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Good	evening.	Over	the	course	of	the	next	45	minutes,	I’ll	present	my	take	on	a	few	basic	
DNA	research	methods	and	techniques	including:	

 An	overview	of	my	DNA-related	thinking	
 Basic	clustering	using	Ancestry’s	Custom	Groups		
 How	to	interpret	your	findings.	
 Working	with	“mystery”	clusters		
 Converting	these	mysteries	to	meaningful	extensions	of	your	family	tree	with	

deductive	reasoning	and	free	tools	from	DNApainter.com	
	
I’d	like	to	state	from	the	outset	that	although	none	of	the	processes	discussed	this	evening	
are	 in	any	way	my	 invention,	 the	methods	presented	 in	 this	 talk	represent	my	particular	
take	on	Best	Practices,	and	in	that	respect	you	should	feel	entirely	free	to	accept,	reject	or	
modify	any	of	the	strategies	I’ll	present.	
	
By	way	of	a	preamble	 I	 thought	 I	might	edge	us	 towards	an	 investigative	mindset	with	a	
few	thoughts	on	the	nature	and	substance	of	DNA,	and	consumer	DNA	testing,	as	it	relates	
to	genealogy:	
	
Thought	1:	When	you	test	DNA,	expect	the	unexpected,	and	you	won’t	be	disappointed.		

Another	way	of	 saying	 this	 is	 to	be	 flexible	with	your	preconceptions:	 even	 though	most	
researchers	 have	 spent	 years	 assembling	 meticulous	 research	 documenting	 multiple	
generations,	we	need	to	approach	genetic	genealogy	with	an	open	mind.	There	is	no	way	to	
guarantee	anything	regarding	what	one	might	or	might	not	discover	about	one’s	ancestry	
through	analysis	of	DNA	—	and	indeed,	if	all	DNA	testing	did	was	confirm	what	we	already	
know,	 it’s	 research	 value	would	be	 greatly	 limited.	 It’s	 best	 to	 try	 to	 remain	open	 to	 the	
possibilities	of	each	avenue	of	investigation	and	let	the	evidence	itself	make	its	case.	
	



	
Thought	2:	We	don’t	have	DNA	so	much	as	we	share	DNA.	

It’s	 tempting	 to	 regard	 the	 outcome	 of	 our	 DNA	 test	 in	 a	 proprietary	manner:	 after	 all,	
we’ve	traded	a	sample	of	our	very	selves	—	or	someone	close	to	us	—	in	order	to	obtain	
these	 results,	 and	 so	 it’s	 natural	 to	 feel	 possessive	 of	 something	 which	 represents	 our	
individuality.	Indeed,	I	imagine	that	everyone	feels	this	way	to	some	extent.		
	
However,	be	that	as	it	may,	you’ll	find	that	much	research	is	done	collaboratively:	with	you	
contributing	 your	 information,	 your	 perspective,	 and	 your	 pieces	 of	 the	 puzzle,	 to	work	
towards	a	satisfactory	solution.	Absent	a	spirit	of	collaboration,	you’ll	look	long	and	hard	to	
find	a	matching	member	who	has	a	fully	executed	tree	whose	surnames	match	your	own.	
You’ll	 seldom	 find	your	grandfather’s	 long	 lost	nephew	 just	waiting	 for	you	at	 the	 top	of	
your	list	of	matches	—	and	even	if	you	do	find	him,	that’s	not	precisely	the	kind	of	research	
we’re	undertaking	here.	
	
Often,	 when	 analyzing	 a	 distant	 or	 unexpected	 DNA	 match,	 you	 may	 find	 yourself	
essentially	doing	research	for	someone	else.	Rest	assured,	however,	that	if	you	share	DNA	
with	an	individual,	their	answer	is	also	part	of	your	answer.	
	
Thought	3:	Finding	the	right	answers	begins	with	asking	the	right	questions.	

Despite	the	wealth	of	information	contained	in	an	individual’s	DNA,	it’s	important	to	bear	
in	mind	 that	 the	 “results”	of	our	 test	aren’t	 so	much	about	ourselves	as	 they	are	a	 list	of	
other	people	who	just	happen	to	share	some	part	of	our	genome.	Therefore,	 it’s	better	to	
forgo	 genealogically	 specific	 questions,	 such	 as	 “What	 was	 my	 great-great-great-
grandfather’s	name?”	—	at	least	from	the	outset	—	in	favour	of	more	generalized	queries	
such	as	“How	(or	how	closely)	are	we	related?	—	and	along	which	line?”	or		
“Is	your	Jones	family	somehow	connected	to	mine,	or	is	that	just	a	common	name?”	
	
Some	 of	 you	 may	 recall	 solving	 algebra	 problems	 in	 school.	 Often,	 this	 involves	 adding	
elements	which	 can	 be	 brought	 together	 and	 isolating	 a	 variable	 in	 such	 a	way	 that	 the	
problem	 has	 a	 workable	 solution.	 Analysis	 of	 AncestryDNA	matches	 is,	 in	 its	 way,	 very	
similar:	many	times	our	queries	and	the	evidence	provided	to	us	must	first	be	reframed	so	
as	 to	make	 a	 solution	 even	 possible.	 Sometimes	 this	 involves	 deductive	 logical	 analysis,	
utilizing	DNA	linkage	 in	conjunction	with	official	records	and	anecdotal	 family	history;	 in	



other	cases,	where	documentary	evidence	is	lacking,	a	quantitative	approach	to	DNA	may	
be	the	only	way	to	“connect	the	dots.”	This	evening,	we’ll	explore	several	interrelated	cases,	
which	to	a	greater	or	lesser	extent	involve	both	deductive	and	quantitative	analysis	—	the	
latter	utilizing	free	tools	from	DNApainter.com	in	conjunction	with	data	from	AncestryDNA.	
	
Mathematics	often	involves	bringing	together	similar	items,	or	“collecting	like	terms”	to	use	
the	vernacular	of	the	field,	and	“Clustering”	your	DNA	matches	is	equivalent	to	this.	It’s	the	
first,	best,	way	of	approaching	your	own	matches	—	or	anyone	else’s	for	that	matter.	
	
Clustering	 is	 a	process	by	which	we	attempt	 to	bring	 together	or	otherwise	 classify	DNA	
matches	with	similar,	or	potentially	similar	properties.	DNA	matches	which	are	related	in	
this	manner	are	likely	to	be	connected	through	an	ancestor	or	ancestors	common	to	each	
individual	in	the	cluster.	
	
