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Supplementary Figure 5. Forest plot for overall survival (OS) by (A) cytogenetic abnormality and (B) gene mutations at diagnosis. Forest 
plot shows the hazard ratios (HRs, the solid squares) with 95% confidence intervals (Cis) for OS in elderly acute myeloid leukemia patients. 
ELN, European LeukemiaNet.

Gene mutation Event Total HR HR 95% CI p value

FLT3-ITD low 12 14 1.31 [0.72–2.39] 0.382
FLT3-ITD high 9 10 1.40 [0.69–2.84] 0.347
FLT3-TKD 8 10 0.93 [0.45–1.91] 0.837
KIT 3 3 3.16   [0.77–13.02] 0.112
RAS 18 18 1.19 [0.71–1.97] 0.513
PTPN1 5 6 0.73 [0.30–1.80] 0.498
JAK2 3 4 0.77 [0.24–2.42] 0.650
NF1 3 3 1.71 [0.54–5.41] 0.364
CSF3R 2 2 0.64 [0.16–2.61] 0.530
DNMT3A 16 18 1.08 [0.64–1.85] 0.768
TET2 14 14 2.05 [1.15–3.63] 0.014
IDH1 or IDH2 24 31 0.86 [0.54–1.35] 0.508
KMT2A 1 1 0.78 [0.11–5.57] 0.800
ASXL1 4 4 1.98 [0.73–5.42] 0.182
EZH2 5 6 1.69 [0.68–4.16] 0.257
RUNX1 6 8 0.82 [0.36–1.88] 0.642
CEBPA 1 1 0.39 [0.05–2.81] 0.347
GATA2 2 2 0.48 [0.12–1.96] 0.306
BCOR 1 1 0.49 [0.07–3.50] 0.473
SETBP1 7 7 1.12 [0.52–2.41] 0.779
CREBBP 2 2 1.07 [0.24–4.84] 0.929
WT1 1 1 0.98 [0.09–4.86] 0.969
TP53 15 15 1.64 [0.95–2.86] 0.077
PHF6 3 3 1.94 [0.61–6.19] 0.260
NPM1 22 26 1.01 [0.63–1.62] 0.958

Activated signaling genes 53 58 1.31 [0.90–1.91] 0.160
DNA-methylation-related genes 47 55 1.14 [0.78–1.67] 0.495
Chromatin-modifying genes 9 10 1.49 [0.75–2.96] 0.259
Transcription-factor fusion genes 19 21 0.71 [0.43–1.18] 0.186
Tumor-suppressor genes 18 18 1.54 [0.92–2.56] 0.097
Splisome-complex genes 24 26 1.24 [0.79–1.96] 0.356
Cohesion-complex genes 4 4 0.92 [0.34–2.53] 0.877

Activated
signaling genes

Cytogenetics Event Total HR HR 95% CI p value
Favorable risk 19 22 1.25 [0.77–2.04] 0.375
Intermediate risk 53 62 0.77 [0.52–1.12] 0.169
Adverse risk 37 39 1.27 [0.85–1.88] 0.241
Normal karyotype 60 71 0.88 [0.60–1.29] 0.500
Complex karyotype 20 20 1.52 [0.93–2.48] 0.095

ELN risk
stratification

 0.5 1 2
A

b  0.1 0.5 1 2 10

DNA-methylation-
related genes

Chromatin-
modifying genes

Tumor-suppressor
genes

Transcription-
factor fusion genes

www.kjim.org

