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Figure S1: Classification of hsa_circ_0012152 Expression in AML Patients According to WHO Criteria. This figure presents the expression levels of hsa_circ_0012152 in AML patients, categorized based on the WHO classification system.
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Figure S2: Elucidating the Interplay between hsa_circ_0020093, Downstream miRNAs, and Their Target Genes. This supplementary figure illustrates the intricate relationship between hsa_circ_0020093, its downstream miRNAs, and the genes they regulate. It highlights the complex network of interactions that underlie the functional mechanisms of hsa_circ_0020093, shedding light on its potential role in gene regulation and cellular processes.
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Figure S3: Delving into the PPI Network of Target Genes. This supplementary figure portrays the intricate web of protein-protein interactions among the target genes, revealing their functional interconnectedness and potential roles in cellular processes.
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Figure S4: Highlighting the Top 10 Hub Genes. This figure showcases the ten most prominent hub genes, emphasizing their significant roles within the broader genetic landscape.

Table S1 The Sequence of primers used in qRT-PCR
	Gene
	
	Primer sequences

	GAPDH
	Forward
	ATGGGGAAGGTGAAGGTCG

	
	Reverse
	GGGTCATTGATGGCAACAATATC

	hsa_circ_0012152
	Forward
	TCTCCCCACTTGCGCTTCTC

	
	Reverse
	GCCAACCAGCACTTTGGGTC

	hsa_circ_0020093
	Forward
	AATTGCGGCAGTCCAGATCA

	
	Reverse
	TGGATAGCCTTCAATGAGCCA




[bookmark: _Toc99809023]Table S2 The relationship between high and low expression of hsa_circ_0012152 and hsa_circ_0020093 in peripheral blood with clinical characteristics of acute leukemia patients
	
	hsa_circ_0012152
	hsa_circ_0020093

	
	
	high
	low
	P value
	high
	low
	P value

	Sex
	Male
	23 (43.40%)
	30 (56.60%)
	0.121
	7 (58.33%)
	5 (41.67%)
	0.414

	
	Female
	20 (60.61%)
	13 (39.39%)
	
	5 (41.67%)
	7 (58.33%)
	

	Age
	
	53 (11，78)
	63 (14，87)
	0.269
	49.5 (3，66)
	44.5 (2，74)
	0.817

	BMPC%
	
	59.5 (25.5，93)
	60.0 (23.0，89.5)
	0.276
	84 (59，92)
	80.5 (46，96.5)
	0.743

	PBIC%
	
	45 (4，90)
	20 (1，90)
	0.008*
	36 (3，77)
	50 (8，86)
	0.744

	WBC (×109/L)
	
	15.3 (1.1，259.1)
	8.2 (0.4，186.7)
	0.141
	11.9 (1.1，84.0)
	16.5 (1.1，86.3)
	0.954

	RBC (×109/L)
	
	2.2 (0.7，5.4)
	2.32 (1.3，4.8)
	0.638
	3.91 (1.53，5.00)
	2.67 (1.48，5.06)
	0.386

	Hb (g/L)
	
	76 (26，131)
	74 (46，142)
	0.917
	115.5 (54，136)
	86.5 (56，153)
	0.525

	PLT (×109/L)
	
	42 (9，507)
	35 (4，316)
	0.273
	37 (4，173)
	89 (8，294)
	0.273

	LDH (IU/L)
	
	431 (102，1835)
	324 (115，2540)
	0.182
	570 (199，7138)
	525 (152，13207)
	0.644

	β2-MG (mg/L)
	
	2.1 (1.2，8.5)
	2.3 (1.0，8.6)
	0.365
	2.4 (1.2，3.4)
	2.1 (1.1，5.2)
	0.795

	OS (Day)
	
	/
	318
	0.904
	250
	584
	0.670

	EFS (Day)
	
	191
	214
	0.959
	157
	315
	0.250


Abbreviations: BMPC, Bone marrow primitive; PBIC, Peripheral blood immature cells; WBC, White Blood Cell; RBC, Red Blood Cell; Hb, Hemoglobin; PLT, Platelet; LDH, Lactate Dehydrogenase; β2-MG, β2 microglobulin; OS, Overall Survival; EFS, Event Free Survival. * significant difference

Table S3 The diagnostic efficacy of the levels of hsa_circ_0012152 in peripheral blood in distinguishing the molecular subtypes of AML and the presence or absence of myeloid antigen expression in patients with ALL.
	circRNA
	Identify
	Sensitivity
	Specificity
	PPV
	NPV
	Youden
	AUC
	95%CI
	P value

	hsa_circ_0012152
	APL with PML-RARA and other groups in AML
	0.8947
	0.7463
	0.5000
	0.9615
	0.6410
	0.8366
	0.7532-0.9201
	＜0.0001

	
	The presence or absence of myeloid antigen expression in ALL
	0.7500
	0.9167
	0.9000
	0.7857
	0.6667
	0.8264
	0.6456-1.0000
	0.0067


Abbreviations: AUC, area under curve; 95% CI, 95% confidence interval; PPV, positive predict value; NPV, negative predict value

Table S4 Comparison of the expression levels of hsa_circ_0012152 in APL with PML-RARA and other groups of AML
	The molecular subtypes of AML
	the expression levels of hsa_circ_0012152
	P value

	APLwith PML-RARA or t (15;17)
	AML with t (8;21) (q22; q22.1)
	3.40 vs 24.08
	＜0.0001*

	
	AML with inv (16) (p13.1q22) or CBFB-MYH11
	3.40 vs 19.22
	0.0027*

	
	Normal karyotype of AML with mutated NPM1
	3.40 vs 15.38
	＜0.0001*

	
	Other categories
	3.40 vs 9.40
	0.0004*

	
	MLL rearrangement
	3.40 vs 2.65
	0.7991

	
	Normal karyotype of AML with biallelic mutations of CEBPA 
	3.40 vs 5.8
	0.2032


* significant difference
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