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Time:		12:00-1:00pm		 	 	
Rob	DeSalle	(American	Museum	of	Natural	History)		 	 	
Race	Displaced	by	Ancestry?	
ABSTRACT:		There	has	been	and	will	conBnue	to	exist	controversy	over	whether	there	is	a	valid	
scienBfic	jusBficaBon	for	the	concept	of	race.	To	be	more	precise,	although	there	is	clearly	some	
physical	basis	for	the	variaBons	that	underlie	percepBons	of	race	in	organisms	including	our	
own	species,	clear	boundaries	among	“races”	remain	highly	elusive	from	a	purely	biological	
standpoint.	I	will	argue	the	obvious	–	that	there	is	nothing	special	about	the	variaBon	within	the	
human	species	to	use	hierarchical	taxonomy	to	describe	our	species.	Part	of	the	past	and	
present	confusion	about	how	to	describe	our	species	is	that	we	have	a	poor	definiBon	of	what	a	
biological	race	is	-	hence	a	clear	and	concise	discussion	of	the	biological	context	of	race	is	



needed.	The	definiBon	involves	an	understanding	of	how	taxonomy	works	and	how	taxonomists	
have	applied	it.	While	the	diversity	that	exists	within	our	species	is	an	obvious	and	real	
phenomenon,	it	nevertheless	defeats	any	systemaBc	aZempt	to	recognize	discrete	units	within	
our	species.	However,	human	racial	parBBoning	is	used	in	science	and	medicine	regularly	as	a	
discovery	tool.	But	are	researchers	really	using	racial	straBficaBon	when	they	do	these	studies?	I	
suggest	that	ancestry	is	really	what	we	as	scienBfic	observers	see	when	we	study	human	
variaBon	and	hence	ancestry	is	what	is	being	used	to	accomplish	the	straBficaBon.	Ancestry	has	
also	been	poorly	defined	but	broadly	used	hence	it	requires	similar	scruBny	when	used	in	
describing	human	variaBon.	This	talk	will	aZempt	to	make	the	connecBon	between	ancestry	
and	human	variaBon.	We	can	only	conclude	that	the	stark	lines	that	some	humans	insist	on	
drawing	between	their	own	groups	and	others	are	nothing	but	a	mixture	of	imaginaBon	and	
ideology.	As	such	these	straBficaBon	lines	between	humans	are	poor	scienBfic	tools	for	
discovery.	

Time:		1:30-2:00pm	 	 	
Carlos	Andrés	Barragán	and	James	Griesemer	(UC	Davis)	
The	Re-situa7on	of	Genomic	Data	and	Metadata:	Human	Admixture	as	Algorithm-and-Modeling	
Prac7ces	
ABSTRACT:		The	area	of	admixture	studies	in	human	populaBon	genomics	has	been	gaining	
tracBon	in	the	last	two	decades	for	theorizing	and	modeling	human	diversity	and	differenBated	
paZerns	of	disease.	In	this	presentaBon	we	offer	preliminary	findings	about	how	life-scienBsts’	
workflows	(e.g.	populaBon	sampling	methods,	the	use	and/or	development	of	new	sobware	
packages	to	analyze	data),	impact	the	inference	power	of	their	analyses	and	interpretaBons.	
Our	analysis	blends	archival,	ethnographic	and	conceptual	work	using	as	case	studies	the	work	
of	researchers	pracBcing	in	university	laboratories	in	Colombia,	England	and	the	US.	We	offer	a	
preliminary	characterizaBon	about	how	the	producBon	and	re-situaBon	of	genomic	data,	
datasets,	and	metadata,	creates	complex	epistemological	tradeoffs	as	life-scienBsts	shib	
between	temporal	and	geographical	scales	of	data	collecBon,	analysis,	and	inference.	Modeling	
human	admixture	at	different	Bmes	and	places	shows	the	need	to	arBculate	mulB-sited	
epistemic	and	socio-cultural	assumpBons	in	order	to	visualize	genomic	paZerns	of	difference	
and	similarity.	Our	main	contribuBon	is	making	visible	such	pracBces	in	order	to	understand	the	
descripBve	and	predicBve	power	that	admixture	mapping	can	and	cannot	have	in	populaBon	
genomics	and	biomedicine.	

