT1 MDS2 MECOM MKL1 MLF1 MLLT3
(ENL) (AF10)
MLLT4
MLLT6 MN1 MNX1 MSI2 MSN MUC1 MYB MYC
(AF6)
NBEAP1
MYH11 MYH9 NACA (BCLS) NCOA2 NDRG1 NF1 NF2 NFKB2
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NIN NOTCH1  [NPM1 NR4A3 NSD1 NTRK1 NTRK2 NTRK3 NUMA1
NUP214  |NUP98 NUTM2A  |OMD P2RYS PAFAH1B2 |PAX3 PAX5 PAX7
PDCDILG?2
PBX1 PCM1 PCSK7 (PD-L2) PDE4DIP |PDGFB  |PDGFRA |PDGFRB |PER1
PHF1 PICALM  |PIM1 PLAG1 PML POU2AF1 |PPPICB |PRDM1  |PRDM16
PRRX1 PSIP1 PTCH1 PTK7 RABEP1  |RAF1 RALGDS |RAP1GDS1 |RARA
RUNX1T1
RBM15  |RET RHOH RNF213  |[ROS1 RPL22 RPN1 RUNX1 (€T0)
SNX29
RUNX2  [SEC31A  |SEPTS SEPT6 SEPT9 SET SH3GL1  |SLC1A2
(RUNDC2A)
SRSF3 $518 SSX1 SSX2 SSX4 STAT6 STL SYK TAF15
TCF3 TCL1A
TAL1 TAL2 TBLIXR1 TEC TETL TFE3 TFG
(E2A) (TCL1)
TFPT TFRC TLX1 TLX3 TMPRSS2 | TNFRSFL1A|TOP1 TP63 TPM3
WHSC1
TPM4 TRIM24  |TRIP11  |TTL TYK2 UsP6 (MMSET or |WHSC1L1 |YPEL5
NSD2)
ZBTB16 - |ZMYM2  |ZNF384 - |ZNF521

BRI

Foundation Medicine
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T
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Archer FusionPlex Lung Panel for lllumina =% & i 2_& & %] P

AF LA 625508

AU B4 7 M ¢ 32w 4 5 (FFPE)

HREE -

B F# s B(FFPE)d g+ ¥ 9 ¥ A4 ¢ ¥ (Bum) -
e g * R FEIRE G

FielEwI LA

1. Mz € >210% > AT TE 7 ¥ (TR P o
2. #HpPFE R ~ % T Archer FusionPlex Lung Panel for Hlumina =
£ EAAFIRPIRY Ep AR R RRE

Z: L Y4 4 s
1R E

B
FR

Yot P ¥F- 27 8:30~16:00

e rpER LR (s AR )

3F 2 Pt 19 B iE=x

e A P P 2

sk ZH %z A (NGS)

AP ST HRRE F i

Sk T4 7 i
Archer FusionPlex Lung Panel =_#-%+% J (Lung Cancer) i & 3K 3" 1
NGS AFlHe%E R > im¥E 14 BEE T L5 S A A F ;‘gvﬁ 3
R e RNA ¥ % ALK, BRAF EGFR, FGFR1,FGFR2,
FGFR3, KRAS, MET, NRG1, NTRK1, NTRK2, NTRK3,RET, ROS1
& 7L %] (Fusion Gene) £ ALK, BRAF, EGFR,KRAS, RET, ROS1 $®
& exon & & hotspots; § ¢ 7 EGFR exon 2-7 skipping ¥ MET

TRk R & exon 14 skipping o iz # A F1 g s it 4 @EE g > BB w4 £ A
CBB S FErR pATARER A M Bl gy foih
B2 R LALLM 2 BB Al B{eRd FrE R4 o
—LAFARERFTRNERIA A EF A I AR A EL AW
AR FHA (VR RLR I ER AR R R A ERT
s o FER A ? DETIo R EARY o BRI ATIRRE P R B
e g
1. A% & (Fusion)

BRIAFIREE 2. /] FEFE~ 44 Small In/Del
3. HfrHp®® SNVs

A L3 1. Fusion QC : Average Unique RNA Start Sites per Control GSP2 > 10.0
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2. Variations QC : Average Unique RNA Start Sites per Control GSP2 >
10.0

1. Fusion : &-%+2 & fusion » % 5 & Quiver FHLE ¥ Bl 2 3
fusion; &-¥+ A % fusion> Quiver FAE & - %F SS>3- Reads>5-
% Reads>10 4 ¢ |2 % fusion - 2. SNVs (<5 bp) and In/Dels (< 30
bp) : Variant Allele Frequency (VAF) > 5 % -

mFE 14 BEER Y LG R AMEOAT] %’%E’ FPE R e RNA ¥ ik
% ALK, BRAF, EGFR, FGFR1, FGFR2, FGFR3, KRAS, MET, NRG1,

& T 7] 4 NTRK1, NTRK2, NTRK3, RET, ROS1 f & # 7] (Fusion Gene) &
ALK, BRAF, EGFR, KRAS, RET, ROS1 r %4 exon =& &
hotspots ; { # z EGFR exon 2-7 skipping ¥ MET exon 14 skipping °
HEF R/ e R s

A F R BRI N

&

¥ 36/79




FRUME A foiinh? < Fl A3 FEN

> (2 A

Xin

RS L LTRSS

v 2 Mg

DMM-SOP-1901 NN 5

Frto g

Archer VariantPlex CTL Panel for lllumina =%+ ~ Z_& & F14& 7

ARF LA 625509

UL 7 ¢ 12w S 5 (FFPE)

w7 E -

W e B(FFPE)@ > ¥ 9 # A4 ¢ »(5um) -
Bl g R FREG

FilEwI LA

1 %85 $£>10% > %4ttt w2 FHKE -
2. EHER ;ﬂﬁ—}ﬁa 4 ¥ % T Archer VariantPlex CTL Panel for Illumina =x
£RAE AT RGP Fp i RRAE e

Z: L Y4 4 s
1 RN E

B«
FR

ot P R ¥F- 1i¥7 8:30~16:00

(TR LR (SRR )

3R 4 P 19 B i =

e A fE I #

¥ ok >k T * 7 A (NGS)

ER RS Y 3ag

Sk T4 F g
Archer VariantPlex CTL Panel #_4-¥f25 ] tm?z % &% (Non-Small Cell
Lung Cancer, NSCLC) & ® ;PBJ]U% (Thyroid Carcer) 5 & 3% 3+
NGS AFltaRlF P > i F 31 BEL 2 & j A& HAF > jrd ¥
P e g DNA ¥ &R AKTL, ALK, BRAF, CCND1,CTNNBI,
DDR2, EGFR, EIF1AX, ERBB2, FGFR1, FGFR2, FGFR3, GNAS,

