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Supplemental Table 1. Flowchart of study












	Characteristics
	Low expression of RFESD
	High expression of RFESD
	P value

	Gender, n(%)
	75
	75
	0.1986

	Female
	30(20%)
	37(24.7%)
	

	Male
	45(30%)
	38(25.3%)
	

	Age, n(%)
	75
	75
	0.8591

	≤60
	42(28%)
	45(30%)
	

	>60
	33(22%)
	30(20%)
	

	WBC count(x10^9/L), n (%)
	
	
	0.5688

	≤20
	30(20.1%)
	46(30.9%)
	

	>20
	45(30.2%)
	28(18.8%)
	

	BM blasts(%), n (%)
	
	
	0.0012

	[bookmark: _Hlk181870513]≤20
	21(14%)
	39(26%)
	

	>20
	54(36%)
	36(24%)
	

	PB blasts(%), n (%)
	
	
	0.9572

	≤70
	34(22.7%)
	38(25.3%)
	

	>70
	41(27.3%)
	37(24.7%)
	

	Cytogenetic risk, n (%) 
	
	
	0.4537

	Favorable
	17(11.5%)
	13(8.8%)
	

	Intermediate/normal
	39(26.4%)
	43(29.1%)
	

	Poor
	17(11.5%)
	19(12.8%)
	

	FAB classifications, n (%)
	
	
	0.6854

	M0
	7(4.7%)
	8(5.4%)
	

	M1
	19(12.8%)
	16(10.7%)
	

	M2
	17(11.4%)
	21(14.1%)
	

	M3
	2(1.3%)
	12(8.1%)
	

	M4
	19(12.8%)
	10(6.7%)
	

	M5
	11(7.4%)
	4(2.7%)
	

	M6&M7
	0
	3(2%)
	

	Cytogenetics, n (%)
	
	
	0.2574

	Normal
	34(25.8%)
	35(26.5%)
	

	+8
	4(3%)
	4(3%)
	

	del(5)&del(7)
	4(3%)
	2(1.5%)
	

	inv(16)
	6(4.5%)
	2(1.5%)
	

	t(8;21)&t(9;11)&t(15;17)
	10(7.6%)
	6(4.5%)
	

	Complex
	9(28%)
	16(12.1%)
	

	FLT3 mutation, n (%)
	
	
	0.2920

	Negative
	48(32.9%)
	53(36.3%)
	

	Positive
	26(17.8%)
	19(13%)
	

	IDH1 R132 mutation, n (%)
	
	
	0.5747

	Negative
	67(45.3%)
	68(45.9%)
	

	Positive
	7(4.7%)
	6(4.1%)
	

	IDH1 R140 mutation, n (%)
	
	
	0.5148

	Negative
	65(43.9%)
	71(48%)
	

	Positive
	10(6.8%)
	2(1.4%)
	

	IDH1 R172 mutation, n (%)
	
	
	0.9040

	Negative
	75(51%)
	71(48.3%)
	

	Positive
	0
	2(1.4%)
	

	RAS mutation, n (%)
	
	
	0.7407

	Negative
	72(48.3%)
	69(46.3%)
	

	Positive
	3(2%)
	5(3.4%)
	

	NPM1 mutation, n (%)
	
	
	0.7588

	Negative
	51(34.2%)
	65(43.6%)
	

	Positive
	24(16.1%)
	9(6%)
	



Supplemental Table 2. Clinical characteristics of AML patients with differential RFESD expression levels.
	
	Description
	Set size
	Enrichment score
	NES
	FDR
	P Value

	1
	HALLMARK_INTERFERON_GAMMA_RESPONSE
	196
	0.4
	2.2
	0.018
	0

	2
	HALLMARK_TNFA_SIGNALING_VIA_NFKB
	197
	0.44
	2.08
	0.009
	0

	3
	HALLMARK_OXIDATIVE_PHOSPHORYLATION
	184
	0.36
	1.94
	0.006
	0

	4
	HALLMARK_IL6_JAK_STAT3_SIGNALING
	87
	0.39
	1.92
	0.004
	0

	5
	HALLMARK_INTERFERON_ALPHA_RESPONSE
	95
	0.35
	1.76
	0.004
	0

	6
	HALLMARK_INFLAMMATORY_RESPONSE
	198
	0.34
	1.75
	0.003
	0

	7
	HALLMARK_ALLOGRAFT_REJECTION
	195
	0.27
	1.52
	0.012
	0

	8
	HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY
	47
	0.34
	1.48
	0.024
	0.017

	9
	HALLMARK_COMPLEMENT
	200
	0.28
	1.45
	0.025
	0

	10
	HALLMARK_CHOLESTEROL_HOMEOSTASIS
	73
	0.32
	1.44
	0.024
	0

	11
	HALLMARK_APOPTOSIS
	159
	0.26
	1.36
	0.037
	0


Supplemental Table 3. Pathways enriched in RFESD-low group by GSEA
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Supplemental Figure 1. (Related to Fig 3) (a) The relative contents of 22 kinds of immune cells in AML. (b-h) Spearman’s correlations were used to quantify the correlation of RFESD expression with the number of infiltrating immune cells. (i) The association of RFESD with immune checkpoint molecules ((CD40LG, TIGIT, CD274, HAVCR2, LAIR1, CD160 and C10orf54). (j-p) Spearman’s correlation was used to quantify the correlation of RFESD expression with immune checkpoint molecules (r is Spearman’s correlation coefficient).
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