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Abstract

Older patients with AML have a worse outcome compared to young patients. To study for
potential contributors to their poor prognosis, we compared two NK-AML cohorts, young (< 60
years old) and old (> 60 years old), via high density SNP array analysis. Older patients had more
genomic changes (1.83+0.23 vs. 1.16+0.2, p=0.037) and a trend for a higher number of copy
number neutral loss of heterozygosity (0.5+0.2 vs. 0.24+0.08, p=0.088) compared to young
patients. We speculate that complex genomic changes in NK-AML may be a sign of an increase in
genomic instability and an indicator of a worse prognosis.
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Introduction

Increasing age is an adverse prognostic factor for survival in AML patients [1]. Older
patients, with a cutoff age of > 60 years old in most reports, have a higher incidence of high

© 2011 Elsevier Ltd. All rights reserved.

Corresponding Author: Maya Koren-Michowitz, Hematology/Oncology, Cedars-Sinai Medical Center, UCLA School of Medicine,
D-5022, 8700 Beverly Blvd., Los Angeles, CA, 90048, USA, Tel: 310-423-7739, Fax: 310-423-0225, koren.michowitz@gmail.com.

Authors' Contributions: S.0O. and H.P.K. contributed equally to the work; M.K.M performed the research, analyzed the data, and wrote

the paper; A.S.O performed; S.N.P. array analysis; A.N. and T.H. assisted with the research and edited the paper; S.O0 and H.P.K
directed the overall study.

Conflict of Interest: All authors declare no competing financial interests.

Publisher's Disclaimer: This is a PDF file of an unedited manuscript that has been accepted for publication. As a service to our
customers we are providing this early version of the manuscript. The manuscript will undergo copyediting, typesetting, and review of

the resulting proof before it is published in its final citable form. Please note that during the production process errors may be
discovered which could affect the content, and all legal disclaimers that apply to the journal pertain



1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Koren-Michowitz et al. Page 2

risk cytogenetic changes and antecedent hematological disorders, and often have a poor
performance status. Nevertheless, when accounting for these risk factors, age independently
affects outcome [1-3]. Normal karyotype AML (NK-AML) comprises approximately 45%
of adult AML cases and is a highly heterogeneous group with regard to treatment outcomes
[4, 5]. While NK-AML is less common in older patients, the paucity of known changes
makes it a good candidate to study further the pathogenesis of older age AML. While NK-
AML in young patients has been previously studied for acquired genomic changes [6], this
cohort was not studied in relation to a cohort of older patients.

In the current study, we have used high density single nucleotide polymorphism (SNP) array
analysis to detect genomic changes in older NK-AML patients as well as a cohort of young
patients; we report our findings and compare them between the two cohorts.

Design and Methods

Patient samples

Diagnostic samples were obtained from 49 NK-AML (mean number of analyzed
metaphases-20, range 15-35); 24 old (age = 60 years old) and 25 young (age < 60 years old).
All but 2 patients (1 young, 1 old) had de novo AML, and they were treated with standard
AML chemotherapy regimens. Clinical data including age, gender, baseline blood count,
molecular abnormalities and outcome were extracted from the patients' data files. The study
was approved by the local ethics committees.

High density single nucleotide polymorphism (SNP) array analysis

Genomic DNA was isolated from bone marrow cells and was subjected to 250 K GeneChip
Human mapping microarray (SNP-chip, Affymetrix, Santa Clara, CA, USA) according to
the manufacturer's protocol. Microarray data were analyzed for determination of both total
and allelic-specific copy numbers using the CNAG program and the ASCNAR algorithm
using non-matched controls as previously described [7, 8]. Exclusion of known copy
number variations (CNV), as well as the determination of the size, position and location of
specific genes was done with the UCSC Genome Browser (http://genome.ucsc.edu/). All
copy number abnormalities and CNN-LOH were verified by visual inspection.