3 HRAS, IDH1, IDH2, KIT, KRAS, MAP2K1, MDM2, MET, NRAS,
Tk & &

PDGFRA, PIK3CA, PTEN, RET, ROS1, STK11, TERT, TP53, TSHR %
7 F]3% 4 exon hE & hotspots - 7 H 1% £ (Single nucleotide
variation, SNV) ~ | ¥ E#& ~ [3% 4 (Small insertion/deletion, Small
In/Del) £ 384 A Flenit | g £ (Copy number variation, CNV) - g
¥R St AR5 R 27 M & 2 (Formalin Fixed Paraffin
Embedded, FFPE) t&#8 o P % ¢ soigdt A Flen® R - e 4 432

¥ 37179
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BE L BERE s B Reed L A0 s R pATE S LR
ARG S GREFLES P RTER B 0 E3R ft%iéﬁ‘ﬁ”fié
BBz ot AFRRPED 1 Rp L ORAFIREFH G & Fue R
SN /Y B Y
1. i pe#® £ (Single nucleotide variation, SNV)
P AT E 2. ] * B FE ~ I3 4% (Small insertion/deletion, Small In/Del)
3. # P %2 (Copy number variation, CNV)
AR L 3 1. Variations QC : Average Unique DNA Start Sites per GSP2 > 50.0

TR FAR

SNVs and In/Dels (< 30 bp) : Variant Allele Frequency (VAF)=5 %
Copy Number Variation (CNV) : Copy Number fold change=3

E 31 BER® 24 AA P T T k% AKTL, ALK,
BRAF, CCND1, CTNNB1, DDR2, EGFR, EIF1AX, ERBB2,
FGFR1, FGFR2, FGFR3, GNAS, HRAS, IDH1, IDH2, KIT,
KRAS, MAP2K1, MDM2, MET, NRAS, PDGFRA, PIK3CA,
PTEN, RET, ROS1, STK11, TERT, TP53, TSHR ' % 2L F]3R &
exon € & hotspots > ¢ 7 H - 1 pig L (Single
Nucleotide Variation, SNV) ~ -] # £ 34k £ 48~ (Small
Insertion and Deletion, Small In/Del) 2 $8 & 2 Flenf b #ic %
2 (Copy Number Variation, CNV) -

BRI

;ﬂbjﬁa@_\:; NN

S S E R

*
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> g A Flo & P (FoundationOne Liquid CDx)

FEFEE oss10

B

kR En

e rE MEHEEE T R (K F it pieita i)

Wy g 10ml 2 x2 3

e &K PR G PFARRER

. 1. B2 EFFIe o

%ﬁﬁ/i%*ﬁﬁ 2. EH P Fmt ¥ T 27 g A Fle ik Rl (FoundationOne Liquid

LR CON@M Fgp i p f P -

LECHENE TR

Yo e P #F- 17 8:30~16:00

TR % ¢t * ¥ (Foundation Medicine Laboratory)

4F 2 Pk 25 B 1 7=

e P P #

b S <2 7B (NGS)

:;_jﬂ 55 % o~

S 2 7 i *
FoundationOne Liquid CDx 4" #7 I B :&;vjz,fsg,‘fi‘i%ﬁ%ﬁ ¢ 324 B RpurAp kA Flen
CIDNA % %k i > BE B A FIRE ~ "B R % f 7 (TMB) ~ cirk 48
W%iﬁNQW%?ﬂ°i%%#%i%(@?ﬂw%%ﬁ%@mﬂiﬁ

s | BT PEERERER L R LR R R L [
G T A R A PN ihur'%‘ DR 3 A Y AT R S PR
Fm &g o FEHE (B AT 2 BEAFIRR > Rdpum LB A G 5 ra
Pieie ) AFIFR > @ % S cnBES o 0 F BN RBRIEIAR ST BT
BEAREZ R BT E1IRIFFEAFL G DL o
FoundationOne® Liquid CDx # @ ;] 41 2™ 324 i A Flenth g+ Yasl % % i€
T2 P53 RO F 0 2k 4 (indels)r 3£ B i R (CNAS)

ZE_L‘ l_ﬂ;;] %\ ABL1 AKT1 ALK AMER1
Exons 4.9 ACVR1B Exon 3 AKT2 AKT3 I{é(g:i ALOX12B (FAM1238) APC AR

