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1. EBENEETERM (intratumor heterogeneity) DAFHT

TR FFEROmMN Y 2GR 21 © BRI O~ D OFE it B8 O FHE AR DR IIEE, U > NEilis
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2. IMIRFDSDNAREHT (liquid biopsy) 1Z & D molecular monitoring
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Case Stage Recurrence Primary tumor Plasma
preope postop
6M 12M 15M
1 1B ¥ EGFR Exonl9 del RET C634R = = =
CTNNB1 ABL1 NFE2L2
PIK3CA KDR
2 I1B = EGFR L858R no sample MAP2K1
IDH1
PTEN
3 1A - EGFR L858R EGFR L858R -
BRCA2 =
RET L109P RET L109P
MAP2K1
preop (eye) postop (eye)
4 IVA + EGFR L858R no sample EGFR L858R -
BRCA2
FGFR2
PDGFRA
STK11
TP53

JEG 1 1%, pTSNOMO, Stage 1 B T ¥ . FARIATIL, 4 21~ 1 Dx Target Test ¢, EGFR (Exon19 deletion) .
CTNNB1, PIK3CA OZE N MR S, i 143 - A THIlC 23/ N fiA 780, IRATIAEC RET (C634R) @3
At v AR TRD TN, IFRIME CIRA R AR ~T-, ZOfh, ABL1, KDR, NFE2L2 DR Z7b
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