There	 are	 several	 ways	 to	 perform	 this	 sort	 of	 work.	 Many	 are	 familiar	 with	 the	 Leeds	
Method,	which	is	widely	regarded.	This	evening,	I’ll	demonstrate	my	own	particular	take	on	
Clustering,	an	approach	that	yields	somewhat	more	graduated	results,	by	using	Ancestry’s	
Custom	Groups	feature.	
	
To	begin,	we’ll	 need	AncestryDNA	 test	 results	 from	yourself,	 or	 ideally,	 a	 relative	 from	a	
generation	prior	to	your	own.	Although	most	genetic	genealogists	have	had	their	own	DNA	
tested,	the	most	useful	results	are	likely	to	obtained	by	testing	members	of	the	generations	
which	precede	you,	be	it	your	parents	(or	their	siblings)	or	grandparents	(or	likewise,	their	
siblings).	
	
We’ll	also	want	to	link	those	test	results	to	a	family	tree	online	at	Ancestry.	The	tree	doesn’t	
need	to	be	exhaustive	—	the	test	subject,	their	parents,	and	grandparents	will	be	fine.	All	
else	being	equal,	however,	more	is	better,	with	the	understanding	that	any	tree,	no	matter	
how	well	researched,	represents	at	best	a	good-faith	attempt	to	accurately	document	prior	
generations.	
	
For	 lack	 of	 a	 better	 sample	 set,	 I’ll	 cluster	 DNA	 matches	 taken	 from	 my	 family,	 using	
anonymized	examples	from	my	mother’s	AncestryDNA	test	results	(Thanks,	Mom!)	
	



Clustering:	Why	Cluster?	

The	whole	point	of	clustering	is	to	bring	order	to	what	can	otherwise	be	an	overwhelming	
number	of	DNA	matches	with	unfamiliar	members.	
	
In	genealogy,	we	typically	think	of	our	heritage	along	ancestral	family	lines,	and	my	take	on	
clustering	attempts	to	replicate	this	organization	using	Ancestry’s	Custom	Groups.	Before	
creating	 our	 own	 groups,	 let’s	 survey	 the	 idea	 of	 ancestral	 lines	 and	 how	 they	 relate	 to	
Ancestry’s	Custom	Groups.	
	
Since	we’re	working	with	my	maternal	 lines,	 I’ll	 begin	with	my	mother’s	 pedigree	 chart,	
which	 is	 typical	of	most	genealogy	hobbyists’	 in	 that	 it’s	 reasonably	complete	 for	 several	
generations,	even	if	in	practice	some	lines	are	better	documented	than	others.	I’ve	replaced	
mom’s	particulars	with	her	initials,	but	otherwise	the	tree	is	as	it	was	for	years	prior	to	my	
DNA	research.	
	

	
	
Apart	from	their	familiarity,	pedigree	charts	allow	us	to	effectively	visualize	the	hierarchy	
and	 interrelatedness	 of	 our	 ancestral	 lines.	 In	 this	 case,	 I	 can	 see	 that	 my	 mother	 is	 a	
“Hayes”	 and	 her	 parents	 were	 a	 “Hayes”	 and	 a	 “Shaw”	—	 and	 her	 grandparents	 on	 the	
Hayes	side	were	another	Hayes	who	married	a	“Hoshal”	and	on	the	Shaw	side	a	Shaw	who	



married	 a	 “Howell”	 and	 so	 on,	 each	 generation	 doubling	 the	 number	 of	 ancestors	 of	 the	
previous	generation.	
	
The	five-generation	tree	shown	here	is	exactly	the	right	size	for	clustering	with	Ancestry’s	
Custom	Groups,	as	Ancestry	allows	for	up	to	24	Custom	Groups,	and	the	oldest	generation	
shown	 consists	 of	 sixteen	 individuals.	We’ll	 use	 the	 eight	 remaining	 groups	 of	 the	 24	 to	
supplement	our	lines	and	to	label	any	“mystery”	lines	we	encounter.	
	
Clustering	 our	DNA	matches	 involves	 determining	 how	 each	match	 relates	 to	 our	 family	
lines,	 and	 the	 most	 obvious	 connections	 are	 with	 those	 members	 whom	 Ancestry	 has	
determined	we	 share	 “Common	Ancestors”	—	 in	 the	 case	of	1st	 cousins,	 for	 instance,	we	
share	a	set	of	grandparents,	2nd	cousins	would	share	a	set	of	great-grandparents,	and	so	on.	
	
Sharing	a	set	of	
grandparents	
means	that	you	
and	your	first	
cousin	also	share	
every	ancestor	
each	
grandparent	has	
ever	had,	and	so	
we	refer	to	the	
point	at	which	
shared	genetic	
lines	converge	as	
the	Most	Recent	
Common	

Ancestor	

(MRCA).	We’ll	
refer	to	this		 	
term	frequently	in	the	course	of	our	investigations.	
	
In	order	to	organize	our	matches	by	ancestral	lines,	we’ll	want	quick	way	to	select	a	MRCA	
and	see	all	ancestral	lines	in	the	pedigree	of	that	particular	match.	To	simplify	this	process,	



I’ve	built	a	pedigree	chart	in	Microsoft	Excel.	This	Pedigree	Worksheet	is	available	from	my	
website	at:		
http://DiscoveringNewAncestors.com/ogs2021		
This	page	also	contains	detailed	instructions	for	using	the	sheet.	
	
Here’s	an	overview	of	the	Worksheet’s	basic	layout:	

	
	
You’ll	see	a	large	shaded	field	to	the	right	of	the	word	“Self”	—	Enter	the	birth	family	name	
of	the	person	who	took	the	DNA	test,	and	you’ll	see	the	same	name	populate	the	subject’s	
paternal	line.	(We’ve	used	my	mother’s	family	in	the	example)	

	
	
Click	on	the	gray	area	of	the	row	above	where	you	just	entered	the	test	subject’s	surname	
and	enter	their	mother’s	family	name	in	the	shaded	box.	I	used	my	maternal	grandmother’s	
“Shaw”	family:	

	
	
Continue	 entering	 family	 names,	 where	 known,	 in	 each	 shaded	 box.	 In	 the	 case	 of	 my	
mother’s	lines,	we	have:	

	



	
The	 elegance	 of	 the	 Pedigree	
Worksheet,	 apart	 from	 keeping	
track	 of	 your	 subject’s	 (or	 client’s)	
family	names,	is	that	if	you	select	an	ancestor	from	the	pedigree,	the	field	in	the	bottom	row	
of	 the	 sheet	 tells	 you	 all	 the	 family	 lines	 in	 that	 ancestor’s	 pedigree,	 so	 if	 I	 select	 my	
mother’s	 paternal	 great-grandfather,	 I	 see	 (as	 in	 the	 example)	MRCA:	Great-Grandparent	
Hoshal;	Select	groups:	Hoshal,	Everingham,	Garricy.	
	