Validation of acquired copy number neutral loss of heterozygosity (CNN-LOH) and copy
number abnormalities (CNA)

Presence of CNN-LOH was supported by sequencing random SNPs selected from within the
area of CNN-LOH in chromosome 1p (case #43) and demonstrating LOH compared to
random SNP sequences outside of the CNN-LOH area demonstrating heterozygous SNP
calls. Gene dosage of chromosome 11q (case #14) was determined using real time
quantitative (RQ) PCR in order to support allelic loss, as previously described [9, 10].
Validation results are shown in Supplement Figures 1 and 2.

Statistical analysis

Results

Comparison of rates of genomic changes between young and older patients was determined
using unpaired student T test, chi square and Fisher's exact test analysis. Event free survival
(EFS) and overall survival (OS) curves were calculated and compared using the Kaplan-
Meier and log rank tests.

Baseline characteristics of patients are given in Table 1. Median age was 43 years (range
23-59) for the young patients and 69 years (range 61-77) for older patients. The rate of

Leuk Res. Author manuscript; available in PMC 2013 April 1.


http://genome.ucsc.edu/

1duasnuey Joyiny vd-HIN 1duasnuey Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Koren-Michowitz et al. Page 3

molecular markers including CEBPA, NPM1, FLT3-1TD, MLL-PTD and FLT3-TKD
mutations was similar in the study cohorts.

Older patients had a higher frequency of genomic changes in SNP array analysis compared
to young patients (1.83+0.23 vs.16+0.2 per patient, p=0.037) (Figure 1). Changes were
detected in 96% of older (23/24) and 72% (18/25) of young patients, respectively (p=ns).

Copy number neutral-loss of heterozygosity (CNN-LOH)

Copy number neutral-loss of heterozygosity (CNN-LOH) strongly suggests that one affected
allele becomes mutated and is duplicated while loss of the normal allele occurs. The retained
allele can result in either loss of tumor suppressor activity or gain of oncogenic activity.
Sites of CNN-LOH occurred in 11/24 (46%) of the older individuals and 6/25 (24%) of the
young patients, p=ns and a trend for higher number of CNN-LOH per patient in older
patients was noted (p=0.088) (Figure 1 and Table 2). Recurring CNN-LOH occurred at
chromosome 13q (n=5, 10%), 1p (n=3, 7.5%), 6p (n=2, 4%) and 11q (n=2, 4%) (Figure 2).
Notably, 4/4 patients with 13q CNN-LOH examined for FLT3-ITD had the FLT3-ITD
mutation. Thus, FLT3-1TD was duplicated. A candidate gene in the common 11gq LOH
region was CBL,; therefore, we screened CBL exons 8 and 9 for mutations in the 2 cases
with CNN-LOH. We found a C416S CBL mutation in one case. The second case did not
have a detectable CBL mutation but did have a MLL-PTD mutation on chromosome 11q
that may have promoted its duplication with loss of the normal allele. We identified the
common deleted region (CDR) on chromosome 1p for 3 samples and interrogated the DNA
for mutations of FGR, RUNX3, CDC42 and PINKZ1, which all reside in this CDR. No
mutations were detected.

Copy number abnormalities (CNA)

CNA were found in 22 older patients (88%) (11 deletions, 11 gains) and in 19 young
patients (79%) (12 deletions, 7 gains), p=ns (Table 3).

Although not statistically significant, genomic losses tended to be larger than gains with an
average size of 0.6 MB compared to 0.22 MB. Losses were larger in the young (average
size-0.87 MB) compared to older patients (average size- 0.34 MB), while the size of gains
was similar in both groups with an average of 2.21 and 2.23 MB for young and older
patients, respectively. Genomic areas containing genes of interest including 4q24 (#81),
11923.3 (#14) and 7p12.2-12.1 (#2) were screened for mutations in TET2, CBL and IKZF1,
respectively (Figure 2), revealing TET2 D1384H and CBL L380P mutations but none
involving the IKZF1 gene. No areas of recurrent copy number changes were detected in
either of the study cohorts.

