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fitifgA v a~ 4 vireEix, Ea ik, 12-1-1. OdxTT  (Life Technologies

Corporation, Frederick Facility CKE). 74 777/ vy =X v N vkath),

fifi I 510 BB TEEER HINE Lz, 2 v 8= v By 27 LT, BRAF V600E,

EGFR, EGFR exon20, HER2 (ERBB2), ALK fusion, ROS1 fusion, RET fusion, MET exon

14 skipping DA A[RE] T, HRINIZBAEOKZ I 5mm E T, EX 5um oY f

5-10 #%, /M 7g 2mm 2 T3 15 A EnBie Iz,

SO0 EE & WAy 37 4 VA 50T, BT B ALY o

microdissection 1T X 2 JESHIATIEE % D 30% 55 40% i FR a2 32 Ik, BnT

N

2 BIEER % 35% 7> 5 58% IC[H] T % 2 L L L 72,

bivbiid, HEGRSCD R D IEEHIIZEREE % & B n TR RGERICBE LT, XY

7 7B T, (EEMIEEE, BEX) =(30%, 35%) & (40%,58%) D 2 Hx R L 7=
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Tamiya, A. et al. Enhancing tumour content and tumour cell count using microdissection

contributes to higher detection rate of genetic mutations by next-generation sequencers.

https://doi.org/10.1016/j.heliyon.2023.622082.  (E|SZi5 Btk & thJu gl =i 2 v »
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. RSN IRIE &R 1A R GMEER tumor

contet ratio and genetic variant ratio
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F. Cancer genetic test, EICRRZEICHE T 2 HNABLTFREDESE

I5H AR s D4R H AR
YR 0t
Kz | EEE
mm E%
1 U T Ly 7 XRE singleplex, single-gene 10%
test
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2 TILF 7Ly 7 AE multiplex, multi-gene test,

with next generation sequencing (NGS),
2-1 K—4y h—2o TR targeted gene

sequencing. v kXK F/XFJL hot-spot panel

test, 77U avy -2 T X amplicon

sequencing/ Y 7L % 4 L. PCR:
2-1-1 Oncomine target test multi CDx system (ODxTT) (2-)5 (20-)30
2-1-2 AmoyDx (2-)4 (20-)30
2-1-3 Compact panel Dx (2-)5 5
2-1-4 MSI 3 50
2-2 BIZF/XRNT AT 7AIVIRE, BT/ L7077

A4 Y v 71& complehensive genomic profiling

(CGP)
2-2-1 FoundationOne CDx, F1, (Fluid) 5 (20-)30
2-2-2 NCC oncopanel 4 20
2-2-3 GenMineTOP, 4 20
2-2-4 Guardant360 CDx (Fluid)
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2-3 2T/ — LN whole exome sequencing
(WES)
2-4 24/ LB whole genome sequencing (WGS)

6/ 6