Let’s	head	over	to	AncestryDNA	and	create	Custom	Groups	for	each	surname	in	the	“great-
great-grandparents”	row	of	the	Worksheet.	(The	Pedigree	Worksheet	supports	groups	one	
generation	beyond	this,	to	facilitate	subsequent	expansion	of	your	DNA	groups.)		
	
Begin	by	choosing	[DNA	Matches]	 from	the	[DNA]	menu	on	the	Ancestry	site	 to	bring	up	
your	AncestryDNA	member	matches.	
	
To	create	Custom	Groups	for	your	ancestral	lines:	
	 •	Go	to	the	[Groups]	filter	
	 •	Select	[Create	custom	group]	
	 •	Enter	the	leftmost	family	name	from	the		

Great-Great-Grandparents	row.	
	 •	Repeat	this	for	every	name	in	the	row.	

	
	
Note:	 in	 our	 particular	 case,	 the	 2nd	
name	 in	 the	great-great-grandparents	
row	is	identical	to	the	first	name.	You	may	similarly	encounter	two	(or	more)	individuals	in	
distinct	branches	of	your	tree	with	the	same	surname.	If	you’re	certain	that	these	ancestors	
come	 from	the	same	 family	 line	—	perhaps	 they’re	cousins,	or	siblings	who	married	 into	
separate	families	that	intermarried	at	a	later	date,	you	don’t	need	to	duplicate	the	surname.	
If,	 however,	 you’re	 uncertain	 as	 to	 the	 relationship	 between	 these	 ancestors	 —	 some	
surnames	just	happen	to	be	extremely	common	—	then	be	certain	to	differentiate	between	
the	 two	 family	 lines:	 “Davis1”	 and	 “Davis2”	 are	 sufficient,	 or	 you	might	want	 to	 attach	 a	



regional	qualifier,	such	as	“Welsh	Jones”	vs.	“Manchester	Jones”	—	just	so	long	as	the	names	
are	distinct.	
	
In	 the	 example,	 I	 know	 that	 my	 Hayes	 great-great-grandparents	 are	 first	 cousins	 once	
removed,	so	we’ll	assign	their	matches	to	a	common	family	line	and	a	single	Custom	Group.	
As	 such,	 allowing	 for	 this	duplication,	we	have	15	distinct	Custom	Groups	named	 for	my	
ancestral	lines,	plus	9	surplus	groups	for	future	use.	
	
Ancestry’s	 default	 view	 places	 close	 relations	 at	 the	 top	 rank	 of	 member	 matches,	 and	
similar	 to	 the	 Leeds	 protocols,	 I’ll	 recommend	 we	 disregard	 matches	 known	 to	 be	 1st	
cousins	or	closer.	In	terms	of	linkage,	this	would	exclude	matches	of	400cM	or	greater,	but	
if	 you	 happen	 to	 have	 a	 first	 cousin	 with	 whom	 you	 share	 less	 than	 400cM	 of	 DNA,	
disregard	that	match	as	also.	
	
From	the	filter	toolbar	above	the	
first	match,	click	the	“Common	

Ancestors”	filter.		
	

For	our	sample,		
we	see	the	list	at	right	⇒		

	
	

Bypassing	the	closest	relations,	
we’ll	begin	our	clustering	with	

the	241cM	member	match	shared	
with	AT.	

	



Viewing	 this	 match	 in	 its	 own	 tab,	 we	 see	 that	 AT	 shares	 an	 MRCA	 pair	 of	 great-
grandparents	on	the	Hoshal	and	Carson	lines.		

	
	
Selecting	 great-grandparent	 Hoshal	 on	 the	 Pedigree	Worksheet	 tells	 us	which	 groups	 to	
check	 off	 for	 this	 ancestor:	 Hoshal,	 Everingham,	 and	 Garricy.	 Click	 the	 [+]	 and	 check	 off	
Hoshal	 and	Garricy,	 and	 since	we	have	 available	 custom	groups	 among	 that	 24	Ancestry	
allows,	click	on	[+	Create	a	custom	group]	to	add	the	Everingham	family	line.	
	
Since	we	have	two	shared	ancestors,	we	must	also	select	great-grandparent	Carson	in	the	
Pedigree	 Worksheet,	 and	 check	 off	 the	 groups	 as	 indicated	—	 in	 this	 case,	 Carson	 and	



Anderson.	At	this	time,	I	also	find	it	useful	to	document	the	Common	Ancestor	relationship	
in	the	notes	field.	In	this	particular	case	I’ll	enter:	“2C1R	via	Hoshal/Carson”.		
	
Returning	to	our	list	of	Common	Ancestors,	AT’s	match	now	appears	as:	

	
	
We	 repeat	 this	 process	 and	 continue	 down	 the	 list	 to	 the	 next	 DNA	 match	 under	 the	
“Common	Ancestor”	filter,	adding	groups	where	the	spreadsheet	indicates.	(If	you’ve	used	
up	all	of	your	surplus	groups,	scan	the	list	under	the	[group]	filter	for	a	group	that	has	zero	
membership	and	is	as	far	removed	from	your	subject	as	possible,	and	rename	that	group.)	
	
We	 can	 continue	 this	 process	 for	 every	member	match	 listed	 by	 the	 Common	 Ancestor	
filter	or	stop	sooner:	at	a	predetermined	cM	threshold,	when	the	MRCAs	listed	fall	beyond	
the	generations	listed	in	the	Pedigree	Worksheet,	or	when	we’ve	exhausted	the	24	Custom	
Groups	supported	by	the	Ancestry	site.	One	can	always	return	to	the	 list	of	matches	with	
Common	Ancestors	at	a	 later	date	and	continue	 this	work	—	and	 in	 fact	 it’s	advisable	 to	
recheck	this	filtered	list	every	six	months	of	so,	in	order	to	add	recent	member	matches	to	
your	Custom	Groups.	



	
Here’s	 an	 overview	 of	 the	 first	 page	 of	 our	 Common	 Ancestor	 matches	 after	 assigning	
custom	groups:	

	
The	color	coding	makes	it	easy	to	recognize	both	family	groupings	and	the	descendants	of	
close	MRCAs,	as	more	dots	suggests	a	nearer	MRCA,	regardless	of	how	many	generations	
“removed”	 the	 member	 is.	 Finally,	 annotations	 in	 the	 notes	 field	 supply	 genealogical	
specifics	about	a	matching	member’s	verified	relationship.	