Correlations between clinical data and SNP array results

No correlations between baseline blood counts and the presence of genomic changes were
found. The frequency of SNP array changes in the different molecular subgroups is given in
Table 4. Of notable significance, the presence FLT3-1TD was associated with genomic
changes in SNP array analysis (Figure 3). For example, 19/20 (95%) of patients with the
FLT3-1TD mutation had genomic changes (CNN-LOH, deletions or gains) compared to
16/24 (67%), p=0.027. When analyzed according to the nature of the genomic changes,
patients with FLT3-1TD mutation were more likely to harbor CNN-LOH compared to
patients without FLT3-1TD, p=0.025. In contrast, no difference occurred in the rates of CNA
in patients either with or without FLT3-1TD. Young patients with FLT3-1TD mutations had
a higher rate of genomic changes compared to young patients with no FLT3-1TB mutations
(p=0.002) and a higher rate of CNN-LOH (p=0.015). The association of FLT3-ITD mutation
with genomic changes was not seen in the cohort of older patient. Of note, although the
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FLT3-ITD mutation was associated with chromosome 13q CNN-LOH in 4 patients, 6
additional patients with FLT3-1TD had CNN-LOH in other chromosomes, suggesting that
FLT3-ITD may be associated with a propensity for CNN-LOH in all chromosomes.

No correlation occurred between genomic changes and the presence of either a CEBPA,
NPM1, MLL-PTD or FLT3-TKD mutation. However, a lower rate of any genomic change
and CNN-LOH was found in the subgroup of patient with who had NPM1 mutation and no
FLT3-1TD mutation, compared to any other mutation combination (50% compared to 86%,
p=0.042 and 0 compared to 39%, p=0.041, respectively).

Correlation between clinical outcome and genomic changes

Median event free survival (EFS) was 807 and 324 days in the young and older patients
cohorts, respectively, p=0.2; while the median overall survival was not reached in the young
patients cohort, it was 324 days in older patients, p=0.05 (Figure 4).

The presence of genomic changes was not significantly associated with EFS and OS rates.
The median EFS in the entire study group was 200 days in patients with CNN-LOH
compared to 391 days in patients without CNN-LOH, p=0.12, and the respective median OS
were 356 and not reached, p=0.06 (Figure 4). CNN-LOH was not significantly associated
with either EFS or OS when analyzed separately for the young and older patients' cohort
(Figure 4).

Discussion

This is the first study to look specifically at genomic changes in older (= 60 years old)
patients with NK-AML as a group and compare these changes to those in a young (<60
years old) patient's cohort. Our main findings are a higher frequency of genomic changes in
older compared to young patients, and in particular a higher prevalence of CNN-LOH in
older patients. The 46% frequency of CNN-LOH in older patients in our study is 2-3 times
higher than the 24% and 15%) prevalence found in younger patients in this study and in a
recent report [6], respectively. In addition, a trend towards a worse outcome was noted in
patients with CNN-LOH, although this must be cautiously interpreted due to the relatively
small patients numbers. Two questions arise from these results: 1. why do more genomic
changes / CNN-LOH occur in older patients? 2. Are these changes directly related to the
worse outcome of older patients?