Time:		2:00-2:30pm	 	 	
Amadeo	Estrada	(Universidad	Nacional	Autónoma	de	México)	
The	Last	Common	Ancestor:	A	New	Approach	to	its	Reconstruc7on	
ABSTRACT:		Molecular	databases	and	bioinformaBcs	tools	have	enabled	research	into	early	life.	
Therefore,	reconstrucBons	of	the	Last	Common	Ancestor	(LCA)	and	of	the	Tree	of	Life	(TOL)	have	
been	a	relevant	interest	in	phylogeneBcs.	Nevertheless,	today	different	research	groups	have	
different	standpoints	on	this	problem.	From	those	who	argue	that	Lateral	Gene	Transfer	(LGT)	is	
such	a	pervasive	phenomenon	that	the	TOL	and	the	LCA	are	irretrievable	with	tools	used	today,	
like	Ford	DooliZle	(DooliZle,	1999),	to	researchers	that	consider	reconstrucBons	to	be	feasible	
with	only	a	gene-centric	perspecBve,	based	on	sequence	comparisons	techniques	in	
bioinformaBcs.	There	are	germane	arguments	to	consider	about	the	impossibility	stand.	



Research	based	only	on	a	gene-centric	approach	have	produced	many	contradictory	findings	
between	and	inside	research	groups.	I	propose	a	consilient	approach	that	counterbalances	
sequences	comparisons	results	with	data	from	NegaBve	Natural	SelecBon,	as	a	tool	for	choosing	
informaBve	geneBc	and	cellular	traits,	as	well	as	considering	informaBon	from	other	fields,	like	
geochemistry	(Estrada	et	al.	submiZed).	

Time:		2:30-3:00pm	 	 	
Kostas	Kampourakis	and	Brian	Donovan	(University	of	Geneva	and	BSCS)	
DNA	Ancestry	Tests	and	Inferences	about	Ethnicity:	The	Problem	of	Psychological	Essen7alism	
ABSTRACT:		According	to	Margo	Georgiadis,	president	of	Ancestry.com,	in	early	2020	about	30	
million	people	had	taken	a	DNA	test,	of	which	over	16	million	were	with	her	company.	Among	
these	people,	some	expect	the	DNA	ancestry	tests	to	provide	them	with	answers	about	their	
ethnic	idenBty.	But,	while	the	results	of	these	tests	make	inferences	about	each	person’s	
ethnicity,	they	do	so	on	the	basis	of	several	assumpBons	that	people	do	not	always	understand.	
There	is	also	an	addiBonal	issue	that	should	be	carefully	considered	in	how	people	reason	about	
ancestry	test	results:	essenBalist	thinking.	Studies	have	shown	that	people	are	biased	to	
interpret	the	results	of	ancestry	tests	in	an	essenBalist	manner,	which	exacerbates	prejudice.	 
Psychological	essenBalism	is	a	set	of	interrelated	beliefs:	 

• ParBcular	categories	disBnguish	between	fundamentally	different	kinds	of	people.		
• The	boundaries	that	separate	these	categories	are	strict	and	absolute,	making	the	groups	
discrete,	or	non-overlapping.		 	

• The	individuals	within	the	categories	are	physically	and	behaviorally	homogenous.		 	
• VariaBon	within	and	between	groups	is	due	to	internal	factors	(essences)	that	are	shared	
within	a	group	and	which	differ	categorically	across	the	groups.		

GeneBc	essenBalism	is	a	form	of	psychological	essenBalism	that	considers	genes	as	the	
essences	responsible	for	the	differences	between	social	groups.	It	has	driven	people	to	argue	
that	ethnic	or	racial	groups	are	behaviorally	disBnct	and	therefore	they	should	be	treated	
differently	by	society.	It	has	been	used	by	dominant	groups	to	discriminate	against	minority	
groups,	but	dominant	groups	will	reject	it	when	they	are	the	target	of	perceived	discriminaBon.	
Some	minority	group	members	may	use	essenBalism	to	counter	against	the	discriminaBon	of	
their	idenBty	by	the	majority,	even	when	they	find	essenBalism	unappealing	because	of	its	
associaBon	with	discriminaBon.		
 