18,19
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ARAF
E7X°1n15‘1'35' ARFRP1 | ARID1A ASXL1 ATM ATR ATRX AURKA AURKB AXIN1
15,16
BCR
AXL BAP1 BARD1 BCL2 BCL2L1 | BCL2L2 BCL6 BCOR BCORL1 | |ntrons 8,
13,14
BRAF BRCA1 BRCA2 BTK C11orf30 | C170rf39
Exons
11.1g. | 'ntrons 2, BRD4 BRIP1 | BTGl BTG2
! 7,8,12, Intron 2 Exons 2, 15| (EMSY) (GID4)
Introns 16. 19, 20
7-10 T
CALR CARD11 CASP8 CBFB CBL CCND1 CCND2 CCND3 CCNE1 CD22
CD74 CD274
CD70 | introns | CD79A | CD79B CDC73 | CDH1 | CDK12 | CDK4 | CDKé
(PD-L1)
6-8
CDK8 CDKN1A | CDKN1B | CDKN2A | CDKN2B | CDKN2C | CEBPA CHEK1 CHEK2 CIC
CTNNB1
CREBBP CRKL CSFI1R CSF3R CTCF CTNNA1 CUL3 CUL4A CXCR4
Exon 3
DDR2 EGFR
CYP17ALl | DAXX DDR1 | Exonss, | DIS3 |DNMT3A| DOTIL EED | introns7,| EP300
17,18 15, 24-27
ERBB3 ESR1
Exons 3,
EPHA3 EPHB1 EPHB4 ERBB2 |6 7.8 10| ERBB4 ERCC4 ERG ERRFI1
NN Exons 4-8
12, 20, 21,
23, 24,25
ETV4 ETV5 ETV6 EWSRT EZH2 EZR
Introns 8- trons 6, | Introns | Exons 4, | Introns FAM46C | FANCA | FANCC [ FANCG
7 ' 7-13 16,17,18 9-11
FANCL FAS FBXW7 FGF10 FGF12 FGF14 FGF19 FGF23 FGF3 FGF4
FGFR1 FGFR2 FGFR3 FLT3
Exons 7,9
Introns 1 (alternative
FGF6 5 Intron’ Intron 1, |designation FGFR4 FH FLCN FLT1 Exons 14, FOXL2
’17 Intron 17 | exon 10), 15,20
14,18,
Intron 17
GNA11l GNAQ GNAS
FUBP1 | GABRAG GATA3 GATA4 GATAG6 GNA13 GRM3
Exons 4,5 Exons 4,5 |Exons 1, 8
HRAS IDH1 IDH2
GSK3B H3F3A HDAC1 HGF HNF1A HSD3B1 ID3
Exons 2, 3 Exon 4 Exon 4
JAK?2 JAK3
IGFIR | IKBKE IKZF1 INPP4B IRF2 IRF4 IRS2 JAK1 Exons 5,
Exons 14 |11, 12, 13,
15,16
KIT KMT2A
Exons 8, 9,
i) o
JUN KDM5A | KDM5C | KDM6A | KDR KEAP1 KEL ,lrgron KLHL6
Introns 6,
8-11,
Intron 7
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KMT2D MAP2K1 | MAP2K2
(MLL2) | kRras LTK LYN MaF | (MEKL) | (MEK2) | viap2ka | MAP3K1 [MAP3K13
Exons 2-4,
Exons 2, 3 6.7
MAPK1 MCL1 MDM2 MDM4 MED12 | MEF2B MEN1 MERTK MET MITF
MPL MSH2 MTOR
Exons 19,
MKNK1 [ MLH1 MREL1A MSH3 | MSH6 | MSTIR | MTAP |30 39,40,
Exon 10 Intron 5 43-45 47,
48, 53, 56
MYB MYC MYCL MYD88
MUTYH MYCN NBN NF1 NF2 NFE2L2
Intron 14| Intron1 | (MYCL1) Exon 4
NKX2-1 NOTCH2 NPM1 NRAS NSD3 NTRK1
NFKBIA NOTCH1 NOTCH3 |Exons 4-6 NT5C2 | Exons14,
(TTF-1) Intron 26 "| Exons 2, 3 [(WHSC1L1) 15, Introns
8,10
8-11
NTRK2 NTRK3 NUTM1
Exons 16 P2RY8 PALB2 PARK2 PARP1 PARP2 PARP3 PAX5
Intron 12 "l Intron1
17
PDCD1 |PDCD1LG2| PDGFRA | PDGFRB PIK3CA
Exons 2,
3,5-8, 10,
PBRM1 Exons12,| o o | PDk1 |PIk3c2B | pikac2e |1419 21| pikacB
(PD-1) (PD-L2) |18, Introns 1221 23 (Coding
7,9,11 / Exons 1,
2,4-7,9,
13, 18, 20)
PIK3R1 PIM1 PMS2 POLD1 POLE PPARG | PPP2R1A | PPP2R2A | PRDM1 |PRKAR1A
PRKCI PTCH1 PTEN PTPN11 PTPRO QKI RAC1 RAD21 RAD51 RAD51B
RAF1 RARA RET
Exons 3, Introns 7,
RAD51C | RAD51D | RAD52 | RADS4L |4 67,10, RB1 RBM10 REL | 8 Exons
14,15, 17,| Intron 2 11, 13-16,
Introns Introns
4-8 9-11
ROS1 RSPO2 SDC4
Exons 31,
RICTOR | RNF43 | 36.38 40 | RPTOR SDHA SDHB SDHC | SDHD
T Intron1 | Intron 2
Introns
31-35
SLC34A2
SETD2 SF3B1 SGK1 SMAD2 | SMAD4 |SMARCA4| SMARCB1 SMO SNCAIP
Introns 4
SOCS1 SOX2 SOX9 SPEN SPOP SRC STAG2 STAT3 STK11 SUFU
TERC TERT TMPRSS2
SYK TBX3 TEK TET2 | TGFBR2 | TIPARP | |ntrons | TNFAIP3
ncRNA | Promoter
1-3
TNFRSF14| TP53 TSC1 TSC2 TYRO3 U2AF1 VEGFA VHL WHSC1 WT1
XPO1 XRCC2 ZNF217 ZNF703

R

Foundation Medicine Laboratory
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Froeop

Archer VariantPlex BRCA Panel for lllumina =& ~ 2_& & F14& 7

A ¥ LA

625511

1o 148 5 Ed
FREE % 5§ ¥ (EDTA)
kiR 3mL 2 i

e T F A PRE R ERER

FielEwI LA

1. 48 2~8°CF75 °

2. FH P ¢ & ¥ T Archer VariantPlex BRCA Panel for Illumina
TR ATHRRGRE FH AR R RAE e

3. 3T A BEP W - P 900 EpH It FI e ¥ K2 BIEP A
a]:g o

TN h R

Y ¥ P T2 GlEP T - P 9:00 ¥ g te I A F N o
e (TP Lt (S REY )

4R 2 Pk 19 1 iTx

4v fApE Y ]

sk ik <R *ZE (NGS)

EX i L 3

RS H 7 i *

Archer VariantPlex BRCA+PALB2 Panel &_4*%+5-7% (Breast cancer)
%2 7 4 A (Ovarian cancer) Ji & K340 NGS A FlfgiR|5 p > idF =
BESARGEIRErPLRREEFELL Y B AL AL T
BRCA1-BRCA2 & PALB2: B> #rfg sk ¥]- 2 ¢ BRCAL - BRCA2
i BEC DNA 3 enig i s Fies BAFIE Y 2 - 4 81
RIEE DNA £ 3lrcfF 877 ts > ¢ #i2 PR3 4R o § w2 b DNA 3

e

5 WAMII- ek - wregh g 2% - PALB2 & BRI Gl ~ F#
TERT RABOF ZBAT 0 PALB2 A FIRE ol 3 b1k
PHRE LR G M L ATFIFLREARETL T VAN
o v ERE b G S ATIRE R R BT - K2R
L3 A ESARECDEF E%?ﬁﬁﬂé’iiéT%&}%’iﬁf«@?ﬁ’é’@i"i@ﬁ%
Flte k] 0 W TRk TR AR R o Bl e & 4k o
£ R FldeT

%5 ¥ 1. BRCAL1 : exon 2 to exon 23 with + (40 to 349) bp flanking intronic

regions o
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2. BRCAZ2 : exon 2 to exon 27 with + (25 to 235) bp flanking intronic
regions o
3. PALB2 : exon 1 to exon 13 with + (30 to 173) bp flanking intronic
regions °
A 2L
NO PATHOGENIC VARIANT DETECTED /
PATHOGENIC VARIANT DETECTED
1. %2 (Single nucleotide variation, SNV
HRIATIRE RS (Single nucleoti . )
2. ) # B FE I3 4 (Small insertion/deletion, Small In/Del)
AR L L3 Variations QC : Average Unique DNA Start Sites per GSP2 > 50.0

