
	
	
Two	measures	of	genome	identity:	the	percent	(%)	identity	between	DNA	of	the	relatives,	and	the	
total	length	(cM)	of	identical	segments	along	the	autosomal	genetic	map.	Parents	and	
grandparents	are	relative	to	the	set	of	siblings	identified	in	the	pedigree.	The	child	of	a	full	cousin	
(yellow	lineage)	is	equivalent	to	a	comparison	with	a	half	cousin.	For	example,	a	1st	cousin	1X	
removed	and	half	1st	cousin	are	expected	to	both	have	6.3%	DNA	identity	or	449	cM	shared.	
Moreover,	a	full	3rd	cousin	2X	removed	is	expected	to	exhibit	the	same	measures	as	a	full	4th	
cousin.	Values	are	given	for	a	3590	cM	autosomal	map,	and	except	for	the	absolute	value	for	
parent-child	relationships,	variability	is	expected	in	the	realized	values	of	all	other	relationships.	



	
The	Shared	cM	Project	is	a	citizen	science	effort	led	by	Blaine	Bettinger,	The	Genetic	Genealogist	
(www.thegeneticgenealogist.com).	A	survey	was	used	to	collect	self-reported	measures	of	shared	
cM	between	relatives	with	known	common	ancestry.	Measures	of	shared	cM	were	obtained	from	
matches	using	23andMe,	AncestryDNA,	Family	Finder	(FTDNA),	and/or	GEDmatch	reports.	The	
table	below	provides	summaries	organized	by	clusters	representing	different	levels	of	relationship.	
These	clusters	correspond	to	the	different	expectations	illustrated	on	the	opposite	page.	
	

	
	
Additional	Resources	
Ancestry	DNA	Matching	White	Paper	
https://www.ancestry.com/dna/resource/whitePaper/AncestryDNA-Matching-White-Paper.pdf	
	
23andMe,	DNA	Relatives:	Detecting	Relatives	and	Predicting	Relationships	
https://customercare.23andme.com/hc/en-us/articles/212170958-DNA-Relatives-Detecting-
Relatives-and-Predicting-Relationships	
	
Shared	Centimorgan	Project	–	Blaine	T.	Bettinger	
https://thegeneticgenealogist.com/2015/05/29/the-shared-cm-project/	
	
International	Society	of	Genetic	Genealogy	
https://isogg.org/wiki/Autosomal_DNA_statistics	
	 	