While	some	have	argued	that	psychological	essenBalism	is	a	fundamental	component	of	human	
cogniBon,	a	consensus	of	researchers	contend	that	it	is	a	culturally	acquired	trait	that	is	learned,	
especially	in	schools.	For	example,	several	studies	in	the	field	of	science	educaBon	demonstrate	
that	the	content	of	the	biology	curriculum	can	posiBvely	or	negaBvely	affect	students’	beliefs	in	
geneBc	essenBalism.	Randomized	control	trials	have	found	that	learning	about	the	prevalence	
of	certain	geneBc	diseases	in	parBcular	racial	groups	increases	student	belief	in	geneBc	
essenBalism	by	causing	students	to	perceive	more	discreteness	between	races.	Conversely,	
teaching	students	about	paZerns	of	human	geneBc	variaBon	can	significantly	reduce	belief	in	
geneBc	essenBalism	of	race	by	decreasing	students’	beliefs	in	discreteness.		
 
In	this	presentaBon,	we	will	present	research	on	the	development	of	geneBc	essenBalist	



thinking,	and	how	it	is	related	to	geneBcs	learning.	We	will	discuss	what	could	be	taught	about	
human	variaBon	and	its	causes	if	the	goal	of	geneBcs	educaBon	is	to	reduce	essenBalist	thinking	
by	improving	public	understanding	of	populaBon	geneBcs.	Our	presentaBon	will	conclude	with	a	
discussion	of	how	formal	geneBcs	educaBon	can	help	the	public	to	interpret	ancestry	test	
results	without	reifying	geneBc	essenBalist	views	about	ethnicity	or	race.		

Saturday,	January	23,	2021	

Time:		12:00-1:00pm	 	 	
Edna	Suárez-Díaz	(Universidad	Nacional	Autónoma	de	México)	
Disease,	Human	Varia7on	and	Evolu7on:	Towards	a	Global	Historical	Perspec7ve	(1950s-1960s)	
ABSTRACT:		Usually,	the	history	of	the	study	of	geneBc	diseases,	of	the	measurement	and	
establishment	of	variaBon	in	human	populaBons,	and	of	research	on	the	mechanisms	and	
paZerns	of	evoluBon	are	the	subject	of	individual	narraBves	and	disBnct	accounts.	Since	the	
late	1980s,	however,	historians	and	philosophers	alike	have	documented	the	inBmate	relaBon	
exiBng	between	public	health	concerns	-like	the	war	on	cancer	and	the	effects	of	radiaBon	and	
polluBon-	and	the	theoreBcal	and	empirical	study	of	variaBon	and	evoluBon	in	human	
populaBons.	Disease	and	evoluBon,	as	Emilé	Zuckerkandl	and	Linus	Pauling	recognized	in	1962,	
are	two	sides	of	the	same	coin.		

In	this	talk,	I	will	present	some	findings	of	recent	historical	research	on	these	interrelated	
subjects	in	the	two	decades	aber	WWII.	More	important,	however,	I	will	argue	that	this	
important	research	was	only	possible	in	the	context	of	public	health	campaigns	in	Asia,	LaBn	
America	and	Africa,	of	internaBonal	projects	promoted	by	mulBlateral	agencies	-like	the	WHO,	
and	even	the	InternaBonal	Atomic	Energy	Agency-,	and	of	programs	in	training	and	educaBon	
around	the	globe.	The	main	goal	of	this	talk	if	to	provide	a	broad	perspecBve	on	the	relevance	
of	the	internaBonalizaBon	and	standardizaBon	of	human	populaBon	research	aber	the	war,	for	
today’s	knowledge	of	disease,	human	variaBon	and	evoluBon,	in	order	to	provide	a	more	global	
and	symmetrical	historical	account	of	the	history	of	biology	in	the	second	half	of	the	20th	
century.	

