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Figure S1. Workflow for mutation filtering 

	

 

See attached excel files:  

Table S1: Patient information.xlsx 

Table S2: Complete WES data.xlsx 

Table S3: Characteristics of adult patients with MPAL and comparison between DNMT3A 
mutated and wild-type patients.	

Patients	(n	=	18)	
Characteristic		

DNMT3Amut	(n	=6	)	
n																						%																																						

DNMT3Awt	(n	=	12)	
n																					%																																						

Age	(years)	
				Median		
				range	

	
		61																																								
	(31-74)																			

				
	32	
(20-75)	

Gender		
					Female	
					Male	

		
1																					16%																																	
5																					84%																																

		
	4																						33%	
	8																						67%	

MPAL	subtype	
					T/myeloid		
					B/myeloid		
					B-ALL/T-ALL	

		
3																					50%																																	
2																					33%	
1																					16%																																

		
	9																						75%	
	3																						25%															
---																						---	

Cytogenetics	
					Normal	
					Abnormal	chr	5	or	7		
					Other	

		
2																					33%																																	
1																					16%	
3																					50%																																

		
	1																						8%	
	5																						42%															
	6																						50%	

	

Raw	Output	 (12,580,376)

Good-quality	variants	(661,923)

Novel	and	rare	variants	(95,723)

Novel	and	rare	variants	(47,734)

Variants	in	coding	 regions	(2,812,037)

Raw	output	 from	pipeline

Remove	non-coding	 variants

Remove	low-quality	calls

Remove	common	SNPs	reported	by	dbSNP DB

Remove	common	variants	detected	in	healthy	

individuals	 (n=1008)

Non-silent	variants	(30,800)

Variants	in	known	cancer	genes	(n=967)

Prioritize	mutations	based	on	COSMIC	site

frequency,	mutation	type,	gene	function,	etc.

Remove	silent	variants

Prioritize	mutations

100%

22%

5%

0.76%

0.38%

0.25%

0.0077%

Focus	on	cancer	gene	census	genes	(n=562)


