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Design	

•  We	prepared	4	samples	:		
•  Contamination5	:	 	95%DNA1+5%DNA2	
•  Contamination10:	 	90%DNA1+10%DNA2	
•  Contamination20	:	 	80%DNA1+20%DNA2	
•  Contamination50	:	 	50%DNA1+50%DNA2	
	

•  DNA1	is	our	internal	control	
DNA1 A*32:01	B*40:01	C*03:04	 DPB1*04:02	DQA1*01:02	DQB1*03:01	DRB1*04:01	   

A*68:01	B*44:02	C*05:01	 DPB1*13:01	DQA1*03:03	DQB1*05:02	DRB1*16:01	   

DNA2	
A*01:03	B*18:01	C*07:01	 DPB1*04:01	DQA1*02:01	DQB1*02:02	DRB1*07:01	DRB3*02:02	
A*11:01	B*73:01	C*15:05	 DPB1*09:01	DQA1*05:05	DQB1*03:01	DRB1*11:04	   
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Tests	on	Omixon	kit	V2,	96/7	

•  48	samples	were	tested	with	kit	V2	,	A,	B,	C,	
DRB1,	DQB1,	DQA1,	DPB1,	DRB3	for	the	
validation	of	this	test.	

•  Standard	Flow	cell	500	

•  Miseq	Illumina	
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Analysis	using	omixon	twin®	software	
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DNA1	30ng/µl	
	
DNA1	5ng/µl	
	
Contamination10:	 		
	
Contamination20	:	
	 		
Contamination5	:	
	 		
Contamination50	:			

Results	



Results	
DNA1 A*32:01	B*40:01	C*03:04	 DPB1*04:02	DQA1*01:02	DQB1*03:01	DRB1*04:01	   

A*68:01	B*44:02	C*05:01	 DPB1*13:01	DQA1*03:03	DQB1*05:02	DRB1*16:01	   

DNA2	
A*01:03	B*18:01	C*07:01	 DPB1*04:01	DQA1*02:01	DQB1*02:02	DRB1*07:01	DRB3*02:02	
A*11:01	B*73:01	C*15:05	 DPB1*09:01	DQA1*05:05	DQB1*03:01	DRB1*11:04	   
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Locus	A	at	10%	
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Phases	
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Key	exon	spot	noise	ratio/	Noise	ratio	
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To	conclude	

•  Twin	is	able	to	detect	DNA	contamination	at	level	
of	5%	and	most	of	the	loci	have	failed	criteria.	

•  This	is	not	true	in	case	of	homozygoty	or	DRB3,	4	
or	5	if	only	one	is	expected.	

•  You	can	also	observe	«	false	»	new	or	rare	alleles.		
•  To	be	sure	of	this	kind	of	alleles	,	check	them	and	
control	them.	

•  The	alerts	of	the	software	are	useful	but	can	be	
insufficient		if	only	one	allele	is	contaminated.	
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