Time:		1:30-2:00pm	 	 	
Michael	Diamond-Hunter	(London	School	of	Economics)	
The	PiRalls	and	Concerns	with	Dele7ng	and	Replacing	the	Concept	of	"Race"	in	Human	Gene7cs.	
ABSTRACT:		Across	the	recent	history	of	PopulaBon	GeneBcs,	there	have	been	a	number	of	calls	
by	historians	of	science,	philosophers	of	science,	social	scienBsts	and	biologists	themselves	for	
dealing	with	the	concept	of	"race"	in	PopulaBon	Biology.	Most	recently,	in	the	arBcle	wriZen	by	
Yudell,	Roberts,	DeSalle	and	Tishkoff	(2016)	and	published	in	the	journal	Science,	the	authors	
make	the	following	claim:	 

ScienBfic	journals	and	professional	socieBes	should	encourage	use	of	terms	like	“ancestry”	or	
“populaBon”	to	describe	human	groupings	in	geneBc	studies	and	should	re-	quire	authors	to	
clearly	define	how	they	are	using	such	variables.	It	is	preferable	to	refer	to	geographic	ancestry,	



culture,	socioeconomic	status,	and	language,	among	other	variables,	depending	on	the	
quesBons	being	addressed,	to	untangle	the	complicated	relaBonship	between	humans,	their	
evoluBonary	history,	and	their	health\ldots	language	maZers,	and	the	scienBfic	language	of	race	
has	a	considerable	influence	on	how	the	public	(which	includes	scienBsts)	understands	human	
diversity.(Yudell	et	al.,	``Taking	race	out	of	human	geneBcs.''	(2016)	pg.	565)		
 
In	order	to	put	this	into	acBon,	Yudell	et	al.	state	that	a	panel	of	experts	from	the	social	
sciences,	humaniBes,	and	biology	should	be	convened.	This	panel	of	experts	would	generate	
and	provide	recommendaBons	for	various	pathways	for	research	in	human	biological	diversity	
to	move	past	the	use	of	"race"	as	a	classificatory	tool.	The	call	to	arms	by	Yudell,	Roberts,	
DeSalle	and	Tishkoff	follows	an	important	lineage	of	arBcles	that	have	sought	to	change,	
diminish,	or	clarify	the	limitaBons	of	using	"race"	as	a	classificatory	tool.	Included	are	Sandra	
Soo-Jin	Lee	et	al.	(2008),	Kaplan	&	BenneZ	(2003),	the	Race,	Ethnicity	and	GeneBcs	Working	
Group	(2005),	Popejoy	et	al.	(2020),	and	Yudell	et	al	(2020).		
 
This	paper	has	a	number	of	aims:	the	first	is	to	challenge	the	noBon	that	anything	of	import	will	
be	gained	from	subsBtuBng	different	terms	for	"race"	in	human	populaBon	geneBcs	(e.g.	
"ancestry"	or	"populaBon");	the	second	is	to	note	that	even	if	there	was	something	to	be	gained	
from	subsBtuBng	a	different	term	for	"race"	in	human	populaBon	geneBcs,	there	are	deep	and	
important	concerns	about	which	values	in	human	populaBon	geneBcs	are	used	to	absolve	the	
issues	with	wildly	divergent	uses	of	classificatory	terms.	The	third	aim	is	to	offer	a	framework	for	
specific,	legiBmate	methodological	and	communicaBve	values	that	can	be	used	for	providing	
clarity	and	a	way	forward	in	this	debate.	In	highlighBng	these	concerns,	the	aim	is	two	fold:	to	
have	a	beZer	handle	on	what	needs	to	be	addressed	so	that	human	populaBon	geneBcs	will	
have	a	viable	road	map	to	avoid	the	pivalls	of	its	past;	and	to	help	paBents,	scienBsts,	and	the	
wider	public	have	a	beZer	understanding	of	how	idenBty	in	human	beings	ought	to	be	
understood	from	a	geneBc	standpoint.		

Time:		2:00-2:30pm	 	 	
Aaron	Novick	(University	of	Washington)	
'Sequence	Homology':	A	Case	of	Conceptual	Deviance	
ABSTRACT:		In	the	late	1960s,	molecular	biologists	began	using	‘homology’	to	refer	to	the	
degree	of	similarity	between	molecular	sequences	(DNA	and	amino	acid).	This	was	a	deviant	
usage:	(1)	it	made	‘homology’	a	maZer	of	degree,	rather	than	all-or-nothing,	and	(2)	it	severed	
the	connecBon	between	‘homology’	and	shared	ancestry.	Though	criBcized	upon	incepBon,	the	
usage	persisted	for	twenty	years	before	these	criBcisms	succeeded	in,	not	eliminaBng,	but	
limiBng	this	usage.	