After	 assigning	 custom	 groups	 to	 as	 many	 member	
matches	as	you	desire,	click	on	the	[Groups]	 filter	to	
survey	 the	extent	 to	which	each	group	 is	populated.	
You	 may	 notice	 one	 or	 more	 groups	 with	 zero	
members.	 An	 unpopulated	 group	 can	 occur	 for	 a	
variety	of	reasons:	
	

 No	 one	 from	 that	 line	 may	 have	 taken	 an	
Ancestry	 test.	This	 can	occur	 if	 your	ancestor	
emigrated	 from	 a	 country	 where	 few	 people	
have	taken	an	AncestryDNA	test.	

	
 Your	ancestor	or	their	parents	may	have	been	
an	 only	 child	 —	 no	 siblings	 means	 no	 first	
cousins	for	the	next	generation.	

	
 Similarly,	none	of	your	ancestor’s	siblings	may	
have	 produced	 offspring	 with	 living	
descendants	to	take	an	AncestryDNA	test.	

	
 Living	descendants	may	have	tested	their	DNA	
on	 other	 services.	 (Ancestry	 allows	members	
to	 export	 their	 raw	DNA	 file	 for	 uploading	 to	
other	 services,	 however,	 and	 you	 should	
strongly	 consider	exporting	your	 raw	DNA	 to	
other	 services	 even	 if	 you	 have	 matches	 on	
Ancestry.)	

	
 Finally,	 if	 you	 have	 an	 entire	 branch	 of	 your	
pedigree	without	 a	 single	match	 in	 any	 of	 its	
ancestral	 lines,	you	may	want	 to	consider	 the	
possibility	 that	 a	 Non-Paternity	 Event	 (NPE)	
has	 caused	 your	 genetic	 pedigree	 to	 diverge	
from	the	ancestral	lines	in	your	family	tree.	

	



Although	 one	 should	 emphasize	 that	 such	 statistics	 necessarily	 vary	 among	 populations,	
the	incidence	of	non-paternity	in	the	general	population	is	thought	to	be	between	2%	and	
12%,	 so	 the	 occurrence	 of	 a	 zero	 tally	 is	 by	 no	 means	 uncommon.	 To	 put	 this	 in	
perspective,	a	1	in	16	occurrence	of	NPEs	would	yield	a	rate	of	6.25%.	Since	we	each	have	
16	 great-great-grandparents	 it’s	 certainly	 reasonable	 to	 conjecture	 that	 everyone	 could	
have	a	NPE	within	the	5	to	6	generations	typically	covered	by	an	autosomal	DNA	test	like	
Ancestry’s.	
	

Surveying	 the	 example’s	 groups,	 we	 see	 that	 my	 mother’s	
maternal	grandfather’s	lines	all	have	zero	matches,	starting	
with	 the	 Shaws,	 and	 including	 the	 Mardells,	 Clarks,	 and	
Jones	 lines.	 It’s	 extremely	unlikely	 that	no	one	 from	any	 of	
these	ancestral	lines	has	tested	on	Ancestry,	or	that	all	have	
failed	 to	 produce	 living	 heirs.	 We’ll	 return	 to	 this	 in	 the	
course	of	our	investigations.	

	
As	an	aside,	we	should	also	consider	the	fact	that	

older	 ancestral	 lines	 which	 exhibit	 the	
same	 member	 count	 as	 the	

subsequent	 lines	
they	 feed	
into	 are	 also	

effectively	 “zero	
tally”	 groups	 —	 so	 even	 if	 my	 Shaw	 lines	

produced,	say,	7	member	matches,	an	identical	
count	 among	 each	 of	 their	 ancestral	 lines	

(Mardell,	Clark,	 Jones,	etc.)	effectively	means	 those	
older	 lines	 have	 no	 matches	 of	 their	 own.	 Generally	

speaking,	 whether	 zero	 or	 otherwise,	 a	 branch	 with	 a	
member	 match	 count	 which	 does	 increase	 as	 we	 recede	

from	the	present	can	be	cause	for	concern.	



With	our	
Common	
Ancestor	
matches	
assigned	to	
Custom	Groups,	
we	can	remove	
the	Common	
Ancestor	filter:	
assigning	
Custom	Groups	
to	the	full	list	of	
our	matches,	
starting	with	
those	member	
matches	in	the	
Extended	Family	
category	with	
the	highest	
linkage.		
	
The	first	
ungrouped	
match	we	
encounter	is	TB:	

	
	
A	 general	 rule	 of	 thumb	when	analyzing	unknown	matches	 is	 to	 err	 on	 the	 conservative	
side	—	to	assign,	when	in	doubt,	fewer,	more	targeted,	family	groups	to	a	match.	As	seen	in	
the	Pedigree	Worksheet,	more	distant	ancestral	lines	are	embedded	within	closer	relations,	
so	when	given	the	choice,	we’ll	prefer	to	assign	our	Custom	Groups	as	sparingly	as	possible.	
Our	example,	using	TB’s	shared	matches,	illustrates	this:	
	



Here,	we’ve	clicked	on	TB’S	 [View	match]	button,	 followed	by	 the	 “Shared	Matches”	 link,	
and	brought	up	the	list	of	members	who	also	share	DNA	segments	in	common	with	GK	and	
TB.	We	see	a	number	of	matches	sharing	Common	Ancestors	with	Custom	Groups	already	
assigned:	mostly	4th	cousins	sharing	two	family	lines	(in	this	case,	the	Butlers	and	Lears).	
Also	two	matches	—	PH	and	AS	—	which	are	3rd	cousins,	who	add	the	Bennett	line,	and	a	
2nd	cousin	(SiA)	who	has	a	complement	of	6	identified	family	lines.	

	
Closest	among	the	ungrouped	matches,	JH,	sharing	27cM,	is	flanked	by	4th	cousin	matches	
at	 35cM	and	26CM,	 so	 it	makes	 sense	 that	 JH’s	 shared	match	would	 also	be	 a	4th	 cousin	
match	 from	 the	 Butler	 and	 Lear	 lines.	We	 can	 click	 on	 the	 [+]	 and	 assign	 those	 custom	
groups	to	JH.	The	same	logic	applies	to	GH,	as	she	too	is	flanked	by	4th	cousins.		
	
The	 remaining	 matches	 surround	 AS,	 a	 known	 3rd	 cousin	 with	 relatively	 low	 linkage.	
However,	 the	outlier	status	of	AS	suggests	that	we	would	do	well	 to	conservatively	apply	
the	same	two	custom	groups	here	as	elsewhere	in	the	list.	
	
