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1. 1hems79 Oncomine BRCA (NGS) U 330 test
2. 11819579 Oncomine Focus (NGS) U 160  test
3. ‘qmﬁﬁmmw Myeloid panel U 330 test
a4, ’quwsn NGS-Cancer panel for Cell-Free DNA U 50 test
5 ‘qmﬁwwﬁm%’umm Mitocondria DNA Analysis U 100 test
6. ﬁﬂﬁﬂﬂﬂﬁﬁ%%ﬂﬁi?ﬂ NIPT Ltag Whole Exome Sequencing U 250  test
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1. 11819579 Oncomine BRCA (NGS)

gayidananantuL I

11 Wugmbherdmiuanaiinsgiuziunmuasidlinnasiugnssiafiduie peivAdia Next
generation sequencing Tnglosauiuiniesdinsznmainuiuavesansansiugnisuseiuiluy
(NGS Sequencer)

1.2 a’lmmmi’a‘{lﬂ’linmﬂﬁu’émﬁﬂ SNVs, InDels, wag large exon / gene deletions / dupticatiohs U4
human BRCAI and BRCAZ genes ulﬁT

13 amnsnsesiummageu Inglafessamsanidenia

1.4 awnsawesey Library murseuAsufes U USHuTFla

1.5 qmﬁ‘wmﬁm%’umwﬁuﬁLﬁaa%mﬁ'umsmwmﬁaLr;'mma::%’al‘tiﬁmmﬁ%wwﬁ'uﬁu’tuﬁwLmﬁqﬁria
1159 91971 30 u VLE;LLF]I BRCA1, BRCAZ, ATM, BARD1, BRIP1, COK12, CHEKZ, FANCDZ, MRE11A,
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NBN, PALBZ, RAD51B, RAD54L, TP53, EPCAM, MLH3, PMS1, RAD50, RAD51C, RAD51D, CDHI,
MLH1, MSHZ, MSH6, MUTYH, NF1, PMS2, PTEN, SMARCA4 Wag STK11

2. 11#1m573 Oncomine Focus (NGS)
IeazDAAMSN Y IAR
R 8 Lﬁuﬁqmﬁ"lﬂme‘fm%’um'ﬂ'«f‘al,ﬂs'lsﬁmﬁamnmaﬁ‘uqmamﬁmﬁLﬁumtmsmiﬁum AemAfla Next
generation seguencing
2.2, a”m’l‘iﬂm‘i’sf\)ﬂ”l‘iﬂa’lﬁlﬁuéﬂiﬁﬂ hotspots, SNVs, indels, CNVs Wag gene fusions la 52 8 91n@ns
ugnssiafiduenarorsduelawseuiulutunsumsviaudien (single workflow) Usgnounas
221  Hotspot $11au 35 §u lawn AKTL, ALK, AR, BRAF, CDK4, CTNNBL, DDR2, EGFR, ERBB2,
ERBB3, ERBB4, ESR1, FGFR2, FGFR3, GNAL1, GNAQ, HRAS, IDH1, IDHZ, JAK1, JAKZ, JAK3,
KIT, KRAS, MAP2K1, MAP2K2, MET, MTOR, NRAS, PDGFRA, PIK3CA, RAF1, RET, ROS1 uag
SMO
222  Copy number variants §1u3u 8u lawn 19ALK, AR, BRAF, CCND1, CDK4, CDK6, EGFR,
ERBB2, FGFR1, FGFR2, FGFR3, FGFR4, KIT, KRAS, MET, MYC, MYCN, PDGFRA wag PIK3CA
223 Gene fusions $1uau 23 Su lakn ABLL, AKT3, ALK, AXL, BRAF, EGFR, ERBB2, ERG, ETV1,
ETV4, ETVS, FGFR1, FGFR2, FGFR3, MET, NTRK1, NTRKZ, NTRK3, PDGFRA, PPARG, RAF1,
RET Lay ROS1
23 @1u13005333 AT e azidalanatevians sufy Wy Bladder, Breast, Colorectal, Endometrial,
Esophageal, Gastric, Gastrointestinal Stromal Tumor, Glioblastoma, Head and neck, Kidney, Liver,
Melanoma, Mesothelioma, Non-small Cell Lung, Osteosarcoma, Ovarian, Pancreatic, Prostate,
Skin Basal Cell Carcinoma, Small Cell Lung, Soft Tissue Sarcoma, Testicular Wag Thyroid Lﬁuﬁl{u
24 aunseingiesaiviinadviinafiduesiga 10 uilundy ndeenaiieifioan formalin-fixed
paraffin-embedded (FFPE) tissue a

