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ABLZ® tyrosine kinase domain BALY b= v Rk
AML1ZE runt domain ALY b=y Rk
ASXL1ZEE coding region EALY b= YRk
BRAFZE p.Val600Glu AL T b= >Rk
BTKZ & p.Cys481Ser BALY b= v Rk
CALRZE ex9 AL T by =4 >Rk
CBLZR ex8,ex9 BAL Y b=V Rk
CD79BZE exb AL T by =4 >Rk
CEBPAZ £ coding region FALY b= YRk
CSF3RZE ex14,ex17 ALY b=V Rk
CXCR4 p.Thr311~p.Glu345
FLT3-ITD AL T by =4 >Rk
FLT3-TK BAL Y b=V Rk
GATAIZE coding region ALY b= YRk
GATA2Z R coding region,intron4~5 (XA Lo r¥ =4 > Xk
GATAIZE coding region ALY b= YRk
HRASZ £ ex2~exb BAL Y b=V Rk
IDH1Z 2 ex4 ALY b= YRk
IDH2Z & ex4d BAL Y b=V Rk
JAK2ZE p.Val617Phe,ex12 AL T b= >Rk
KITZER tyrosine kinase domain LALY b= YRk
KRASZ £ ex2~ex5 EALY b= v Rk
MAP2K1Z % ex2,ex3 BAL Y b=V Rk
MAP2K2Z & ex2,ex3,ex7 AL T b= >Rk
MPLZE p.Trp515Leu BAL Y b= >Rk
MYD8SZ & p.Leu265Pro AL b= Rk
NFE2Z & coding region BAL Y b= v Rk
NOTCH1Z R ex34 ALY b= v Rk
NPM1ZE ex11 BAL Y b= v Rk
NRASZ £ ex2~ex5 ALY b= v Rk
P53Z £ ex4~11 ALY b= v Rk
PLCG2Z £ p.Arg665Trp, Leu845Phe |XA L7 b —F v ik
PDGFRAZ £ ex12,ex14,ex18 XAL T b= Rk
PTPNI1ZRE coding region ALY b= YRk
SETBP1Z R ex4 FALI b= YRk
SF3B1Z R ex12~ex16 ALY b= v Rk
SRSF2Z & exl,ex2 ALY b= >Rk
STAT3Z R p.554,640,661,715 ALY b= YRk
TET2ZE coding region LAL Y b= >Rk
WTI1ZEE ex7~ex9 ALY b= YRk
% CyclinD1 mRNA E& Y7Lz A4 LPCR
YMLL-PTD ALY b= YRk

*NUP98-HOXA9 Gt A&

=F

ALY b= Rk

*NUP98-HOXA1l B &ERTF

LALY b= v Rk

*NUP98-HOXA13 RA& &R T

ALY b=V Rk

*NUP98-HOXC11 R &I F

FALY by =Ty Rk

*NUP98-HOXD11 @& &EEF

ALY b=V Rk

*NUP98-HOXD13 B &EET

FALY by =Ty Rk

*NUP98-NSD1 @& #EE T

ALY b=V Rk

*TEL-ABL Bi&ERF

FALY by =Ty Rk

* TEL-TRAKC A& EIET

ALY b= v Rk

*NUP98-RARG @& EET

ALY Fo—F 2 Rk
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{BRZ 7 7 2 —%E coding region BALY b= YRk
7L ZIVERINGE 1 8 coding region ALY b=V Rk

MCAD RIB%E

coding region

FALY by =7 Rk

VLCAD XiBfE

coding region

ALY b= Rk

MTP (LCHAD) XiBiE

coding region

FALY by =T Rk