Finally,	with	regard	to	the	case	of	TB	herself:	we	have	SiA,	a	2nd	cousin	once	removed	with	
linkage	of	83cM.	TB’s	linkage	of	164cM	suggests,	at	minimum,	the	same	relationship,	so	we	
can	conservatively	carry	over	the	SA’s	six	custom	groups.	



	
As	with	the	process	of	assigning	groups	to	our	Common	Ancestor	matches,	we	can	assign	
Custom	Groups	to	ungrouped	matches	as	far	down	the	list	of	member	matches	as	we	like.	If	
you	notice	that	a	particular	Shared	Match	list	contains	an	ungrouped	member	which	shares	
a	 Common	 Ancestor,	 it’s	 advisable	 to	 attend	 to	 the	 Custom	 Ancestor	 match	 prior	 to	
assigning	Custom	Groups	within	the	list	of	Shared	Matches.	
	
Two	contingencies	may	arise	in	the	course	of	assigning	family	lines	to	ungrouped	matches:	
The	first	is	that	you	may	encounter	an	ungrouped	member	who	doesn’t	share	any	member	
matches.	As	intriguing	as	this	may	be,	move	on:	typically,	these	members	have	yet	to	build	
out	a	tree	which	might	suggest	meaningful	family	connections.	
	
Secondly,	and	of	far	greater	interest,	you	may	on	occasion	encounter	an	ungrouped	match	
without	 any	 Common	 Ancestor	 shared	matches.	 Amongst	 our	 sample	matches	 one	 such	
member	is	SA,	who	shares	99cM.		
	
A	Deductive	Approach	to	DNA	Investigation:	

Another	way	to	describe	a	member’s	“Shared	Matches”	is	speak	of	their	“genetic	network.”	
In	addition	to	members	of	my	immediate	family,	SA’s	genetic	network	includes:	
Member	 Linkage	 Notes	
SA	 99	cM	 	
MW	 70	cM	 	
PA	 67	cM	 	
ME	 54	cM	 	
FM	 35	cM	 SA’s	son	
JW	 34	cM	 SA’s	3C1R	
C9075	 29	cM	 SA’s	nephew	
EK	 21	cM	 	
JM	 21	cM	 	
	
The	shared	linkage	shown	is	relative	to	my	mother,	and	we	can	assign	these	members	to	a	
Custom	Group	labelled	“Unknown	1”	if	we	have	an	available	Custom	Group.	In	most	cases,	
it’s	possible	 to	determine	 the	 relationship	of	at	 least	a	 few	of	 the	members	of	 this	group	



through	a	close	reading	of	their	family	trees.	In	this	particular	case,	SA	did	not	have	much	
of	a	tree	built,	but	her	son,	FM,	did.	
	
Of	the	results	in	the	table,	SA’s	close	relations	are	so	close	as	to	be	trivial	matches	(recall	if	
you	will,	that	we	discard	close	family	matches	when	clustering).	However,	SA’s	connection	
with	 JW	 holds	 promise	 in	 that	 the	 connection	 provides	 us	with	 a	Most	 Recent	 Common	
Ancestor	couple:	

	
and	as	such,	we	can	conclude	that	my	family’s	connection	to	SA	is	along	SA’s	Forman	family	
line.	At	minimum,	we	would	add	the	“Forman”	family	name	to	our	notes	field	for	both	SA	
and	JW’s	matches	before	proceeding	to	our	next	ungrouped	member	match.	
	
It’s	 always	 best	 to	 assume	 that	 multiple	 genetic	 networks	 lacking	 a	 Common	 Ancestor	
represent	distinct	areas	of	a	family	tree.	However,	genetic	networks	whose	members’	lines	
share	 surnames,	 or	 share	 common	 individuals,	 strongly	 suggest	 possible	 avenues	 of	
investigation.	 Genetic	 networks	 which	 have	 members	 in	 common	 are	 most	 definitely	
related.		
	
The	following	network,	clustered	about	member	PB2,	provides	insight	into	SA’s	group:	
Member	 Linkage	 Notes	
PB2	 76	cM	 	
DS-M	 64	cM	 PB2’s	3rd	cousin	
ME	 54	cM	 Same	ME	as	in	SA’s	group	
CM	 35	cM	 	
DB	 34	cM	 	
BO	 29	cM	 PB2’s	3rd	cousin	once	removed	
KT	 21	cM	 	
LC	 21	cM	 	
	



	
Immediately	 we	 note	 that	 ME,	 from	 SA’s	 group,	 is	 also	 a	 member	 of	 this	 network,	
suggesting	some	sort	of	connection	between	PB2	and	SA.	Poking	around	the	online	trees	of	
the	members	in	this	network	revealed	further	connections	between	PB2,	DS-M	and	BO,	as	
they	are	all	descended	 from	a	couple	born	 in	 the	early	1800’s:	Thomas	Hemsley,	and	his	
wife	Eliza	Beaumont:	

	
	
Further,	 Hemsley	 is	 the	 family	 name	 of	 the	 mother	 of	 SA’s	 great-grandfather,	 so	 the	
following	inheritance	diagram	emerges:	

	
Note	 that	 the	pink/yellow	 lines	 in	 the	diagram	differentiate	half	 vs.	 full	 sibling	 relations,	
whilst	 the	black	 lines	 indicate	 full	 sibling	 inheritance.	 Revisiting	 the	 inheritance	diagram	
from	SA’s	group…	

	
	
…	we	 see	 that	 that	my	mother	 has	 inherited	 DNA	 from	 both	 of	 SA’s	 great-grandfather’s	
parents,	and	therefore	my	family	 lines	must	connect	to	the	Foremans	through	one	of	 this	
couple’s	descendants.	
	