2.5 HUuneun19vn Libraries WUy Targeted Sequencing

3. 1hB1M579 Oncomine Myeloid (NGS)
SN8a2LDHAAMEN WY A0
3.1, Wugmherdmiuasniengmusinamiugnssueiafidueuazersidue amemeaia Next
generation sequencing
3.2 mmmmwm'ﬁnamﬁuéﬁﬁm hotspots, Full genes, Fusion driver genes, Expression genes Wae
Expression control genes %Wﬂﬂ?3WUQﬂﬁiuﬁﬁﬂﬁL5uLaLLaza’l‘S‘LﬁuL@iﬁTW'iuimﬁ)uluﬂ’]’i’%‘um%;adﬂ%

e (single run) Usznaumie
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Hotspot §1uauag1aues 23 81 laun ABL1, BRAF, CBL, CSF3R, DNMT3A, FLT3, GATA,
HRAS, IDH1, IDH2, JAK2, KIT, KRAS, MPL, MYD88, NPM1, NRAS, PTPN11, SETBP1, SF381,
SRSF2, U2AF1 way WT1

Full genes S1uauegnanes 17 8u laun ASXL1, BCOR, CALR, CEBPA, ETV6, EZH, IKZF1,
NF1, PHF6, PRPFS, RB1, RUNX1, SH283, STAG2, TET2, TP53 Wwag ZRSR2

Fusion driver genes $1uauegnates 29 8u laun ABL1, ALK, BCL2, BRAF, CCND1, CREBEP,
EGFR, ETV6, FGFRL, FGFR2, FUS, HMGA2, JAK2, KMT2A(MLL), MECOM, MET, MLLT10,
MLLT3, MYBL1, MYH11, NTRK3, NUP214, PDGFRA, PDGFRB, RARA, RBM15, RUNX1, TCF3
uay TFE3

Expression genes §113uaenUes 5 81 laun BAALC, MECOM, MYC, SMC1A uas WT1
Expression control genes 1uaupgeuae 5 8u laun EIF281, FBXW2, PSMB2, PUM uag 1
TRIM27

= nn‘ o = : ' . . .
3.3 pseuRguANUARUNAnddresSulindony1 Wy acute myeloid leukemia (AML), myeloid

dysplastic syndrome (MDS), myeloproliferative neoplasms (MPN), chronic myeloid leukemia

(CML), chronic myelomonocytic leukemia (CMML) Wag juvenile myelomonocytic leukemia
(JMML)
3.4 nnienewihessiuinadiuiinafduedign 10 wilundu nsesradeniolunszgnle

3.5 HUumoun19¥in Libraries WUy Targeted Sequencing

‘qﬂﬁ"lm NGS-Cancer panel for Cell-Free DNA

SnUazLsARUANYML AR

4.1, Wugmherdmivanaliesznuziainasiugnasusiinniduieuazorsidule mewmeila Next

generation sequencing

4.2, mmmmnmmmaﬁuq%ﬁa Hotspot genes (SNVs) 594914 short indels, Copy number genes,

Gene fusions kazBudy 9 MnasiugnIsuTiafduauazosduelanseuiulunsiunionis

1#ie7 (single run) Usznaumie
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1.2
1
1.4

Hotspot genes (SNVs) ’i’Jamxﬂ short indels ﬁ?ﬂmuaéwﬂaa 11 8u 1GTLLf'i ALK, BRAF, EGFR,
ERBB2, KRAS, MAP2K1, MET, NRAS, PIK3CA, ROS1 uaz TP53 (168 hotspots covered)
Copy number genes $ruanegneues 1 Su laun MET

