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Sequence Analysis Pipeline

DNase-seq	Sequencing	Informa4on		
Avg.	no.	sequenced	reads/sample	 23.5	M	

Avg.	no.	reads	mapped/sample	 19	M	(80.8%)	

Avg.	no.	reads	mapped/sample	a?er	duplicate	

removal	and	equalizaCon	

14.7	M	(62.5%)	

Avg.	no.	peaks	called/sample	 256,007	

Avg.	fracCon	reads	in	peaks		 0.55	

No.	peaks	in	RPS		 157,108	

Avg.	size	of	peak	in	RPS	 637	bp	

Genome	coverage	of	RPS		 10.68%	

No.	differenCal	peaks	(p	<	0.1)		 1,659	

No.	differenCal	peaks	within	10kb	of	a	gene	 1,355		

No.	differenCal	peaks	within	10	kb	of	a	PMC	

DE	gene	

258;		5.04-fold	

enrichment	

p	<	2.2e-16	
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Figure	2:	ATAC-seq		Sample	Preparation	and	Sequence	Analysis		
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ATAC-seq	Sequencing	Informa5on		

Avg.	no.	sequence	reads/sample	 89	M	

Avg.	no.	reads	mapped/sample	 69	M	(77.5%)	

Avg.	no.	reads/sample	a=er	duplicate	removal	
and	equalizaAon	

43	M	(48.3%)	

Avg.	no.	peaks	called/sample	 367,113	

Avg.	fracAon	reads	in	peaks		 0.635	

No.	peaks	in	RPS	 295,441	

Avg.	size	of	peak	in	RPS	 597	bp	

Genome	coverage	of	RPS	 18.84%	

No.	differenAal	peaks	(p	<	0.2)		 1,582	

No.	differenAal	peaks	within	10kb	of	a	gene	 1,130	

No.	differenAal	peaks	within	50	kb	of	PMC	DE	
genes	

275;		5.6-fold	
enrichment,	
p	<	2.2e-16	
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