TR FAR

1. BRCA somatic (FFPE) SNVs and In/Dels (<30 bp) : Variant Allele
Frequency (VAF) 25 % -

2. BRCA germline (whole blood) SNVs and In/Dels (< 30 bp) :
Variant Allele Frequency (VAF) = 20 %

AR

;;ﬂt;],;a;g?_cl NN

A F R BRI N

+
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Froo ok

Ampliseq for Illumina Focus Panel =t &' # Z_& & %4 B

A ¥ LA

625512

Ho ¥ 1827 % 4 ¢ 13 o % 4 5-(FFPE)

iR TFF -

e FHi & 3 (FFPE)i# = & 10 * A % 4 #(5um) o
Hiew EQ * R FRER

FielEwI LA

1 %R 5 £>10% @ 4Tt 7 5 (7Rl o

2. P Ak ¢ & ¥ T Ampliseq for Hllumina Focus Panel =t & 2

2 a2 4 7,
B i¥0E

B TR Fop g F RS
=
=+

w
-

Tote pF 7 #¥- 17 8:30~16:00

R R (SAREY )

IR 2 PF AT 19 B 1 ¥ =

de fApE Y ]

i Al <R ® 7 A (NGS)

Sl S F i

Sk T4 7 i
Ampliseq for Illumina Focus Panel 3 4- ¥t e = * 2 & 2%+ 7 NGS
AFHERIER i E B2 BEVRE A KR TR PRER L E
BB IIRRE SRR R F AN AT EF F R
£ NGS A FIHRI#7 £ U B siag Az 705 B A g

Tk & & 15 7] & if 0% $ - Ampliseq for [llumina Focus Panel ™2 NGS Hjiw - 2
17 PR b P e 4 BAREL T > 35 G JIN ek A Fike
(Biomarker) » £ & = 2o A FIRE T NT LT RV & A 4 IS
DR ES DF oo R EF LR EAY o et A TR R P
Mg B4t A 2 & FIR R R EE (i -
1. B p% & (Single nucleotide variation, SNV)

A 2. | 7 ﬁ»% ~ 3% (Small msert.lor.]/deletlon, Small In/Del)
3. ¥ P #c¥ B (Copy number variation, CNV)
4. 7 Flgk & (Gene Fusion)
Percent On-target Aligned Reads > 80 %

A iR 2 Coverage Uniformity (percent of targets with > 0.2x mean coverage)

> 95%

1. SNV and In/Del (< 25 bp) : Variant Allele Frequency (VAF) >5 % -
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2. Fusion : Fusion Score cutoff >4 -
3. Copy number variation (CNV) : Copy Number >3 -

A F 4

%5 AR5 HRE 27 M ¢ 2 (Formalin Fixed Paraffin Embedded,
FFPE) # 1% DNA 22 RNA: ¥ H 27 A FIR R P o F B {80
DNA ¥ * 4P AKTL, ALK, AR, BRAF, CDK4, CTNNB1, DDR2,
EGFR, ERBB2, ERBB3, ERBB4, ESR1, FGFR2, FGFR3, GNA11,
GNAQ, HRAS, IDH1, IDH2, JAK1, JAK2, JAKS, KIT, KRAS,
MAP2K1, MAP2K2, MET, MTOR, NRAS, PDGFRA, PIK3CA, RAF1,
RET, ROS1, SMO % z F]# 2 exon & & hotspots » ¢ 7 H P H e
% 2 (Single nucleotide variation, SNV) ~ /|- % E4& » /34 2 (Small
insertion/deletion, Small In/Del) £ ALK, AR, BRAF, CCND1, CDK4,
CDK®6, EGFR, ERBB2, FGFR1, FGFR2, FGFR3, FGFR4, KIT, KRAS,
MET, MYC, MYCN, PDGFRA, PIK3CA # Fle2 b #ic% £ (Copy
number variation, CNV) ; % B~{s 41 RNA » ¥ &R % 7 ABL1,
ALK, AKT3, AXL, BRAF, EGFR, ERBB2, ERG, ETV1, ETV4, ETVS5,
FGFR1, FGFR2, FGFR3, MET, NTRK1, NTRK2, NTRK3, PDGFRA,
PPARG, RAF1, RET, ROS1 % fusiondrivers Flpk £ (Gene
Fusion) » £ ¢ 7z MET exon 14 skipping °

i Y

;ﬁl‘];ﬁl?—_é NN

A F R BRI A

ki
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Archer VariantPlex BRCA Panel for lllumina =& ~ 2_& & F14& 7

A ¥ LA

625513

WA % i ¢ 33 ' 3 4% 5-(FFPE)
e rE -
e 7 e m(FFPE): > # 9 # A% 4 »(5um)-
Pk * R FEIRE G
1. %7 £>10% > %447 7 & FHRP -
FHIEFERIAER | 2. EHREFE BRI % % T Archer VariantPlex BRCA Panel for Illumina

Z: L Y4 4 s
1R E

SRR A TR Fop A e R RAE e
=
E

w
-

Tote pF 7 #¥- 17 8:30~16:00

e (A iR (ppEY )

IR 2 PF AT 19 B 1 ¥ =

e A P P 2

Wk 2 Z k%A (NGS)

rEgwm N

Sk T4 7 i
Archer VariantPlex BRCA+PALB2 Panel &_4*%5-7% (Breast cancer)
%1ée 5 % (Ovarian cancer) Js &3%3 47 NGS A TR P » i3 F =
FUEAFIPNREPLRREEHFEL Y L5 A AP T
BRCA1-BRCA2 & PALB2: B #rf sk F]- 2 ¢ BRCAL f- BRCA2
i BEC DNA 3 enig i s Fieo BAFIE Y 2 - 4 81

o PIEE' DNA £ 3lscF 877 ts > ¢ #iF PR3 4R o § w2 b DNA 3

Rk R &

F R - AR ,f‘em’?é'%ﬁg%fif}%% ° PALB2 3 & Bl &l ~ & #
THFRY RFBOFZAAT 0 PALB2 AFIRE ot 5 bR
PEBE EFROR G M L ATS 2 R BEE L ¥R
P v R ROLGRE S ATFIREREF BT - R ER
EFFERFSA RO e F PO T R AR rER A
Tl Rl 0 s TR R AR R R B L R4k o

S
ol
g
b

B Rl BT
1. BRCAL : exon 2 to exon 23 with + (40 to 349) bp flanking intronic
regions o
2. BRCAZ2 : exon 2 to exon 27 with + (25 to 235) bp flanking intronic
regions o

¥ 47179
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ML A3 FRUEREP
> e DMM-SOP-1901 =X 5
3. PALB2 : exon 1 to exon 13 with + (30 to 173) bp flanking intronic
regions o
SR
NO PATHOGENIC VARIANT DETECTED /
PATHOGENIC VARIANT DETECTED
1. % ® (Single nucleotide variation, SNV
RRIATRE PR (Single nueleoti . )
2. 0] B EFE ~ 134 (Small insertion/deletion, Small In/Del)
AR L L3 Variations QC : Average Unique DNA Start Sites per GSP2 > 50.0

