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M7 1(1/0) Not Detected 24
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NIZHY , AML FIEIZBID DT ENFHINTODBEFIZOWT, BROFG WAEF~7= (K 2), ZORE
F. UPD ORI DB OFER B AR - TR IR/ R T A BB DI, 13g SEINIZ UPD %%
2 6 {4, UPD OFEIKNIZ FLT3 fEIlAE A 75 4 BIIlZO A FLT3ITD 2588, #&0 D 2 FlZIX ITD,
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Ip W150234  #J%& M3 add(6)(ql5),t(15;17)(q22;q11~12)  1p36.12-pter c-MPL X WT
W100145  FEFE M5 46, XX 1p34.1-pter c-MPL O Wwr
W199558 ¥ M4 del(12)(g14;021) 1p36.31-pter ¢-MPL X WT
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