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(IDH mutations were present in 3/24 of FLT3-ITD mutated 
patients (p=1.0). Also, there is no significant correlation 
between IDH status and risk stratification group. Further-
more, IDH mutations did not seem to correlate: a) with 
the occurrence of death during induction therapy (p=1.0) 
in patients that received standard treatment for AML, b) 
with the resistance of the disease in the treatment (p=1.0) 
in patients that received standard treatment for AML and 
that did not die during induction therapy.

Additionally, survival analysis in the subgroup of 
patients mentioned above, revealed that IDH status is 
not related significantly with rFs (Figure 1) or Os (Fig-
ure 2) in this patients’ subgroup (p=0.753 and p=0.852 
respectively). 

When we performed multivariate analysis FLT3-ITD 
and age ≥60 years were found to be independent prog-
nostic factors for rFs and Os in this group of patients. 
consequently, we investigated whether the IDH status 
was correlated with rFs or Os in the subgroup of patients 
with the aforementioned characteristics that were also 
FLT3 unmutated and <60 years old. It was found that 
patients with mutated IDH status have marginally inferior 
rFs in comparison with patients with unmutated IDH 
status (Figure 3, p=0.092), while there was no significant 
difference in terms of Os (Figure 4, p=0.491).We further 
analysedthe impact of isolated IDH mutations on rFs and 
Os and we observed that when IDH1 mutated patients 
compared with IDH2 mutated or unmutated IDH status 
patients, they seemed to have an inferior rFs (Figure 
5, p=0.203) as well as Os (Figure 6, p=0.219), although 
not statistically significant. When we analysed only the 
subgroup of patients with IDH1 mutations, we observed 
that it seems have inferior outcome in terms of rFs 
(Figure 7, p=0.1) and Os (Figure 8, p=0.255), although 
the statistical significance is not significant. When we 
analysed only the subgroup of patients with IDH2 muta-
tions we observed that it seems to have favorable outcome 
in terms of rFs (Figure 9, p=0.542) and Os (Figure 10, 
p=0.626), although the statistical significance failed to be 
demonstrated. When we compared IDH1 mutant patients 
to IDH2 ones, we observed significantly superior rFs 
(Figure 11, p=0.005) and but not statistically significant 
favorable outcome in Os (Figure 12, p=0.456) in IDH2 
mutant patients.

We compared separately IDH2 mutated patients vs 
wild-type and we observed that patients with mutations 
IDH2 R172 and IDH2 R140Q presented the most favorable 
prognostic impact (Figure 13, p=0.188). 

dIscussIon

In this retrospective study of οne hundred and twenty-
six 126 newly diagnosed patients with AML, we evaluated 
the frequency of IDH mutations, their association with 
other patients’ characteristics, as well as, karyotypic and 
molecular data and additionally their impact on rFs 
and Os.

there was an equal distribution between the two gen-
ders and as far as the age is concerned, 52% of patients 
were <60 years old and 48% were ≥60 years old. Normal 
karyotype was found in 53% of patients, whereas 47% had 
cytogenetic abnormalities. Patients were stratified into risk 
groups according to the 2017 ELN recommendations, into 
favorable, intermediate and adverse risk group. NPM1 
mutations were detected in 31% of the study group, while 
FLT3-ITD mutations were detected in 19%. IDH mutations 
were observed in 13.5%. IDH1 mutations were detected 

table 1. Patients’ characterics (total N=126)

number %

Patients with available 
information

114

Missing information 10 Karyotypes
12 FAb classif.

Gender:
 Male
 Female

63
63

50
50

age
 <60
 >60

65
61

51.6
48.4

Karyotype
 Normal
 Abnormal

62
54

53.4
46.6

NPM1 status
 Wt
 Mt

87
39

69
31

FLT3 status
 Wt
 Mt

102
24

81
19

risk stratification  
according to eln 2017 
(considering 10 cases  
without karyotype  
as normal)
 Favorable
 Intermediate
 Adverse

 
 
 
 

37
71
18

 
 
 
 

29.4
56.3
14.3




