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[ER9] JE/ Nl Tl R 7 A =BT A REZ AT DN 2RO a2 D503, ZORE - R
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— 5T, =M AR I D & ol bR THEN S PHRAR 2D, LIzAA-> T, EGFR
20 B R CIHMERIENE GRERIENE) Th 223, ORI BRIV TRIFIC &EME (R - 58
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[J7i5] FHTC TR T SN~ EGFRexon 19 ZREIEFID 5 6, CT Hifgd L OEELOFT R
FHE (AIS~Tla : TR 2088 (N1/2 Btk : TR 2. 22 12 61,726 il (Gt 38 ) %R
L7z, BFSHEAND RNA ZfitH L, RNA-Seq (255 T A 27 U7 h— Ll &4T o712, 5172 mRNA
FBURNTT — 2 L0 R C M THIRED mRNA BEHE ATV, BENARICAE) L7 E T2t L,
MG B G- D i s T A PRE LT,

[ R] MRER] THFHAMAEIC mRNA BRIOEN S > 2l G F1X 53 BIsF1AE LTz, a0
Ontology AT ClE 46 AR 723 S dv, MR SRR TR 158 BUHIRE A JE 2 B U 7o 8 s 73
2. ENEI 43%,35%.24% ,/13% D3I Tz, MEEOIBZIZI W Tl S e 2Bin T 03 BIEIT
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TholeDIZk LT, <1 TPM# (n=10) ITREFEETH Y, COLIIAL FRBEEDPINZFBICBNTTEAR
OB H-7- (HR 1.83. p=0.31),
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GO, Gene Ontology; A, Regulation of primary metabolic process; B, System development;
C, Regulation of gene expression; D, Regulation of cell cycle; extracellular matrix organization
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