At	this	point	I	often	find	it	useful	to	prepare	a	table	of	dates	and	places	so	as	to	better	align	
the	years	and	 localities	 the	 two	 families	 I’m	 trying	 to	connect.	We’ve	already	determined	



that	my	family’s	connection	is	to	a	descendant	of	Thomas	H.	Foreman	(1841–)	and	his	wife,	
and	because	my	Shaw	family	line	does	not	have	any	member	matches	assigned	to	Custom	
Groups,	 it	 seems	 reasonable	 to	 begin	 by	 comparing	 the	 members	 of	 that	 line	 to	 SA’s	
Foremans:	
	
SA’s	Foreman	Line	 	 Arun’s	Shaw	line	
Name	 Birth	Year	 Birthplace	 	 Name	 Birth	Year	 Birthplace	

SA	 1960	 London,	UK	 	 Arun	Konanur	 1966	 London,	ON	
Basil	Appleby	 1920	 London,	UK	 	 GK	 1939	 London,	ON	
Dorothy	Forman	 1898	 London,	UK	 ⇔	 Doris	Shaw	 1904	 London,	UK	

Thomas	S.G.	B.	
Forman	

1866	 Sussex,	UK	 	 Farquhar	Shaw	 1868	 London,	UK	

Forman	&	Hemsley	 1841,	1839	 Kent,	UK	 	 Shaw	&	Mardell	 1811,	1839	 London,	UK	

	
From	 the	 tables	 above,	 it’s	 fairly	 clear	 that	 the	 only	way	 for	 the	DNA	 of	 the	 Foreman	&	
Hemsley	couple	in	the	first	column	to	transfer	into	my	family	line	were	if	either:	

 Case	1	—	Farquhar	Shaw	was	the	brother	of	Thomas	S.	G.	B.	Forman,	born	in	Kent	
two	years	after	Thomas,	and	somehow	given	for	adoption	in	London,	UK	

 	Case	2	—	Thomas	S.	G.	B.	Foreman	(or	a	brother	thereof)	were	the	biological	father	
of	my	grandmother	Doris	Shaw.	

	
Case	1	can	be	dismissed	because	the	Foremans	had	a	daughter,	born	at	the	end	of	January	
1868,	followed	by	a	son	in	June	of	1869.	Farquhar	Shaw	was	born	at	the	end	of	July	1868,	
and	it	seems	improbable	that	a	woman	in	London	of	1868	would	claim	to	be	the	mother	of,	
and	somehow	register	the	birth	of,	another	couple’s	greatly	premature	child	born	in	Kent.	If	
this	unlikely	turn	of	events	were	the	case,	then	my	mother’s	maternal	cousins	would	also	
show	linkage	to	the	Forman	family	(they	don’t)	and	so	at	minimum,	we	can	easily	test	—	
and	refute	—	this	hypothesis.	
	
Case	 2	 requires	 further	 investigation	 to	 evaluate	 the	 probable	 paternity	 of	 Doris	 Shaw,	
born	1904	 in	Fulham,	England.	Thomas	St.	George	Beaumont	Foreman	had	two	brothers,	
each	 married,	 one	 living	 in	 Kent	 and	 the	 other	 in	 Gloucestershire	 in	 1904,	 so	 Thomas	
remains	the	most	probable	candidate.	
	



When	 asked	 about	 her	 great-grandfather,	 SA	 volunteered	 that	 Thomas	 “was	 a	 bit	 of	 a	
rogue,	 who	 left	 his	 wife	 and	 their	 5	 children	 early	 in	 the	 decade	 of	 the	 1900’s	 prior	 to	
reconciling	with	them	in	1909.”	As	such,	absent	DNA	test	results	showing	strong	linkage	to	
my	 mother	 from	 any	 of	 SA’s	 cousins,	 we	 can	 reasonably	 conclude	 that	 my	 maternal	
grandmother’s	father	was	Thomas	St.	George	Beaumont	Foreman.	
	
Such	a	major	revision	to	one’s	pedigree	necessitates	large	scale	changes	to	the	family	tree,	
beginning	with	a	revised	Pedigree	Worksheet	—	edit	any	value	in	a	shaded	cell	and	your	
pedigree	changes	accordingly:

	
	
Note	that	when	making	changes	to	your	online	tree	as	a	result	of	newly	discovered	family	
lines	 it’s	 advisable	 to	 wait	 48	 hours	 before	 attempting	 to	 re-assign	 matches	 to	 Custom	
Groups	 based	 on	 your	 newly	 discovered	 ancestral	 lines.	 Much	 depends	 on	 the	 specific	
revisions	made	 to	 your	 family	 tree,	 but	 since	 Ancestry’s	 Thrulines	 re-compute	 every	 24	
hours,	one	shouldn’t	expect	such	changes	to	be	immediately	reflected	in	Common	Ancestor	
matches.	
	
A	Quantitative	Approach	to	DNA	Investigation:	

Not	every	member	match	 includes	connections	 to	well-researched	 family	 trees,	however,	
and	there	are	many	instances	where	a	member	match	may	have	no	idea	whatsoever	as	to	
an	 entire	 branch	 of	 their	 ancestry	—	most	 often	 their	 paternity.	 Fortunately,	 apart	 from	
genealogical	 and	 circumstantial	 evidence,	 there	 exists	 a	 library	 of	 quantitative	 tools	 and	
methods	developed	to	assist	the	genealogist	in	connecting	the	DNA	dots.		
	
SA’s	 genetic	 network	 (now	 known	 to	 be	 a	 part	 of	 the	 Foreman	 line)	 contains	 one	 such	
example	—	ME	a	member	with	no	paternal	lines	and	strong	linkage	to	PA.	
	



	
Let’s	return	to	SA’s	genetic	network,	surveyed	previously:	
Member	 Linkage	 Notes	
SA	 99	cM	 	
MW	 70	cM	 	
PA	 67	cM	 	
ME	 54	cM	 	
FM	 35	cM	 SA’s	son	
JW	 34	cM	 SA’s	3C1R	
C9075	 29	cM	 SA’s	nephew	
EK	 21	cM	 	
JM	 21	cM	 	
	
In	 addition	 to	 a	 survey	 of	 each	 participant’s	 family	 tree,	 I’ll	 typically	 message	 those	
members	in	the	group	that	share	greatest	linkage,	as	they	most	probably	have	the	closest	
connection	 to	my	 family	 lines,	 just	 to	 see	 if	 they	might	 be	 able	 contribute	 pieces	 to	 the	
puzzle.	
	
At	this	point,	I’ve	made	so	many	such	overtures	that	I’ve	mentally	prepared	a	template	of	
inquiry:	

 I’ll	 begin	 by	mentioning	 the	 shared	DNA	 linkage	 I’m	 investigating,	 and	 just	 to	 set	
aside	 the	 obvious,	 I’ll	 mention	 that	 we	 don’t	 appear	 to	 have	 any	 surnames	 in	
common.		

 Next,	 I’ll	 present	 the	 list	 of	 members	 who	 also	 share	 this	 particular	 match	 and	
inquire	 if	 any	 of	 these	member	 names	 are	 familiar	 and	 ask	 if	 the	 recipient	 of	my	
message	shares	any	significant	DNA	with	any	of	these	members.		

