
Table 1. LOH, aCGH and FLT3 mutation results.

LOH detected by SNP arrays Agilent 44K Size (Mb) FLT3b

Casea Sex/age AML aCGHb
subtype cytoband

Cytoband Location (Mb from pter) Size (Mb)

1 (2) M/69 M2 4q31.1-q31.21 134.0-145.1 5.1 -8q24.11 0.7 normal
4q32.1-q34.1 158.0-175.6 17.6
16q13-q21 56.6-61.3 4.7

2 (3) F/43 M2 12p12.1-p11.22 25.0-30.6 5.6 n.d ITD
13q 18.3-114.0 95.7

14q22.1-q22.3 50.5-55.6 5.1
3 (4) F/70 M2 n.d n.d ITD
4 (5) M/56 M2 2q21.2-q22.1 134.3-138.6 4.4 n.d normal

7q21.11 81.7-85.7 4.0
7q21.12-q21.2 87.3-90.9 3.6

5 (6) F/48 M5b n.d -12p12.3 3.6 D835
6 (7) M/47 M5b 13q22.1-q31.1 73.3-79.3 6.0 n.d ITD
7 (8) M/57 M5b n.d n.d normal
8 (9) M/35 M1 18q12.1-q12.2 27.6-32.0 4.4 n.d D835
9 (11) F/43 M5b n.d n.d ITD
10 (12) M/47 M2 3q12.1-q13.3 99.5-115.6 16.1 n.d ITD

4q12-q13.1 56.0-64.5 8.5
4q21.1-q21.21 76.6-79.6 3.0
8p11.21-q11.23 40.3-54.3 14.0
12q14.1-q14.2 57.6-62.0 4.4

11 (13) M/21 M2 2q14.2-q14.3 119.6-124.9 5.3 n.d normal
12 (14) F/43 M5b 17q12-q21.32 34.2-43.6 9.4 n.d D835
13 (15) F/44 M5b n.d n.d ITD
14 (16) M/70 M2 1p21.2-p13.3 101.6-107.3 5.7 -1q41, 1.7 normal

1q23.2-q23.3 157.0-161.4 4.4 -8q21.32, 0.4
7q21.11-q21.12 83.6-87.7 4.1 +3p21.3, 0.7
8q24.13-q24.22 126.9-131.6 4.7 +8q24.13-q24.21 4.1

15 (17) M/49 M1 n.d n.d D835
16 (18) M/74 M1 13q21.1-q21.31 58.0-63.0 5.0 n.d normal
17 (24) M/62 M2 n.d -12p13.2 1.4 normal
18 (25) F/70 M1 1p32.2-p31.3 56.2-61.2 5.0 n.d ITD

4q28.2-q28.3 130.0-135.1 5.1
19 (26) M/68 MDS 1q22-q23.2 151.6-156.0 5.4 n.d D835

AML 10p11.21-q11.22 36.0-49.3 13.3

aPatient numbers in brackets from Tyybäkinoja et al.5 bFLT3 and mutation data from Tyybäkinoja et al.5; ITD: internal tandem duplication;
D835: point mutation at aspartic acid residue D835.
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