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ChIA-PET	for	3D	genome	mapping	
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Inclusive:  
•  Protein bindings,  
•  Enriched chromatin interaction,  
•  Non-enriched contacts (Hi-C like data) 

High specificity and resolution:  
•  Functional element specific,  
•  Haplotype resolved,  
•  Single nucleotide resolution 
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vs.																CTCF	ChIA-PET							(GM12878)	

Total	PET	reads:	1	Miseq	=	6.4	Million;		1	Hiseq	=	30.8	Million	
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RNAPII	associated	chroma=n	interac=ons	
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2D	mapping	data	
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Gene=c	varia=ons	alter	chroma=n	domains	
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Haplotype-resolved	interac=ons	linked	to	gene=cs		
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To	test	the	role	of	ncRNAs,	…	
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