Genomic instability in AML has been linked to increased ROS production as a mediator of
endogenous DNA damage. FLT3-ITD, in particular, was shown to increase ROS production
via STAT5 signaling and activation of RAC1 [11]. Indeed, the higher frequency of genomic
changes including CNN-LOH in patients with FLT3-1TD in our study supports this concept.
Interestingly, the increased risk was maintained in subgroup analysis in the young and not
the older patients' cohort, suggesting another unidentified mechanism for genomic instability
in older patients. In support of our finding of an increased rate of genomic changes in older
patients, a recent analysis of genomic changes in myeloproliferative neoplasms (MPN)
found a higher rate of genomic changes in older compared to younger patients [12]. We
found a higher rate of 1p CNN-LOH than was previously described in young patients with
NK-AML [6, 13, 14]. Combined with our previous report [15] the frequency of 1p CNN-
LOH was 9% in older patients compared to 2.8% in young patients, and in other reports on
young patients the frequencies were either 1.3% [6], or 0 [13, 14]. Although the numbers are
small, the CDR in chromosome Ip detected in our study may be an area to study further for
gene mutations and epimutations in older patients AML.
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Complex karyotype is a well-known adverse prognostic factor in AML [5], not only because
of the simple summation of specific abnormalities, but most probably because it is a sign of
increased genomic instability. In parallel, we speculate that in NK-AML, abundance of
genomic changes, which can be detected in SNP array analysis, are a sign of increased
genomic instability which may be associated with a worse outcome. A recent SNP array
analysis in unselected AML patients showed, in a similar manner, that an increase in the
number of genomic changes was associated with worse overall survival rates [16]. This can
partially explain the poor outcome in older patients.

In conclusion, we found a higher rate of genomic changes, and in particular of CNN-LOH in
older compared to younger patients. The number or type of genomic changes may become
additional prognostic indicators in NK-AML.

Supplementary Material

Refer to Web version on PubMed Central for supplementary material.
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Figure 1.
Rates of genomic changes (A. p=0.037) and CNN-LOH (B. p=0.088) per patient as detected

in SNP array analysis in old compared to young patients.
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Figure 2.

Selected single nucleotide polymorphism (SNP) array findings with correlating molecular
features: (A) Alignment of chromosome 13q CNN-LOH cases and corresponding FLT3
aberrations. (B) Alignment of chromosome 11q CNN-LOH cases and a sequence trace
showing an acquired CBL mutation in one of the chromosome 11q cases. (C) SNP array
tracing showing a deletion in chromosome 4924 with a corresponding sequence tracing
showing an acquired TET2 mutation in this case (background normal allele can be seen
probably due to contamination with normal cells) (D) SNP array tracing demonstrating a
deletion in chromosome 11q with a corresponding sequence tracing showing an acquired
Cbl mutation in this case.
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Correlation of FLT3-1TD mutational data with SNP array findings. (A) Frequency of
genomic changes (left panel) and CNN-LOH (right panel) in patients either with or without
FLT3-1TD in the entire cohort. (B) and (C) show frequency of genomic changes (left panel)
and of CNN-LOH (right panel) in young and older patients, respectively, either with or
without FLT3-ITD. p = level of significance (Fisher exact test).
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Table 1
Characteristics of patients
Young (n=25) Old (n=24)
Age median (range) 43 (23-59) 68 (61-76.6)
Gender M (%) 13 (54) 12 (48)
de novo AML (%) 23 (96)2 24 (96)P

Diagnostic CBC

mean +sem (range)

Hbg/dL 9.6£0.35 (6.4-11.9)
WBC x 109/L 67.7+15.4 (4.0-190)
PLT x 109/L 67.9+13 (6.0-194)

Molecular changes N/N
studied (%)

FLT3-ITD 12/25 (50)

FLT-TKD mutation 2/18(12)

NPM1 mutation 14/25 (58)

CEBPA mutation 3/16(19)

MLL-PTD 2125 (8)

NPM1 mutation/ FLT3- 4/25 (16)
ITD negative

10.240.54 (3.2-14.2)
74.5+21.7 (2.4-386)
65.310 (10-197)

7/19 (35)
2/13 (15)
11/19(55)
1/10(10)
2/19(10)
4/19(21)

apatient had therapy-related AML

bpatient had AML secondary to MDS

Page 11

CBC complete blood count; Hb hemoglobin; WBC white blood cells; PLT platelets; FLT3-1TD FLT3 internal tandem duplication; FLT-TKD FLT3
tyrosine kinase domain; NPM1 nucleophosmin; CEBPA CCAAT/enhancer-binding protein-alpha; MLL- PTD MLL partial tandem duplication

Leuk Res. Author manuscript; available in PMC 2013 April 1.



