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	 For	this	project	I	used	data	on	three	species:	human,	chimpanzee,	and	mouse.		I	got	my	data	

from	two	major	sources,	the	first	being	Cintiny.com	and	NCBI.		The	data	that	I	got	from	Cintiny.com	was	

the	data	about	the	synteny	blocks.		This	gave	me	the	number	of	rearrangements	needed	to	get	from	

humans	to	chimp	and	human	to	mouse.		From	that	source	I	also	got	the	synteny	blocks	with	coordinates	

and	which	blocks	line	between	the	species	compared.			For	this	data	I	sorted	out	the	synteny	block	that	

were	on	the	X	chromosome.		I	also	added	a	data	column	for	distance	and	sorted	the	rows	with	the	

shortest	one	first	and	the	longest	one	last.		I	also	changed	the	species	codes	to	the	names	of	the	species	

so	that	it	would	be	easier	to	look	at.		The	data	that	I	got	from	NCIB	I	download	the	X	chromosomes	for	

human,	chimpanzee,	and	mouse.		I	did	not	alter	the	sequences	that	were	read	in	from	these	

chromosomes.		I	only	took	segments	to	use	in	the	alignment	for	the	program.	

The	programing	for	this	project	was	sectioned	into	three	major	sections:	first	is	reading	and	
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