TR FAR

1. BRCA somatic (FFPE) SNVs and In/Dels (<30 bp) : Variant Allele
Frequency (VAF) 25 % -

2. BRCA germline (whole blood) SNVs and In/Dels (< 30 bp) :
Variant Allele Frequency (VAF) = 20 %

AR

;ﬂtjﬁagé (NN

2 HERS A

+
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FRUME A foiinh? < Fl A3 FEN

> (2 A

Xin

RS L LTRSS

2 e DMM-SOP-1901 N 5
¥4 Invitae i @ M mE > 2 A Tl R
ﬂ\l‘%%ﬁ £ AFE 625523
e A 4E Eg
iR TFE % 57 ¢ (EDTA)
i 3mla s
e I f PR G PFARRER

FielEwI LA

IR N S R
2. FWMEFR 4 B F TInvited @ kx> A TR RIRP

LR R RRE D

i i¥ g L

Tete v 7 ¥ - 3 7 8:30~16:00

He (vpER % ¢t £ 4 (Invitae Corporation Laboratory)

ey-JE o= R 3 20 1 g%

4r PP L

Yesk S 2 = Rz A (NGS)

AP ST wRR # g

TR i

Tk & & ARl AT E e s 2 BUREAAMIBABAT]  HIREF 5
M dE DR R (PR PR ) TR (RIS
PR S o (7RO R SRR s e R~ BT SRR
o A )~ R A Rk S (ORGSR RO AR (R AR
ARmie B A A A p g w ks (PR BY LR/
i of ) e

& F5) 4 AIP, ALK, APC, ATM, AXIN2, BAP1, BARD1, BLM, BMPRI1A,

BRCAL, BRCAZ, BRIP1, CASR, CDC73, CDH1, CDK4, CDKN1B,
CDKN1C, CDKN2A, CEBPA, CHEK2, CTNNA1, DICER1, DIS3L2,
EGFR, EPCAM, FH, FLCN, GATA2, GPC3, GREM1, HOXB13, HRAS,
KIT, MAX, MEN1, MET, MITF, MLH1, MSH2, MSH3, MSH6,
MUTYH, NBN, NF1, NF2, NTHL1, PALB2, PDGFRA, PHOX2B,

7 4979
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Rt 2 B3R E IR
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PMS2, POLD1, POLE, POT1, PRKAR1A, PTCH1, PTEN, RAD50,
RAD51C, RAD51D, RB1, RECQL4, RET, RUNX1, SDHA, SDHAF2,
SDHB, SDHC, SDHD, SMAD4, SMARCA4, SMARCB1, SMARCE]1,
STK11, SUFU, TERC, TERT, TMEM127, TP53, TSC1, TSC2, VHL,
WRN, WT1

ESE e WA Invitae Corporation Laboratory

AT RERT AR | T
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FRUME A foiinh? < Fl A3 FEN

> it 2 g5

Xin

A PRI L

SR L DMM-SOP-1901 U = 5
Froe Invitae i# & 15U R i A Tl R
LR R 625524
AR >
FREE ¥ 57 # (EDTA)
ke 3mLax
e B H R H S 2 BRI
BRIEHIAEN |1 BREZEEFTT o

2. EHW P p A B F Ninvitae B @45 R A FIRPIRP B

A Felip %!fpﬁfs%J°

3% i 1

B«
3R

et B R ¥ - 1 i¥7 8:30~16:00
TR % ¢t £ 4 (Invitae Corporation Laboratory)
3F 4 pF AL 1273 1 iF=

v APE Y 7 i

I Z2 2 A (NGS)

EE i e g

SR a

Tk & &

AR RIGUE R TR ORI iR 0 C SRR R 0 T &
Wil MR AP B R M A FIR R B R AT S R
RRLAROBRLGHEBBR G "V A S HREAT EHE
P RS ki o BB A B e B g
# P EE A s 0 o i BRCA AFIR % A7 K ~ Rk - B
SRR PR O F - PARPHR I T g o

A 55 4

ATM, BRCA1, BRCA2, CDH1, CHEKZ, PALB2, PTEN, STK11, TP53

TR

Invitae Corporation Laboratory

SR R ERONE

ki
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L B FRIER LD
> 1 B DMM-SOP-1901 b 5
Froe b * -Invitae 73R 5o 1% 2 4Rl (Family Variant Testing)
AL AR 625529
kR N
BB % 57 # (EDTA)
ke 3mLax
e B H R H S 2 BRI

FielEwI LA

1L HiE2RFFITF -
2. Efamarte & F T RS - Inviate 7R xop 1% R e pl (Family
Variant Testing) P T 4 4ol p § R L3 e

@ i%E

B«
3R

et B R ¥ - 1 i¥7 8:30~16:00

TR % ¢t £ 4 (Invitae Corporation Laboratory)

RS 201 1 7%

v APE Y 7 i

I Z2 2 A (NGS)

AP ST RE EETE

SR a

ek & & LFRE

A F)5] 4 £H3t R % e E B 2 Invitaei 1254 R i A FlHe Rl/Invitaed @ (4

B A e R B 204 i R R -

PR

Invitae Corporation Laboratory

TR e N

*
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FRUME A foiinh? < Fl A3 FEN

> it 2 g5

Xin

A PRI L

2 i DMM-SOP-1901 B 5
FL M Invitae < s # 7 5 B F1H& iR
AMaFLAMm 625532
e H B 47 E
7 F % 57 ¢ (EDTA)
k1 3mL2 s
SZ R ] *RBE S FRER

FielEwI LA

L (2R T -

2. FH P Ferm f & F TInvitaes s F A A Flie RGP T 4 i
pPERRD -

B i¥0E 2B

Tete p= & - 1i7 8:30~16:00

He (vpER % ¢t £ 4 (Invitae Corporation Laboratory)

3F 2 Pt 201 T =

be A pE R 7

L iRES s A (NGS)

EE i e EETE

i e

Tk & & MRl N E R RPIE LT G R F A pe ML AT
B AR AN A TIRE T EB G TR 7 5 foRBlR
%X o X5 P g R T g 35te 2 v (L)L "% 4p B B :ﬁp‘(Z.)‘u =2
FE(3) s vop #(4) B e AR i BEAE(5)E ) S o