In	this	talk,	I	will	do	two	things.	First,	I	will	present	the	history	of	this	deviant	usage,	covering	
both	its	rise	and	fall.	Second,	I	will	use	this	history	to	moBvate	some	general	reflecBons	on	the	
nature	of	scienBfic	concepts,	and	in	parBcular	the	reasons	why	they	frequently	come	to	possess	
complex	internal	structures.	

The	history	of	‘sequence	homology’	complicates	the	impression	that	it	is	merely	a	deviant	
usage.	Its	origins	lie	in	the	applicaBon	of	‘homology’	to	chromosomes	in	the	early	1900s,	in	
connecBon	with	aZempts	to	study	the	behavior	of	chromosomes	during	meiosis.	Further	study	



of	this	behavior	led	to	the	noBon	of	‘parBal	(chromosome)	homology’.	With	the	discovery	of	the	
molecular	structure	of	DNA,	sequence	similarity	was	recognized	as	an	explanaBon	of	this	
chromosome	behavior.	Thus	‘sequence’	homology	was	born.	

InteresBngly,	while	chromosome	homology	was	iniBally	a	morphological	rather	than	
genealogical	noBon,	this	third	step—on	first	glance	the	most	deviant	of	the	lot—actually	
brought	the	usage	*closer*	to	genealogical	concerns,	as	comparisons	of	sequence	“homology”	
were	used	to	sort	out	the	thorny	problems	of	microbial	phylogeny.	Though	‘homology’,	in	this	
usage,	was	not	Bed	to	shared	ancestry	*directly*,	it	played	an	important	evidenBal	role	in	
determining	ancestry	empirically.	

Though	criBcized	upon	its	incepBon	in	the	late	1960s,	these	criBcisms	did	not	take	hold	unBl	
1987.	What	explains	this	20-year	lag?	The	content	of	the	criBcisms	(and	defenses)	of	the	term	
remained	constant:	criBcs	pointed	out	its	obvious	deviance,	while	defenders	noted	the	need	to	
adapt	concepts	to	the	subject	maZer	and	technical	capaciBes	of	novel	domains.	What	changed	
were	the	background	condiBons	relevant	to	weighing	these	consideraBons:	defenders’	case	for	
the	“inoperability”	of	a	‘sequence	homology’/’true	(genealogical)	homology’	disBncBon	grew	
weaker,	while	criBcs	could	point	to	actual	(vs.	merely	hypotheBcal)	instances	of	confusion	
caused	by	the	deviant	usage.	In	brief:	the	nature	of	the	relaBonship	between	‘sequence	
homology’	and	the	study	of	ancestry	had	changed.	

The	end	result	was	not	the	total	eliminaBon	of	the	deviant	usage,	but	rather	its	sequestering	in	
contexts	where	the	risk	of	confusion	was	low.	There	is	a	lesson	here.	Discussions	of	scienBfic	
concepts	oben	presume	that	simplicity	is	superior	to	complexity:	terms	with	single,	precise	
meanings	help	us	avoid	ambiguity	and	equivocaBon.	Defenders	of	conceptual	complexity	point	
out	the	epistemic	goods	served	by	conceptual	complexity—thereby	implicitly	presupposing	that	
complexity	requires	special	jusBficaBon.	The	case	of	‘sequence	homology’	however,	suggests	
that	this	presumpBon	may	be	wrong:	tolerance	of	complexity	is	the	default,	and	special	
jusBficaBon	is	required	for	explicit	aZempts	to	eliminate	it.	

