
Workflow	
•  Took	care	of	the	up-/downstream	(direc9onal)	
•  Removed	blacklist		
•  10kb	bin	size,	star9ng	right	at	the	bkpts(union),	thus	random	phasing	
•  12	Histone	modifica9ons	in	K562	

•  K562_H2AFZ	
•  K562_H3K27ac	
•  K562_H3K27me3	(2)	
•  K562_H3K36me3	(2)	
•  K562_H3K4me1	(2)	
•  K562_H3K4me2	
•  K562_H3K4me3	(4)	
•  K562_H3K79me2	
•  K562_H3K9ac	(2)	
•  K562_H3K9me1	
•  K562_H3K9me3	
•  K562_H4K20me1	
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•  Filtered	using	dbSNP138	
– 69,546/3,088,918	à	SNPs	(2.25%)	
– 149,457/712,041	à	InDels(21%)	
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