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In	this	paper,	the	MCM2	subunit	of	CMG	helicase	was	shown	to	help	chaperone	H3	and	H4	onto	
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This	paper	provides	solid	background	on	the	FACT	complex	in	yeast	cells,	a	complex	in	the	
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This	paper	provides	background	into	who	histone	chaperones	assist	in	the	formation	of	
nucleosomes,	and	how	they	may	also	be	involved	in	the	removal	of	histones	for	replication.	
Different	histone	chaperone	variants	were	shown	to	affect	nucleosome	structure,	stability,	and	
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chromatin	structure,	and	as	such,	it	is	inferable	that	modifying	proteins	that	affect	the	ability	of	
histones	to	be	placed	onto	nascent	DNA	will	also	affect	chromatin	architecture.		

Winkler	Duane	D.,	Luger	Karolin.	“The	histone	chaperone	FACT:	structural	insights	and	
mechanisms	for	nucleosome	reorganization.”	J.	Biol.	Chem.	Vol	286,	pp.	18369	-	18374.	2011,	
doi:10.1074/jbc.R110.180778		

This	paper	provides	sufficient	background	to	the	FACT	complex	in	the	yeast	replisome,	which	is	
responsible	for	chromatin	remodeling	and	histone	chaperoning.	This	paper	is	a	review	of	
previous	studies	that	have	provided	insight	into	FACT-mediated	nucleosome	organization,	and	
also	discuss	newer	models	for	FACT’s	function.		


