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Supplementary Figure 6. Overall response in entire cohort (n = 123), (A) pie graph of overall response rates. (B) Gene mutations at 
diagnosis in elderly AML patients. Forest plots show the odds ratios (ORs, the solid squaress) of overall response with 95% confidence in-
tervals (CIs) for each gene mutation. BM, bone marrow; PD, progressive disease; SD, stable disease; PR, partial remission; MLFS, morpho-
logical leukemia-free state; CR, complete remission; CRi, CR with incomplete hematologic recovery.

Mutation group Control
Responder Total Responder Total OR OR 95% CI

FLT3-ITD high 3 10 39 113 0.81 [0.20; 3.32]
FLT3-ITD low 4 14 38 109 0.75 [0.22; 2.54]
FLT3-TKD 4 10 38 113 1.32 [0.35; 4.95]
KIT 0 2 42 121 0.37 [0.02; 7.97]
RAS 5 18 37 105 0.71 [0.23; 2.14]
PTPN1 2 6 40 117 0.96 [0.17; 5.48]
CBL 0 3 42 120 0.26 [0.01; 5.23]
JAK2 1 4 41 119 0.63 [0.06; 6.29]
NF1 1 3 41 120 0.96 [0.08; 10.94]
CSF3R 0 2 42 121 0.37 [0.02; 7.97]
DNMT3A 6 18 36 105 0.96 [0.33; 2.76]
TET2 1 14 41 109 0.13 [0.02; 1.01]
IDH1 or IDH2 11 31 31 92 1.08 [0.46; 2.54]
KMT2A 0 1 42 122 0.63 [0.03; 15.84]
ASXL1 0 4 42 119 0.20 [0.01; 3.85]
EZH2 2 6 40 117 0.96 [0.17; 5.48]
RUNX1 2 8 40 115 0.62 [0.12; 3.24]
CEBPA 0 1 42 112 0.55 [0.02; 13.88]
GATA2 1 2 41 121 1.95 [0.12; 32.00]
ETV6 0 1 42 122 0.63 [0.03; 15.84]
BCOR 1 1 41 112 5.17 [0.21; 129.80]
SETBP1 3 7 39 116 1.48 [0.32; 6.95]
CREBBP 1 2 41 121 1.95 [0.12; 32.00]
WT1 0 1 42 122 0.63 [0.03; 15.84]
TP53 5 15 37 108 0.96 [0.31; 3.01]
PHF6 0 3 42 120 0.26 [0.01; 5.23]
NPM1 8 26 34 97 0.82 [0.32; 2.09]

Activated signaling genes 17 58 25 65 0.66 [0.31; 1.41]
DNA-methylation-related genes 15 55 27 68 0.57 [0.26; 1.23]
Chromatin-modifying genes 2 10 40 113 0.46 [0.09; 2.25]
Transcription-factor fusion genes 8 21 34 102 1.23 [0.47; 3.25]
Tumor-suppressor genes 5 18 37 105 0.71 [0.23; 2.14]
Splisome-complex genes 5 26 37 97 0.39 [0.13; 1.11]
Cohesion-complex genes 1 4 41 119 0.63 [0.06; 6.29]
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