 Lastly,	I’ll	ask	if	the	recipient	is	aware	of	any	close	family	members	who	have	tested	
with	ancestry	—	useful	 for	excluding	 lines	 in	 the	member’s	 tree	—	and	also	ask	 if	
the	recipient	wouldn’t	mind	replying	with	the	amount	of	DNA	they	share	with	each	
of	the	members	I’ve	listed.	

 I’ll	close	by	thanking	the	recipient	in	advance	for	their	assistance	and	promise	to	be	
back	in	touch	with	anything	of	consequence	I	discover.		

	



Not	every	member	replies,	and	not	every	member	is	comfortable	answering	every	question	
put	to	them,	but	this	general	outline	seems	to	yield	results	sufficient	for	the	purpose	of	my	
investigations	thus	far.	
	
In	 the	 course	 of	 investigating	 SA’s	 group,	 I	 messaged	 SA,	MW,	 PA,	 and	ME	 —	 which	
augmented	my	knowledge	of	the	group’s	interconnectedness	significantly:	
Member	 Linkage	 Notes	
SA	 99	cM	 	
MW	 70	cM	 Replied;	not	interested.	
PA	 67	cM	 Shares	956cM	with	ME;	has	other	relatives	with	linkage	to	ME.	
ME	 54	cM	 No	paternal	lines;	born	Islington,	UK	in	1963.	
FM	 35	cM	 SA’s	son	
JW	 34	cM	 SA’s	3C1R	
C9075	 29	cM	 SA’s	nephew	
EK	 21	cM	 	
JM	 21	cM	 	
	
PA’s	956cM	 linkage	shared	with	ME	 is	 especially	 intriguing,	but	 since	ME	doesn’t	have	a	
paternal	tree	to	speak	of	we’ll	need	to	bolster	our	genealogical	research	with	quantitative	
analysis.	
	
To	begin,	 it’s	worth	asking	what	sort	of	 relationship	 is	 implied	by	956cM	shared	 linkage.	
DNApainter.com	 provides	 us	 with	 a	 ready	 answer	 in	 the	 form	 of	 its	 Shared	 cM	 Tool	
(https://dnapainter.com/tools/sharedcmv4).		
	
This	 remarkable	 resource	 allows	 the	 user	
to	 enter	 a	 shared	 cM	 value	 (or	 DNA	
percentage)	 linkage	and	view	the	probable	
relationships	implied	by	that	linkage.		
	
In	 the	 case	 of	 956cM,	 the	 Shared	 cM	 Tool	
returns	the	probabilities	at	right:	

	
	



	
The	Shared	cM	Tool	also	provides	a	graphical	depiction	in	the	form	of	a	relationship	matrix	
of	the	genetically	possible	relationships	implied	by	956cM	linkage:	

	
	
Each	 square	 of	 the	 matrix	 is	 in	 turn	 linked	 to	 a	
histogram	 of	 the	 statistical	 data	 from	 real-world	
individuals	 with	 verified	 relationships	 used	 to	
generate	 the	 probable	 cM	 range	 for	 a	 given	
relationship.		
	
Here’s	the	distribution	histogram	for	the	1st	cousin	
relationship:		
	

	
	
At	this	point	it’s	important	to	make	the	distinction	between	what	is	genetically	possible	and	
what	is	genealogically	possible	—	between	the	set	of	possible	relationships	implied	by	the	
amount	of	DNA	two	people	share,	and	the	practical	matter	that	these	individuals	can’t	be	
connected	a	given	way	because	of	their	birthdates,	localities,	life	spans,	etc..		
	
Regarding	PA	and	ME:	although	each	were	born	in	London,	UK	—	PA	 in	1946	and	ME	 in	
1963	 —	 their	 age	 difference	 would	 preclude	 a	 Great-Grandparent/Great-Grandchild	



relationship.	 Similarly,	 a	 Great-Aunt/Great-Nephew	 relationship	 is	 out	 of	 range	 for	
individuals	born	17	years	apart.	Lastly,	because	both	PA	and	ME	are	only	children,	with	no	
siblings,	 the	 Half-Aunt/Half-Nephew	 relationship	 isn’t	 likely.	 However,	 since	 we	 don’t	
know	anything	much	about	ME’s	paternal	 lines,	we’ll	 leave	 that	possibility	open	on	ME’s	
end.	
	
This	 winnowing	 reduces	 our	 genealogically	 possible	 relationships	 to	 five,	 which	 I	 have	
numbered	 for	 easy	 reference.	 We’ll	 refer	 to	 each	 of	 these	 possible	 relationships	 as	 a	
hypothesis.	

	
	
Because	PA	has	family	members	who	share	DNA	with	ME,	we	can	produce	an	inheritance	
diagram	of	those	relations,	with	linkage	relative	to	ME:	

	
This	 tells	 us	 that	whatever	 the	 outcome,	ME	 is	 descended	 from	 the	MRCA	of	 this	 group:	
George	Wells	and	Jessie	Drake.	The	 inheritance	diagram	also	suggests	 that,	 in	addition	to	
the	 five	 possible	 relationships	 ME	 might	 have	 with	 PA,	 there	 exists	 a	 set	 of	 likely	
relationships	 between	ME	 and	MH	 based	 on	 the	 375cM	 they	 share,	 and	 another	 set	 of	



probable	 relationships	 implied	 by	 the	 226cM	ME	 shares	 with	PA’s	 2nd	 Cousin,	MP.	 The	
relationship	 that	 best	 satisfies	 each	 of	 these	 constraints	 very	 likely	 represents	 ME’s	
connection	 to	PA’s	 family.	 I	 find	 the	 interplay	of	 these	 concurrent	 relationships	 amongst	
shared	linkages	similar	to	solving	a	set	of	equations,	but	don’t	let	the	comparison	deter	you	
from	quantitative	analysis!	
	
It	should	be	noted	that	below	40cM	linkage,	the	possible	cousin	relationships	 implied	by	the	

amount	 of	 DNA	 shared	more	 or	 less	merge	 into	 an	 indistinct	 set,	 so	 including	 a	multitude	

distant	matches	doesn’t	necessarily	produce	better	 results,	and	DNApainter	discourages	 the	

use	of	linkage-based	proofs	below	40cM.	

	
The	 inheritance	 diagrams	 used	 in	 this	 presentation	 were	 created	 using	 a	 feature	 of	
DNApainter:	 the	What	Are	The	Odds	 (WATO)	Tool.	 (https://dnapainter.com/tools/wato)	
In	addition	 to	 facilitating	ad-hoc	 inheritance	diagrams,	WATO	allows	us	 to	hypothetically	
place	the	target	of	our	investigation	(ME)	anywhere	we	wish	in	SA’s	genetic	network,	and	
to	 evaluate	 the	 extent	 to	 which	 that	 hypothetical	 placement	 satisfies	 the	 relationships	
implied	by	the	ME’s	shared	linkage.	
	