Gene fusions S1uausenaues 3 Bu laun ALK, RET way ROS1

Budu 9 d1waueswues 1 du lawn MET exon 14 skipping

4.3, aunsansvinzvussilenlaiadunaiewus (related variants) uagBumuszi$s (tumor

suppressor genes)
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4.4. aunsalemgiesilinasiviinumsiugnssulinfdueuazersidue maaluuesnii 5 w1
Tundu ansheenadenviolunsegnla

4.5. aﬂu'liafjl,ﬁiwﬁlﬂﬁﬂqﬂ (LOD) lnda 0.1%

5. aung1d1mIunIIa Mitocondria DNA Analysis
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5.1 Huherdmiviesnsimdiduelulnreuaienailun (mtDNA Whole Genome) Tneld
1&§nN13 next-generation sequencing (NGS) shetp3asiiasgimduanaiugnssuseauilum
ﬁ"ﬁmswﬁfﬁﬁ’uLuaa'lsﬁ’uqﬂiimxﬁwshum%wﬂwmamamﬁm?’fqﬁuﬁﬂﬂamwi’mmﬁLﬂﬁwﬁmi
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5.2. anhsamadvansiugnisuvesiiduelilaneunislunyuduuianiuen 16,569 waunwild
Tneldlnsmesuuu multiplex FeUszneuseglnsiues 81 ¢

5.3. aunsalifusetrefiiimsidesaninesnamnn 1wy s flu waznszgn 16

5.4, @nusnsusiegelusaunelnulalitdasnin 32 fagn

6. %;ﬂﬁ'lmﬁw%’umw NIPT waz Whole Exome Sequencing

S1ALAUAAUAN WY IAN

6.1. Lﬂuﬂgﬂ‘fwmﬁw%’umaﬁmawﬁ Whole Exome Sequencing Wunmsmsnaswanugnssudedn
Tnen1snensiaiugnssumesduriavmalusgus (Whole Exome Sequencing)

6.2. Lﬂu‘qcﬂﬁwm High-throughput Sequencing Set Tma’l%%mr’i’uLﬂ%ﬁLﬂinsﬁﬁﬁuLua%aamiﬁuqﬂiim
(NGS) Falunaiialuladnsmaduiuauy DNBSEQ aaauw'lﬁag"lugﬂwm Cartridge

63. ausnliAERUasugnTsulaaenT 24 Ansiua LLaammiﬂlﬁﬂﬂ%@gawaaaﬁﬁuqmm
(Reads) lalsitiosna1 80 & reads me Flow cell

6.4. annslmayasyiumsiugnIsiiiamnwesiu Q30 lusenin 85% finuen 150 wa

6.5. ansolyiunIasiiasevanuiuaresasiugnssy (NGS) Ia

5. Geylansiauasian

5.1 glAueTIMADNALETIAYN q TEMINAGEU AwdenidueTAarzenslanenidle

5.2, gauema seadugdamiaiomnaienedlsiuihemn 4 nensfiauenen Yszneunie

5.3, IASesiATEvAWUAva s TUgNIUsEAUATUY (NGS Sequencer) S1uu 2 4 SouagBundail
5.3.1 1iuedsdiemsimaiuiuaresasugnssussauTuy (NGS Sequencer) fansnluvoyaues
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5.3.4. mmisﬁLﬂﬁsﬁﬁwﬁuaaiﬁuqnﬁﬂrﬁ;ﬁgﬂm 0.3 84 14 Ansiua LLax'éﬂuﬁm‘ﬁlaagalgﬁgmﬁi 2-70 At
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Tyl memadsuawenisayvnanasinfafan '
annsneTeasugnssuiidanuelafeun 200 s 500 wa TneTuiuguvesnsaysznanasinis
finirfidenly
536, mamu%ya%ﬁm FASTQ uay BAM dsanunsmilulelunsliessnmesenuasivainuaie
5.3.7.ﬁsdamn‘;saq%’uﬁﬂﬁumﬁmi’lzﬁl,l,aznﬁLLU'ﬁmaLﬁanﬁﬂsxqﬂﬁ'l%muﬁqﬁ Genome sequencing
analysis, Targeted sequencing analysis, Variant Analysis, Microbial sequencing analysis
5.3.8. figunsniszneunwvhaudel
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