Time:		2:30-3:00pm	 	 	
Rafael	Ventura	(University	of	Pennsylvania)	
Reliability	Models	
ABSTRACT:		Cultural	phylogeneBcs	has	made	remarkable	progress	by	relying	on	methods	
originally	developed	in	biology.	But	biological	and	cultural	evoluBon	do	not	always	proceed	
according	to	the	same	principles.	So	what,	if	anything,	could	jusBfy	the	use	of	phylogeneBc	
methods	to	reconstruct	the	evoluBonary	history	of	culture?	To	answer	this	quesBon,	I	will	first	
describe	models	used	to	assess	the	reliability	of	inference	methods	and	show	how	such	models	
play	an	underappreciated	role	in	addressing	that	quesBon.	I	will	then	draw	on	accounts	of	
reliability	in	terms	of	low	error	rates.	Aber	taking	a	careful	look	at	case	studies	in	cultural	
phylogeneBcs,	I	will	argue	that	reliability	models	partly	corroborate	error-based	accounts	of	
reliability	but	also	raise	points	of	tension	for	these	accounts.	Finally,	I	will	conclude	by	hinBng	at	
a	few	ways	forward.	



Sunday,	January	24,	2021	

Time:		12:00-1:00pm	 	 	
Ma.	Haber	(University	of	Utah)	
Evidence,	Inference,	and	Iden7ty	in	Phylogene7cs:	Produc7ve	Disrup7ons	in	Conceptual	and	
Methodological	Commitments	
ABSTRACT:		PhylogeneBc	inference	is	hard,	and	it	has	recently	become	even	more	difficult.		I	
consider	how	recent	theoreBcal	and	empirical	work	on	the	internal	structure	of	phylogeneBc	
branches	has	both	complicated	phylogeneBcs	while	also	presenBng	new	opportuniBes.		This	is	a	
funcBon	of	genealogical	discordance,	which	is,	roughly,	when	the	lineages	of	a	biological	enBty	
display	different	phylogeneBc	histories.		This	can	be	expressed	in	many	different	ways,	e.g.,	the	
mitochondrial	and	nuclear	genomes	in	a	group	of	taxa	may	display	different	phylogeneBc	
topographies.		Here	I	describe	how	genealogical	discordance	has	prompted	shibs	in	inferenBal	
and	metaphysical	commitments	in	phylogeneBcs.		The	former	is	on	display	in	the	way	a	central	
methodological	commitment	has	recently	been	revised.		Typically,	a	central	aim	of	
phylogeneBcs	has	been	to	resolve	phylogeneBc	conflicts	between	compeBng	hypotheses	in	
favor	of	selecBng	the	best	hypothesis	(se|ng	aside	debates	over	what	criteria	we	might	use	for	
assessment).		The	breadth	and	depth	of	genealogical	discordance,	though,	has	expanded	this	
methodological	commitment	to	now	include	whether	these	conflicts	may	be	reconciled.			
Though	subtle,	this	revision	is	highly	impacvul	and	producBve.		I	will	explain	how	we	might	
recognize	this	as	an	expansion	of	explanatory	strategies	available	to	phylogeneBcists,	and	how	it	
might	be	generalized	as	a	case	of	produc7ve	disrup7on	applicable	to	other	scienBfic	domains.		
Genealogical	discordance	has	also	prompted	a	shib	in	metaphysical	commitments,	parBcularly	
in	regard	to	idenBty.		Namely,	what	sorts	of	things	are	we	tracking	in	phylogeneBcs?		I	propose	
that	what	we	are	tracking	are	the	units	of	divergence	and	diversifica7on,	the	paZerns	of	which	
are	displayed	by	phylogeneBc	trees.	Genealogical	discordance	means	that	these	units	are	not	as	
discrete	or	disBncBve	as	we	might	have	once	believed.		AppreciaBng	that,	along	with	how	these	
units	correspond	to	other	biological	units	(of	selecBon,	of	evoluBon,	of	development,	etc.)	
encourages	an	illuminaBng	interdisciplinary	approach.	

Time:		1:30-2:00pm	 	 	
Celso	Neto	(Dalhousie	University)	
The	Metaphysics	of	Race	Meets	Induc7ve	Risk:	Challenging	the	New	Biological	Race	Realism	
ABSTRACT:		GeneBc	studies	on	populaBon	structure	and	ancestry	moBvate	a	new	version	of	
biological	race	realism	in	the	philosophy	of	science	(Hardimon	2017;	Spencer	2012).	According	
to	this	view,	folk	racial	terms	–	such	as	“Black”	or	“Asian”	–	frequently	refer	to	legiBmate	kinds	in	
biology.	When	these	terms	are	used	in	ordinary	linguisBc	contexts	in	the	US,	they	oben	pick	out	
biologically	disBnct	human	conBnental	populaBons.	These	populaBons	are	legiBmate	kinds	for	
two	main	reasons.	First,	they	correspond	to	the	geneBc	clusters	idenBfied	by	prominent	geneBc	
studies	on	populaBon	structure	(Pemberton	et	al.,	2013;	Rosenberg	et	al.,	2002,	2005).	Second,	
the	classificaBon	of	conBnental	populaBons	(races)	is	somewhat	useful	to	biologists	when	
advancing	knowledge	and	organizing	medical	intervenBons.		
 
