
Figure	1–figure	supplement	1.	CUT&RUN	and	ORGANIC	ChIP	produce	qualitaCvely	similar	TF	occupancy	profiles.		
Representa)ve	examples	of	Abf1	and	Reb1	profiles	for	CUT&RUN	data	pooled	from	the	1”	to	32”	and	the	64”	and	128”	)me-course	
samples,	ORGANIC	and	standard	ChIP-seq,	 for	≤120-bp	and	≥150-bp	 fragment	 lengths.	Ticks	mark	 the	 loca)on	of	significant	Abf1	
(upper)	and	Reb1	(lower)	mo)fs.	The	Y-axis	was	autoscaled	within	each	region	by	IGV.	
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