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We	use	ordinary	least	squares	(OLS)	to	estimate	the	parameters	of	the	binding	model	
for	each	TF,	and	we	show	that	our	predictions	of	TF-binding	changes	due	to	DNA	

mutations	correlate	well	with	measured	changes	in	gene	expression.
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• DNaseq 20m	cells,	attic-sea 50k	cells， chromatin	state	to	distinct	the	dysfunction	state,	11.17	Nature
• changes	of	chromatin	accessibility	is	corresponding	to	gene	expression	changes
• compare	the	changes	of	TF	binding	using	the	imputed	network	(ISMB?)
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A	3D	Code	in	the	Human	Genome

CTCF	and	Hi-C
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Hi-C	is	useless	in	predicting	
enhancer	gene	linkage?
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From	Genetics	To	Therapeutics:	Uncovering	And	Manipulating	The	Circuitry	Of	Non-coding	
Disease	Variants
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