Page 12

Koren-Michowitz et al.

NIH-PA Author Manuscript

'sz
655
898
'56
716

9%
156
6926
6'89
8'6¢
6'65
'8
80°6€
152y
8Ll
8022
G'16
1699
(aw) sz1s

L'€9
58l
z'90T
6€TT
1T
1T
9€TT
1T
V'veET

ov

£vET
G'8GT
€6€
Lly
g€
6.2
£86
589

(aw) pu3

€'8g
922
7’61
g81
9'6T
881
g81
1€'12
G'G9
20
vyl
1'9L
220
6T°0
200
280
80
65T
(an) vers

13)b-1T°¢1b6T
b1 ajoym
by T ajoym
beT ajoym
beT ajoym
beT ajoym
beT ajoym

13)b-1T°ZIbET
18-z gl
2|d-12ydy)
J181b-gglby|

181~z 11bL
2'Ted-1adg
7'Ted-10)dg
z'ged-1dg
£'ged-1ad|
€'Ted-1ayd|
z'Ted-1a1d|

uoifiay [ewosowoayd

19
19
59
6€
€L
Sy
89
9¢
69
S¢
99
€L
vL
89
19
¢S
9.
19

(saeak) 8by  #1usned

[41%
€8
99
144
0€
S8
59
¥9
0L
€9
[43

4
8
514
G€

¢?olqel

NIH-PA Author Manuscript

HOT-NND Bulureluoa suoifiaa fewosowoiyd

NIH-PA Author Manuscript

Leuk Res. Author manuscript; available in PMC 2013 April 1.



Page 13

Koren-Michowitz et al.

SUON 170 CECTST'0CT  9G/8€0°0CT z'eebe SSO| 9L 89

¢aoevz 2800 L6T6TCCL TSTLETCL €T'TZhe $SO| cL 09

3UON €00 (4451944 68€0¢T'¢C €Teds SSO| 99 °14

oT8Terd 8600 97658¢'8¢ 6¢1.81°8¢ 1'Ted6 SSO| 124 €
CVOUVINS 1700 S0TOST ¢ 9968€TC €vzd6 $SO| ¥S 99T
TASIN €800 60¢6.0°9T 0¢¥S66°'ST zedg SSO| ¥S GoT

9ddd ¢L20 ¥GCLS6'€EST  €8EVBIEST 2'9ed, SSO| T9 9

SUON 190 TGV09S°LT ¢0Se6Y LT T'Ted, $SO| 69 S

19092 ‘0Tgy9 '0Ad ‘TIONIL ‘T4ZMI 90T 899TVT'TS 0€T18L0°0S Ter-zelds SSO| 19 4
advd 2S00 S6¥CTGC9T  ¥¥66SY'CoT 9zbg SSO| 1474 174

TINIV €200 ¢vy280°L0T  L9T¥90°L0T Tehg $SO| cL 09

TOS1 1800 06STEIV6  92S'VYSv6 7'91b9 SSO| 89 144

SUON 1900 T092¢8'8¢ 8E¥49G.'8¢ T'v1dg SSO| 99 14

¢dldo 8T€0 €877966°'€6 G11119°€6 €zeby $SO| Jeie} €L

SVN43 8€0°0 9G¢¥9/.°90T  ¥8ESCL 90T €Tehs SSO| €L 14

¢l3l 9€0°0 ¢C6L6¥7'90T  B8BELET'90T yeby SSO| 89 18

¢VAdNS 1270 ¥9TT09 vy 0LLELYV VY eldy $SO| T9 4

3UON €81°0 LST9TL°0C ¢6TCES0C €yede SSO| 99 °14

€ACVNIVO cTe0 ¢LSLESYS 6CLyeC S €1d-T'Tede SSO| 124 €

ENYZAd ‘2dvddd ‘TOHS ‘2M0¥d ‘€3rdI3 ‘L2d4dD ‘TdX0d ‘4LIN
‘€AOINT 'SdI9TYV 'OT3N ‘TANL ‘T9HAV ‘YVETNVAL ‘TVETINVA ‘29T0NS 26 0¥TSS.°9L 0LESVSL9 £21d-T'ylde SSO| 9€ Ly
dT4710d ‘6189€0049