A 77| 4 ACTA2, ACTC1, ACTN2, ACVRL1, APOB, BAG3, BMPR2,

CACNALC, CACNB2, CALM1, CALM2, CALMS3, CASQ2, CAV],
CAV3, COL3A1, COL5A1, COL5A2, CRYAB, CSRP3, DES, DMD,
DSC2, DSG2, DSP, EMD, ENG, F2, F5, F9, FBN1, FHL1, FLNC, GDF2,
GLA, GPD1L, HCN4, JUP, KCNE1, KCNE2, KCNH2, KCNJ2, KCNQ1,
LAMP2, LDLR, LDLRAP1, LMNA, MYBPC3, MYH11, MYH7, MYL2,
MYL3, MYLK, NKX2-5, PCSK9, PKP2, PLN, PRKAG2, PRKG1,
PROC, PROS1, RBM20, RYR2, SCN5A, SERPINC1, SGCD, SMAD3,
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Rt 2 B3R E IR
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SMAD4, SMAD9, TCAP, TGFB2, TGFB3, TGFBR1, TGFBR2,
TMEM43, TNNC1, TNNI3, TNNT2, TPM1, TRDN, TTN, TTR, VCL

HEF R/ Invitae Corporation Laboratory

AT RERT AR | T

T 54179
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> (2 A

Xin

RS L LTRSS

v 2 Mg

DMM-SOP-1901 NN 5

TEREE”

Oncotype DX =% ¥ & 5\ &% "6 % & %14 B (Oncotype DX Breast Recurrence
Score)

KIRF £ LG

625538

o R0 18 5E 73 ¢ 39 8 B 4% 5-(FFPE)
HeEE -

e 7 e m(FFPE): =+ # 15 % A% 4 #(5um) -
Hte R *ORFEREG

FilEwiLE
7

1. g%ﬁfﬁﬁ;ﬁ—}ﬁa L % % TOncotype DX & 7 & 5L g HR AL FlHk i) 3L Y T
Aalip P RAE e

Z: L Y4 4 s
1R E

B
FR

et P #¥- 37 8:30~16:00

He vpER % ¢t * 4 (Genomic Health Inc Laboratory)

3F 4 pF L 14 B 1 7%

be 1Y #

b S F #axps g 45 5 & (Reverse transcriptase polymerase chain reaction, RT PCR)

AP EERR | Ag

2 1 T

Wk & Oncotype DX® £ Te/k & * b 45 4 #osh gk Flfe imliz > £ iRl g sk
21 A& Flh& o KA RS W IR ORE R G B RF PR EAS 5Z
A At 11 A 1 T(RSSLIL)F> A g 5 12254 5 ¢ S h g 5 =26 4
RBRER % -

7 F 7] 4

BAG1 BCL2 CCNB1 |CD68 SCUBE2 |CTSL2 [ESR1
GRBY7 GSTM1 |ERBB2 [MKI67 [MYBL2 PGR AURKA
MMP11 [BIRC5 |ACTB GAPDH |GUSB RPLPO |TFRC

A FIA

Genomic Health Inc Laboratory

e NN

i~

*
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> (2 A

Xin

RS L LTRSS

NE DMM-SOP-1901 BR =R 5
¥4 EA% b ‘& A Fl Rl v1.0
ARFL AT 625546
e H B 47 E
FWEE % 2 ¢ (EDTA)
¥ E 10mL >
e AR R G R ARER

FielEwI LA

1. Hikis 2~8°CiFz °

2. WP R ¢ B TEARD 6 TR VIORM o ¢ o

FRELE

ECRERE -

Teie e B - 1i7 8:30~16:00

TR Loh e (BEFAEF % iR% )

3 3 PR 19 B2 iEx

e AR E

o> & ZH T A (NGS)

EXE A 2

T fgr F g

Tk & & R RE o s E e & N Wéﬁ%ﬁiﬁ] PV RETRE F
(1) therFasaTes gk s 2 2 R F] e
(2) 37 j2ETEF EF ;@;&ﬁyﬁaﬁ&&&“,ﬁi? O e
(3) =R AE G T T i B PER 0¥ [k
(4) 7 pEREE BT

7 F15) 4 APC ATM ATR AXIN2 BAP1 BARD1 BLM BMPR1A BRCA1 BRCAZ2

BRIP1 CDH1 CDK12 BRCAZ2 BRIP1 CHEK1 CHEK2 DDB2 EPCAM
ERCC1 ERCC3 ERCC4 FAN1 FANCA FANCC FANCB FANCD2 FANCE
FANCF FANCG FANCI FANCL FANCM FH GALNT12 GREM1
HOXB13 MEN1 MET MLH1 MLH3 MRE11 MSH2 MSH6 MUTYH NBN
NF1 NTHL1 PALB2 PMS1 PMS2 POLD1 POLE PPP2R2A PTEN RADS0
RAD51B RAD51C RAD51D RAD54L SLX4 SMAD4 SMARCA4 STK11
TP53 VHL XRCC2
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v AR /)—1?5%&;};%_{#
% DMM-SOP-1901 e
ﬁi'f’?%%] P OB R Ap B Etklﬂ ~DNAFE R ¥ 213 4,:&%?—]7\ >obEE S
A e EHAFF R T
T2HRERD K |
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> it 2 g5

Xin

AR IR L

v e DMM-SOP-1901 IR 2 5
FeooH % b '6 -BRCAL/2 & F# i
AMaFLAMm 625547
kR N
iR TFE % 57 ¢ (EDTA)
BT 10mL 2>x
e B H R H S 2 BRI

FielEwI LA

1. #4k152~8°CiETs o
2. FE G A B ¥ T AL & -BRCAL2A FlHe RGP Fop 4

fr'r%;glﬁﬂ?-:‘g)%Jo

@ i%E

a4

ot P R ¥ - 3 7 8:30~16:00

albladi) Lohide (EFARF %)
IF 2 P AT 19 B iF=

4o GApE Y 7 i *

L e S+ &2 A (NGS)

AP ST RE EETE

J-#E;ﬁafgr g

TRk R & BRCAL £ BRCA2 (BRCAL/2)Hif @ {+ 7 i~ o & iy % $ & & chfk 7)
2 - o A ATFIRRAIT LA ERPIF T ERme N LF R
BRCA12 AFR % > ¥ &% &7k %5 FF
(1) B rnTeh Bl s 2 2 B o
(2 =& BT EFERARLZERELT i f o
(B) = A FF EW T i BB (F% [froc o
(4) " fErER BT A
f& 47§ ] BRCA1/2 & 7] > *t &8 3 (Full exons)+% *» % ¥ (Splicing regions)
HEFLEIS EHAFIF F iR T
AT RERER | T
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ML A3 FRUEREP
2 i e DMM-SOP-1901 B =X 5

% LRy EIX b ‘-1 A Tl B

7"1‘%% AR -3 625548

AR E

HhEE % 5 § (EDTA)

%R E 10 mL > =

e & H *RE G R RS

FilERiL i
7

1. HFH#i2~8°CiF7 o
2. W AR ¢ BT RARD G TR Ep 4 i f R

2

] o

i % i

=gy | O

N
‘é\ <

~

ot P R ¥ - 217 8:30~16:00

e EpE L b itde (EAFF R )
IF 2 PFrr 19 B1iF=x

be 3

e 2/ (NGS)

