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¥R B ITE The molecular analyses of hematological malignancies

—Lineage specific classification and its clinical implications
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BIMFEMEDER 0NN, REMEAOhicdsT Eid, MRS AERTEHI4T, 1=
risk factor #Z ZfE i LIGEERRE VN TA 2 A THRO TEETH 5, AHFEIR, #EkH S DOERERE
0, M bR EIINZ, SEEAREE (phenotype), #ZEFE! (genotype) ZFMIicHH~5C
Licky, BIMROS BNSEEOHI AR S 6D TH 5,

7 &)

Y Y TG 203 O/NRRIMAR, B Y oEORMM, EHK, H30RERERIKT, 0WTTho
BE SEEMRANTOBLLEE E» Tt TEREENSHEIE FAB 58ic# U/, phenotype i3, HE
IR THRERE 8 L lineage 521, FE4RM monoclonal Hitdk (CD 2, 3, 4, 5, 7, 8,
10, 13, 14, 16, 19, 20, 33, 41, HLA—DR etc.) &RIGEEE/-%, BHEED 5V IEREEHLHE
thic & - 7z, genotype (2, immunoglobulin (Ig) genes (Ju, C&) & T-cell receptor (TCR)gen-
es (0, «, B, r) DFEHEK % — »% Southern blot % T, % 72— DEH TIZ CD3-7, myelo-
peroxidase (MPO), TdT vgenes@ mRN A % Northern blot & T~ 7z,

G &)
F A B 3% & phenotype %> 5 203414 B-lineage 127 (62.6 %), T~ lineage 19 (9.8%), Non-
lymphoid 29 (14.3%) , undifferentiated 13 (6.4 %), mixed lineage 14 (6.9%) IKE FHHE X N0



1) Ig & TCR genes DEM#ERL% B-lineage, T-lineage T 3 UELMELF 5 &, B-lineage
LR L 7:88F 2 Bl%s, &7 T-lineage & 434 L7z 2 fl0s germline ¥4 — v AR LDNA L ~
VT D heterogeneity D57k 1172,

2) phenotype & Ig gene BHiEKA> 5 B-lineage & ZWr L 7-fEH CTCROBHEEN S M ITH S 117

(TCR & H374%, r1541%, B 129%). —F T-lincage L Wi LI-FEF TD Ig gene FHHERK
1316%1C, non-lymphoid lineage TixIg, TCR gene DEHER S ZNFN13%, 19%IcBE xh
7o

3) phenotype & F AB 434> & undifferentiated type &M L7-1161i2, DNA L~1Tlg TCR
genes 234 C germline D& D (561) L HIELE (64) Ic_5ah, LrbEERAIIILTIgH
& TCR 6 OMATHBRELEC LT\, O ERMBROBMABICE VT, ThdDEET
@ recombinase DSTEHEAL L T B RIEEHARE L T 5,

4) RIS -1 MLD B MERTHE S S b - L AMBR =20 7 0 — v s 511 % E M1 OFFRD
EE, BAWERCEL CIEBNICL I Ve Y+ 20BN T, EED lineage 2 W 5 5
#Btd 5 case 22 T mixed lineage iICEET B &, D1 & &MUDD Type iICHET 3 T EHSHEE
Th-1, THDL, FFED lineage IIFE T 5 A3 lineage B~ —H — 2 FKI L T 5 Type
I, HBHIARIIETCD T + stem cell leukemia % low percentage of MP O positivity @ case #5
&3N3 Type I, Ph' 11923, monosomy 7 DAL BERELE TS Typell, £H-
2B F~ —H—%FT 5 biclonal %5 Type IV T 5,

5) EEEREYICIE, AL /- BMIFAES, undifferentiated leukemia, mixed lineage ® Type I, I A8
BHTFERABTH -7,

e )

EM#EMEL, £hThd lineage DIMERIC LR S B2 TREEE /L L, monoclonal i€ 2H 8
JELRESHIETHY, TORBERRIEARORKICEETHSLEELONTEL, UL LES
(LB TFENOEY, BHNEFRICGERT 5LEL5050DT, HICEED counterpart 248 &9
BLEROBNTHAH, & SICAMALICHE S BE#E IE DA % lineage switch ORIRE, in vitro #
in vivo THMLRERRTIBARENH D, KPIRO lineage LW & b 5 W HEH TV BICBETV
bEINIV, L LFPHEDHEBEEBESHIcT b 7cdicid, AMKRMAZD heterogeneity % &£ #0 iC 43
Brl, XOBERREND iineage DWET I END D, ARRT/HNRAMBOLEEENZEEREDICI N
TEER,

NK AMFEORE ST TRE oM LD, FRRETEMROBUHSTIEL ThiE, BEEET
T35HATRERLELDH, FLOEBEEOHENLSROMAOERSTHFTE LD,
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AEFZEIE. RERD S ORERER., Mg LENAREICMA, REFHIREBR (phenotype) . B FH
(genotype) ZFMICHH~NB C Lick b /NEAMROEEHAZHA S hic L. IBE/EEEN TS LTl
HTEE L1554 HEMAE OB AR - 2 6D TH D . LEOTEBNIC b +AFESn > 580
R HNEDRLTH B, ‘