‘T12dEaNVI ‘8OAHEDZ "MLYAIN ‘TOINY “IX0IV ‘11712109 ‘'1and 6T TSSTLOETT  69GCYT'TTT €lbz $SO| 1594 89T
3UON 2200 vLYLTTCT  €E9V60°CT €'ved-1'Gede $S0| 14 ST

MERL] LT0°0 T9€G2S'89 02780589 g'elde SSO| €¢ 14

THEddd 69T°0 11865789 68906¢°89 yldg $SO| €¢ o4

€IUdVIN ‘STISAdA ‘VdNID ‘EINIM ‘TLEITIDIN

‘4010 '€TTHdD '9HAVH ‘VHAVH '0¢4IM ‘0T9Vvy ‘2TXSV ‘aNLd ‘'VELANA 998'T 190T6T'LC 096¥2€'S¢ g'eede SSO| ¥S G997
YddATOd €500 ¢80¢8T'0ST  ¢B806CT'0ST €'TZhy $SO| 9e 0€

V¢ZHSN T000°0 ¥12¢0S¢°¢T¢  65887¢¢CTe bl SSO| T9 9

saush panjoAu| (aw)szis  (gn) pug  (gIN) Lels  uolbay [ewosowoay)  abueyd joadA)l  (saeak) aby  #1usned
saebueyd Jaquinu Adod paainbay
€9|qel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Leuk Res. Author manuscript; available in PMC 2013 April 1.



Page 14

Koren-Michowitz et al.

TdN ‘SETINY ‘CVINIO

L£9vY ‘47700£AD 3700£AD
‘200€AD 'd100€A ‘Y00£AD ‘IS0HdD ‘Z¥TIdD ‘ZIVNA THALL ‘8€71dd

‘T102 ‘€T122 ‘8122 ‘TT7102 27102 ‘27100 “INJJV

STHAD

€4SV

TOVIOAs ‘2OaHTH ‘'TOAHTM ‘2310d
TArvNda ‘T1LSd3
T-26 'lA6T "B0C 86T QT ‘LT -Jlw-esy
1vD
yMXgd “170d ‘0419

3UON

6dA3N

3uUoN

79.TASH ‘8dIVANL
3UON
o4l

8¢THdO

00TdS

E€ANa
¢ITvdIS

3UON

3uUoN

199V
SHZdVIN

EAVINS

8THdO ‘2oven
3UON

ZT439HYV ‘€42N0d ‘62NIEL
‘TTYAd 'TAHL ‘2dSN'dY4IN ‘SINLOTO ‘924NN ‘YOI 180 ‘2XZAd ‘6AON
‘v908V ‘H4ZIN ‘PZININL ‘TLOVdA 'SANH ‘TNOAH ‘G2SdY ‘7ddvdL
‘TYXO04 ‘2dN 716129 ‘TY19 '9XAA ‘TATH ‘TNIYV TNIAL “TTN