AR ERE | 2 A

LY

LI S AR E T AR B A TSR TR R T R TR F B
(1) B rEintek mik s 4 2 h % o
Q)#%ﬁﬁﬂ{@jE@%Rﬁ%ﬁ@wwﬁiwﬁ@o
B) #=REFF Ew7 it PBES TH e
(4) "jrpELEL T
7 F)5) &
ATM ATR BARD1 BLM BRCA1 | BRCA2 BRIP1 CDH1 CHEK2 DDB2
EPCAM FANCA | FANCB MSH6 | MUTYH | FANCE | FANCF | FANCG | FANCI FANCL
FANCM FH MLH1 MSH2 MRE11 MSH6 | MUTYH NBN NF1 PALB2
PMS1 PMS2 POLD1 PTEN RADS50 | RAD51B | RAD51C | RAD51D | SLX4 SMAD4
SMARCA4 | STK11 TP53 XRCC2
f347 # LREEREE S N R
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< L DMM-SOP-1901 IR =%

FEHEAE | EFAANFER%T

SR R PR %
1
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FRUME A foiinh? < Fl A3 FEN

> it 2 g5

Xin

AR IR L

SR L DMM-SOP-1901 U = 5
FroeH M b Y- R 2k TR R
AERF LA 625549
kR N
BB % 77 4 (EDTA)
g 10mL 25
e I f PR G PFARRER

FielEwI LA

1 45415 2-8°CiRis »
2. EHE R B F TEABE G- S KA FRRP Fp A oo

A

¥ g

a4

ot PR - 37 8:30~16:00

ITpER Loh e (BEFAEF % iR% )

IF 2 P AT 19 B 1 iF =

b A pE T 7 i *

Yook 2 Z£ i~ A (NGS)

LHEERE A

1%%? EIET

Tk T & AR RIS G R B A I FReR] T R TR F
(1) BE Rk BR s 4 2 B o
(2 Frd T REF ] EPERAB BN EE LT A o
B) =R AFF IRV BELER T [Fox-o
(4) T fEpER BT A .

& F7 APC AXIN2 BMPR1A CDH1 CHEK2 EPCAM FAN1 GALNT12
GREM1 MLH1 MLH3 MSH2 CDK4 CDKN2A NBN NTHL1 PMS1
PMS2 POLE PTEN SMAD4 STK11 TP53

f347 # LREEREF NG R

REFE/ EHARNFERRT

LEHRERT K | F
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FRUME A foiinh? < Fl A3 FEN

> it 2 g5

Xin

AR IR L

v e DMM-SOP-1901 IR 2 5
FroeH H AL TV pe T A 1T ke R
ARF LA 625550
kR N
iR TFE % 57 ¢ (EDTA)
i 3mL > =
e B H R H S 2 BRI

FielEwI LA

1. #5414 2~8°Ci%5 o
2. B EGH A B YT E ATV A AT RRGLE T 4 ol p

2o 2 .
e N
i

@0 =
ot P R ¥F- 1i¥7 8:30~16:00
TR Loh e (BEFAEF % iR% )
3 3 PR 191 iex
e A fE I T
Wk ik (1) ® & p+Fp 4~ & (Polymerase Chain Reaction, PCR)
(2) %4~ z_F (Dideoxy chain-termination method/ Sanger method)
AP ST HRRE F i
i e

W L& ATt R S E A FIP R A ST T HRR D T R ETRE F T
(1) et rainfeh A S 2 2 R ¥ o
Q=m0 AT R ERAFLEEFLLT Ao
()= EEF ZRT A B PES T foco
@FRrEFFEPT LR 2ANPIAF AR EEPEF L
(5) 7 R pEE BT Ak o
RN Agp| A e TR R R B~ MOt Bl R A TR T
Bk 2 [EAF & R FIE I 2 RFHF & RIS dE 2 2
PEPFEAB EAARFF o
LI REmRA S |3
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> (2 A

Xin

RS L LTRSS

v it DMM-SOP-1901 R =X 5
Fiog H A A 1A E 4 49 1 R (MLPA)
ﬂ‘l‘;‘u%g £ AFE 625551
e 48 747 2
Hier & % 5. ¢ (EDTA)
ke 3mL 2%
Fiew &G PREGE FARER

FielEwI LA

1. e 2~8°Ci3 °
2 PR B F THAFIATIAE A 540 (MLPARP Fopy

LR R RRE D

Z: L Y4 4 s
1 RN E

a4

{c 4 PE Y ¥ 37 8:30~16:00

iR LR e (AR E W)

3K 4 PE AT 19 1 v

4u GAPETL F i

¥ ok E 5 & i 47 44453 Haf (Multiplex Ligation-dependent Probe
Amplification, MLPA) ~ ¢ € & & f=:f 4} ¥ J& (Multiplex Polymerase
Chain Reaction, Multiplex PCR)

Sl S g

S a 7 g

TRk R & A RRRIEHE AFIAFIRE R E R VREREFFF
1) T%E‘EEEE&T‘«T%I% ERFE A 2 RF] e
(2 #R&TREAFF ERPERA BN ZENEL T AL o
() TfEpER BT o

o R HE AgiRlF e 7 TG S ME T B MO i AR AT
Bak A [EAF N A TFIE w0 2 LA TR Rt 2 T o

REP R/ EHAFIF F iR T

AR R BN | B
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v A LA FENEREY
2 i gk DMM-SOP-1901 N 5
FLoog E R b & A& Fle iR v2.0
ARF LA 625553
e 10 AEAE £y
iR TFE % 57 ¢ (EDTA)
kg 10mL 2 i
Biew & H PRE SR FARER

BFWwlEwLIL TR

1. ¥ is 2~8°CiET5 o
2. EWPTH &Y
2

TEAT R & A TR V2.0 P T L Aol

>
FEE e

b R E e

7
‘é\%

3

Ttk e - 37 8:30~16:00
P EpE Tt (EFARNFTRR)
IF 2 P AT 19 B 1 iFx
v AP IT 7
Wk 2 =+ %A (NGS)
E o S A 7
TR D
Tk & & AR S XA TN LS %ﬁi’éﬁ%ﬁiﬁl TR TR F
(1) #=erFe mp,u‘ﬁ%ﬁr JEAE 2 2 R F] o
(2) & ELEG 2 a%:fz:mgazwg)%rs,ﬁz? R
() =RAEF EP VB LES T [k
4) " fErEREB TR
SRR AIP AKT1 ALK APC ASCC1 ATM ATR AXIN2 BAP1 BARD1 BLM

