Supplementary Table 2. Baseline molecular profiling and cytogenetic risk

	Characteristics
	First-line systemic therapy
	BSC (n = 31)
	P value

	
	All (n = 163)
	HMA (n = 145)
	LDAC & other (n = 18)
	
	

	Any mutationsa
	49/144 (34.03)
	44/129 (34.11)
	5/15 (33.33)
	0
	< 0.001***,c

	IDH1/2
	5/49 (10.20)
	5/44 (11.36)
	0
	–
	

	TP53
	3/49 (6.12)
	3/44 (6.82)
	0
	
	

	TET2
	8/49 (16.33)
	8/44 (18.18)
	0
	
	

	RUNX1
	5/49 (10.20)
	5/44 (11.36)
	0
	
	

	DNMT3A
	2/49 (4.10)
	2/44 (4.55)
	0/5
	
	

	ASXL1
	5/49 (10.20)
	4/44 (9.09)
	1/5 (20.00)
	
	

	K/NRAS
	1/49 (2.04)
	0
	1/5 (20.00)
	
	

	FLT3ITD
	7/49 (14.29)
	6/44 (13.64)
	1/5 (20.00)
	
	

	FLT3TKD
	1/49 (2.04)
	1/44 (2.27)
	0
	
	

	CEBPA
	8/49 (16.33)
	6/44 (13.64)
	2/5 (40.00)
	
	

	JAK2
	4/49 (8.16)
	4/44 (9.09)
	0
	
	

	NPM1
	11/49 (22.45)
	10/44 (22.73)
	1/5 (20.00)
	
	

	SRSF2
	3/49 (6.12)
	2/44 (4.55)
	1/5 (20.00)
	
	

	MLLPTD
	11/49 (22.45)
	9/44 (20.45)
	2/5 (40.00)
	
	

	No mutations identifieda
	95/144 (65.97)
	85/129 (65.89)
	10/15 (66.67)
	22/22 (100.00)
	

	Unknown molecular profile
	19/163 (11.66)
	16/145 (11.03)
	3/18 (16.67)
	9/31 (29.03)
	

	Cytogenic riskb

	Favorable 
	66 (40.49)
	62 (42.76)
	4 (22.22)
	7 (22.58)
	< 0.001***,d

	Intermediate 
	30 (18.40)
	27 (18.62)
	3 (16.67)
	4 (12.90)
	

	Poor 
	49 (30.06)
	43 (29.66)
	6 (33.33)
	5 (16.13)
	

	Unknown
	18 (11.04)
	13 (8.97)
	5 (27.78)
	15 (48.39)
	


Values are presented as number (%). Percentages may total more than 100% because multiselection was allowed. P value indicates statistical difference in a three-way comparison between BSC, HMA, and LDAC and other systemic therapies.

BSC = best supportive care, HMA = hypomethylating agent, LDAC = low-dose cytarabine. 

aPercentages were calculated for each respective treatment group using the number of patients with known mutation status from next-generation sequencing or targeted mutation testing; bRisk stratification according to the cytogenetic risk classification described in Supplementary Table 3; cChi-squared test; dKruskal-Wallis test.

***P < 0.001.