As	an	example,	let	us	conjecture	that	ME	is	PA’s	son.	The	17	years	age	difference	between	
them	notwithstanding,	the	956cM	linkage	PA	and	ME	share	makes	this	impossible.	WATO	
confirms	 this,	 as	 the	 “ME	 as	 PA’s	 son”	 hypothesis	 (here	 designated	 as	 Hypothesis	 1)	
receives	a	probability	score	of	zero:	

	
Of	 interest,	 the	 idea	 of	ME	 being	PA’s	 son,	 in	 and	 of	 itself,	
isn’t	precluded	by	the	linkage	ME	shares	with	MH	or	MP,	as	
the	probability	score’s	constituent	calculations	illustrate:	
	
If	 you’re	 curious	as	 to	where	 the	actual	numbers	 for	 these	
scores	come	from,	that	has	to	do	with	where	the	shared	cM		 	



linkage	falls	against	a	particular	relationship’s	bell	curve.	The	DNApainter.com	site	contains	
several	resources	for	the	curious!	
	
If	we	 replace	 our	 prior	Hypothesis	 1	with	 the	 first	 Hypothesis	 (ME	 is	PA’s	 half-nephew)	
from	the	matrix	generated	by	the	Shared	cM	Tool,	we	see	that	the	new	hypothesis	is	valid:	

	
…	 which	 is	 in	 turn	 borne	 out	 by	 the	 constituent	
calculations:	
	

	
	
Adding	multiple	hypotheses,	such	as	the	 five	genealogically	possible	hypotheses	 from	the	
Shared	cM	Tool,	allows	us	to	compare	the	scores	of	each:	

	



…	 and	 likewise,	 to	 compare	
the	underlying	probabilities.	

	
	
Owing	to	geography	and	age,	only	one	of	PA’s	uncles	(Donald	Lewis)	was	deemed	a	good	fit	
for	the	hypotheses	involving	ME	as	a	full	first	cousin	and	first	cousin	once	removed.	In	the	
final	 analysis,	 the	 scores	 themselves	 tell	 the	 tale:	 a	 94%	 likelihood	 that	ME	 is	PA’s	 first	
cousin.	When	queried	about	her	uncle	Donald,	PA	volunteered	that	“in	the	1960’s	he	was	
between	marriages,	and	frequented	the	London	jazz	scene	with	his	trumpet	and	sunglasses,	
and	considered	himself	to	be	a	bit	of	a	player”	(I	gather	figuratively	as	well	as	musically)	—	
so	 what	 bit	 of	 anecdotal	 evidence	 we	 can	 find	 certainly	 doesn’t	 refute	 our	 probable	
hypothesis.	
	
As	 for	 the	 matter	 of	 PA’s	 connection	 to	 the	 Foreman	 line	 itself,	 quantitative	 analysis	
provides	us	with	 guidance,	 but	 no	definitive	 answers.	Recall	 the	 inheritance	diagram	we	
previously	constructed	for	SA	and	JW:	

	
The	MRCA	couple	for	this	Foreman	group	were	born	in	the	early	1800’s.	If	we	cluster	the	
Wells	and	Lewis	 family	 lines	 from	PA’s	member	matches	we	find	that	although	the	Wells	
family	 lines	 appear	 intact	 PA’s	 maternal	 grandfather	 Ernest	 Lewis	 appears	 to	 be	 the	
endpoint	 of	 his	 own	 genetic	 network,	 and	 since	 Ernest	 was	 born	 65	 years	 after	 John	
Foreman	 and	 his	 wife,	 we	 can	 confidently	 assert	 that	 the	 Lewis	 line	 must	 fold	 into	 the	
Foremans,	and	not	vice-versa.	
	



	
The	linkage	shown	in	the	previous	diagram	was	relative	to	my	mother,	but	we	can	append	
my	mother’s	line	to	the	chart,	populate	the	diagram	with	linkage	relative	to	PA,	and	add	an	
additional	member	match	whose	connection	 to	 the	Foreman	 line	was	determined	 from	a	
separate	investigation,	producing	a	new	inheritance	diagram:	

	
	
Born	 in	 1875,	 PA’s	 maternal	 grandfather	 Ernest	 Lewis	 could	 be	 descended	 from	 either	
Thomas	 Henry	 Foreman	 (SA’s	 great-great-grandfather)	 or	 Thomas’	 brother	 Josiah.	We’ll	
counstruct	 two	hypotheses:	each	will	 connect	PA	 through	her	mother	 to	her	grandfather	
and	to	one	of	the	brothers.	Let’s	see	what	the	numbers	say:	

	
	
With	such	relatively	undifferentiated	linkage	along	each	brother’s	lines,	it’s	not	surprising		
that	 quantitative	 analysis	 does	 not	 produce	 a	
definitive	 answer.	 Even	 the	 underlying	 data	 is	
close,	with	a	54%	probability	of	Josiah	Foreman	
as	Ernest’s	father	vs.	46%	for	Thomas.	Generally	
speaking,	we	prefer	to	see	a	6	to	1	ratio	between	
competing	 hypotheses	 in	 order	 to	 prefer	 one	
over	the	other.	Further	DNA	testing	of	additional	
descendants,	in	addition	to	research	into	the		 	



lives	of	each	Foreman	brother,	would	be	required	before	we	can	draw	any	firm	conclusions.	
	
Anecdotally,	PA	reports	that	her	grandfather	Ernest	was	raised	by	an	Aunt,	separate	from	
his	siblings,	and	so	there	has	always	been	speculation	that	he	may	have	been	illegitimate.	
She	 feels	 that	 the	 choice	 of	 “Henry”	 for	 her	 grandfather’s	 middle	 name	 makes	 Thomas	
Henry	Forman	the	probable	father.		
	
At	minimum,	our	investigation	has	demonstrated	that	Ernest	Lewis	was	indeed	illegitimate	
and,	 the	 specifics	 of	 which	 brother	 notwithstanding,	 our	 investigation	 has	 aligned	 PA’s	
genealogical	 pedigree	 with	 her	 genetics	 —	 thus	 providing	 her	 with	 many	 new	
opportunities	through	which	to	discover	new	ancestors.	
	
	
	

©	2021	by	Arun	Konanur	&	Discovering	New	Ancestors	