BMPR1A BRCA1 BRCA2 BRIP1 BUB1B CASR CDC73 CDH1 CDK12
CDK4 CDKN1B CDKN1C CDKN2A CEBPA CEP57 CHEK1 CHEK?2
CTC1 CTNNA1 CYLD DDBZ2 DICER1 DIS3L2 DKC1 EGFR EGLN1
EPCAM EPHB2 ERCC1 ERCC2 ERCC3 ERCC4 ERCC5 ERCC6 EXT1
EXT2 EZH2 FAN1 FANCA FANCB FANCC FANCD2 FANCE FANCF
FANCG FANCI FANCL FANCM FH FLCN GALNT12 GATA2 GPC3
GREM1 HOXB13 HRAS KIF1B KIT LZTR1 MAX MC1R MEN1 MET
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MRS LA FENEREY
SR DMM-SOP-1901 MR = 5
MITF MLH1 MLH3 MRE11 MSH2 MSH6 MSR1 MTAP MUTYH NBN
NF1 NF2 NHP2 NOP10 NSD1 NTHL1 PALB2 PALLD PDGFRA
PHOX2B PIK3CA PMS1 PMS2 POLD1 POLE POLH POT1 PPM1D
PPP2R2A PRF1 PRKAR1A PRSS1 PTCH1 PTCH2 PTEN PTPN11
RAD50 RAD51B RAD51C RAD51D RAD54L RB1 RECQL4 RET
RHBDF2 RNASEL RUNX1 SBDS SDHA SDHAF2 SDHB SDHC
SDHD SLC45A2 SLX4 SMAD4 SMARCA4 SMARCB1 SMARCEL
STK11 SUFU TERC TERT TINF2 TMEM127 TP53 TSC1 TSC2 TYR
VHL WRAP53 WRN WT1 XPA XPC XRCC2 XRCC3
f247 4§ Rl L & B Ap B 2L 7]~ DNA iR & i3 4 2L %20 2 *h B 5
PEFEA P EHAFF Fie%T
AEHRER A | F
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FRUME A foiinh? < Fl A3 FEN

> (2 A

Xin

RS L LTRSS

< i e DMM-SOP-1901 B =X 3)
F4OLH (i % * ) Invitae i & g > 7 2 51 P
ﬂ\l‘%%ﬁ LA S 625554
e R 828 £
G B % &1 ¢ (EDTA)
ke 3mL 2%
Hiew & H PRE SR FAREYR

FielEwI LA

1 ez RiFFIe o

2. Fie PR & ¥ Tinvitaeid @R 2 2 A Flie RGP Ao p

PRI -

i i¥ g L

Y ¥ PF R ¥ - 1i¥7 8:30~16:00

He (vpER % ¢t £ 4 (Invitae Corporation Laboratory)

ey-JE o= R 3 20 1 g%

e A fE I HOgH

Wk € 2 A (NGS)

4 F 2"3; % 7 < 1@ B

R aa A

TRk R & ARl AT E e s 2 BUREAAMIBABAT]  HIREF 5
R T M SR o (%”ﬁl‘ TPEAFEI)IHYE (BEY -
B s s (TR B SR A e R BT RO
BT M) i Rk s (BRSO AR (B AR
ARmie B A A A p g w ks (PR BY LR/
B ) e

177 £ AIP, ALK, APC, ATM, AXIN2, BAP1, BARD1, BLM, BMPRIA,

BRCAL, BRCAZ, BRIP1, CASR, CDC73, CDH1, CDK4, CDKN1B,
CDKN1C, CDKN2A, CEBPA, CHEK2, CTNNA1, DICER1, DIS3L2,
EGFR, EPCAM, FH, FLCN, GATA2, GPC3, GREM1, HOXB13, HRAS,
KIT, MAX, MEN1, MET, MITF, MLH1, MSH2, MSH3, MSH6,
MUTYH, NBN, NF1, NF2, NTHL1, PALB2, PDGFRA, PHOX2B,
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Rt 2 B3R E IR
< L DMM-SOP-1901 IR =% 5

PMS2, POLD1, POLE, POT1, PRKAR1A, PTCH1, PTEN, RAD50,
RAD51C, RAD51D, RB1, RECQL4, RET, RUNX1, SDHA, SDHAF2,
SDHB, SDHC, SDHD, SMAD4, SMARCA4, SMARCB1, SMARCE]1,
STK11, SUFU, TERC, TERT, TMEM127, TP53, TSC1, TSC2, VHL,
WRN, WT1

ESE e WA Invitae Corporation Laboratory

AT RERT AR | T
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> it 2 g5

Xin

A PRI L

v i 5 DMM-SOP-1901 T 5
¥4 izt & * ) Invitae < 5 F 5 5 2 Flie Rl

AMaFLAMm 625555

e H B 47 E

FREE % 51 7 (EDTA)

i 3mLax

Fiew &G PREGE FARER
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A 77| 4 ACTA2, ACTC1, ACTN2, ACVRL1, APOB, BAG3, BMPR2,

CACNALC, CACNB2, CALM1, CALM2, CALMS3, CASQ2, CAV],
CAV3, COL3A1, COL5A1, COL5A2, CRYAB, CSRP3, DES, DMD,
DSC2, DSG2, DSP, EMD, ENG, F2, F5, F9, FBN1, FHL1, FLNC, GDF2,
GLA, GPD1L, HCN4, JUP, KCNE1, KCNE2, KCNH2, KCNJ2, KCNQ1,
LAMP2, LDLR, LDLRAP1, LMNA, MYBPC3, MYH11, MYH7, MYL2,
MYL3, MYLK, NKX2-5, PCSK9, PKP2, PLN, PRKAG2, PRKG1,
PROC, PROS1, RBM20, RYR2, SCN5A, SERPINC1, SGCD, SMAD3,
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SMAD4, SMAD9, TCAP, TGFB2, TGFB3, TGFBR1, TGFBR2,
TMEM43, TNNC1, TNNI3, TNNT2, TPM1, TRDN, TTN, TTR, VCL
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GCH1, GDF2, GLA, GPD1L, GREM1, HAMP, HCN4, HFE, HJV,
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HMBS, HNF1A, HNF1B, HOXB13, JUP, KCNE1, KCNE2, KCNH2,
KCNJ2, KCNQ1, KIT, LAMP2, LDLR, LDLRAP1, LMNA, LZTR1,
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TGFBR1, TGFBR2, TMEM127, TMEMA43, TNNC1, TNNI3, TNNT2,
TP53, TPM1, TRDN, TSC1, TSC2, TTN, TTR, VCL, VHL, WT1
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DNMT3A, ETV6, EZH2, FLT3, GATA2, HRAS, IDH1, IDH2, IKZF1,
JAK2, KIT, KRAS, MPL, MYD88, NF1, NPM1, NRAS, PHF6, PRPFS,
PTPN11, RB1, RUNX1, SETBP1, SF3B1, SH2B3, SRSF2, STAG2,
TET?2, TP53, U2AF1, WT1, ZRSR2
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