3UON

sauab panjonu|

8120

8/8'0
§SS0'T

L¥0'0
€¢C0
90¢°0
9¢T'0
§90°0
o
€v'0
1200
T.00
120
¢100

T0
6¢1°0
T¢00
1210

¥0'0
G200
¥€E0
c00
ST0°0
9900
8.0°0

6T
1890
(an) sz1s

6¥5915'9¢

156€¢¢°0L
66T7¢0°0€

¢9186.'/8
L0¥98€'6Y
069¢€9°¢cy
085€EY8'06
E€CCLYY Ve
90GT6€E€0T
¢9095T1'98
TIO'TIE'TT
0696¢y'veT
¥80000°6TT
¢/8E0€'9

6¢8.E6'T0T
TEOSET'TEC
68.98069T
§G980T6'8¢¢
¥6.605°LT¢C
TG¢ee 08T
8GY.LLy'6Y
¢y1998'59
§G6¢S61°59
€805€.'86
¥¢LE9L°6T

6.668L°6TT
£6T.G8'ET
(an) pu3

€158€¢'9¢

96557€'69
T10696'8¢

9¢/05.'18
¢5929T°6Y
TIv9cy'ey
0089T.'06
€06T8EVE
60L/8T°€0T
G9TTCL'S8
§69'682'TT
Tey8SEvel
GC16¢L'8TT
Y€ST6C'9

0989€8'T0T
68€S00°'TEC
G06%790°69T
61.€8L'8¢C
¥2e69Y'LTe
0,586¢°08T
€CEOVT 67
T045¥8'59
T€86.T°G9
G1¢899'86
087589'6T

6.2988°LTT
TGS69T°EZ
(aw) ueis

€v2hat
€Tyt
TTYIbET
€'TebeT
eldi
z€vhot
€'vIbg
2'vedg
zeehs
1'€Zbs
T'9zde

z'eibe
T'LEbz
£vzbl
z'evbl
bl
£'G2b|
eed
gebst
€€°2zhsT
€'eehet
g'eldzt

gezbi
ev1di

uoibay [ewosowoIyd

Z'1Ib.T ureb

T1'Geb/T ureb
2Ib.T ureb

ureb
ureb
ureb
ureb
ureb
ureb
ureb
ureb
ureb
ureb

ureb

ureb
ureb
ureb
ureb
ureb
ureb
ureb
sso|
Sso|
Sso|

$s0)

$s0)
$s0)

abueyo jo adA |

69

Ll
122

69
9¢
19
Ll
L9
[
19
€L
€¢
€¢
514

69
€L
19
69
4
69
¢l
oy
or
¢l
59

€L
19

(saeak) aby  #1uaned

8y

c8
yA4
6€

8¢
)

€8
S¢
S¢
ST

0L
vl
c8
99
S8
0T
0¢
0¢
09

T
9

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Leuk Res. Author manuscript; available in PMC 2013 April 1.



Page 15

Koren-Michowitz et al.

7dIVN ‘TIdTVN

7494 ‘8€71dHN ‘LyINIYL'2daM
‘ag IONN'SOAHEDZ ‘GE4EH ‘THTVD ‘v .LI ‘'dONDH ‘G003 ‘21911
‘PSNISL ‘ZNIMSVO ‘2849 ‘6TVSZITS 'LSdHIN 'EVOD ‘TLNOd ‘CONNS

sauab panjonu|

700 ¢§//90T9  L¥.ECO'T9

810 8vZ8Yy'T.  786199°0L
(@nW)aziIs  (aw)pug  (dIN) 1e1S  uolbay [ewosowolyd

Ev'eIb6T 4% GET

T1'Geb.T ureb 6 Le
abueyo joadAl  (saeek) aby  #1uaned

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

Leuk Res. Author manuscript; available in PMC 2013 April 1.



1duasnuey Joyiny vd-HIN 1duasnue Joyiny vd-HIN

wduosnue Joyiny vd-HIN

Koren-Michowitz et al.

Table 4
Frequency of SNP array changes in molecular subgroups
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Molecular change Any SNP array change N/N studied (%0) CNN-LOH N/N studied (%)
FLT3-ITD 19/20 (95) 10/20 (50)

NPM1 mutation 21/26(81) 9/26 (35)

CEBPA mutation 3/4 (75%) 2/4 (40)

NPM1 mutation/FLT3-1TD negative 4/8 (50) 0/8 (0)

Median EFS (days)
223
281
NR
325

FLT3-1TD FLT3 internal tandem duplication; NPM1 nucleophosmin; NR not reached
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