In	this	paper,	I	challenge	the	new	biological	race	realism	by	considering	the	role	of	epistemic	
and	non-epistemic	values	in	the	legiBmacy	of	racial	kinds.	According	to	the	new	biological	race	



realism,	races	are	legiBmate	kinds	insofar	that	they	saBsfy	certain	epistemic	values,	such	as	
predicBon	(including	disease	diagnosis),	explanaBon,	and	generaBon	of	new	theories	(Spencer	
2019,	95).	In	contrast,	socio-poliBcal	and	moral	consideraBons	(e.g.,	fighBng	racial	injusBce)	are	
not	supposed	to	count	as	reasons	for	the	legiBmacy	of	racial	kinds.	Only	epistemic	values	play	a	
direct	role	in	jusBfying	the	claim	that	biological	races	are	legiBmate	kinds	and,	thus,	real.		
 
Proponents	of	the	new	biological	race	realism	fail	to	recognize	the	indirect	role	of	social-poliBcal	
and	moral	values	in	the	legiBmacy	of	racial	kinds.	I	will	argue	that	once	one	recognizes	this	role	
of	non-epistemic	values,	one	realizes	a	serious	challenge	to	the	new	biological	race	realism.			
 
I	consider	Heather	Douglas’	concept	of	inducBve	risk	(2000).	InducBve	risk	is	the	risk	involved	
with	the	possibility	that	scienBsts	might	be	wrong	in	accepBng	or	rejecBng	a	hypothesis	
(Douglas,	2000,	p.	561).	Before	accepBng	or	rejecBng	a	hypothesis,	scienBsts	evaluate	how	
harmful	an	error	could	be,	and	this	consideraBon	necessarily	depends	on	socio-poliBcal	and	
moral	values.	Following	Douglas’	original	paper,	I	argue	that	inducBve	risk	applies	to	
philosophers	and	other	scholars	when	giving	reasons	for	the	legiBmacy	of	racial	kinds.	Hence,	to	
appropriately	defend	the	new	biological	race	realism,	Spencer	and	Hardimon	have	to	consider	
how	harmful	their	views	could	be	in	case	they	are	wrong.			
 
The	challenge	to	the	new	biological	race	realism	comes	from	empirical	work	on	psychology	and	
learning	studies	(Donovan	2014,	2016,	2017;	Heine	2017).	Studies	show	that	using	racial	terms	
in	biological	contexts	or	staBng	sentences	such	as	“X	is	a	biological	race”	oben	leads	people	to	
think	and	accept	the	view	that	racial	divisions	are	important,	biologically	fundamental,	and	
necessary	aspects	of	reality.	These	and	other	harmful	consequences	should	be	considered	
before	adopBng	a	view	on	the	biological	reality	of	races.	The	more	we	consider	these	
consequences,	the	higher	the	risk	to	accept	the	new	biological	race	realism	and,	thus,	the	more	
evidence	is	needed	for	this	view.	

Time:		2:00-2:30pm	 	 	
Aleta	Quinn	(University	of	Idaho)	
Interpre7ng	Phylogenomic	Analyses	of	Human	Gene7c	Varia7on	
ABSTRACT:		I	compare	methodologies	and	interpretaBons	of	empirical	work	on	geneBc	variaBon	
across	putaBve	human	races.	The	methodology	of	Rosenberg	2002	supports	rapid,	approximate	
predicBon	of	the	co-occurrence	of	genes	of	interest.	The	resulBng	hypotheses	are	well-suited	to	
epidemiological	contexts	in	which	the	study	was	developed.	If	the	categorizaBons	are	to	be	
extended	to	the	quesBon	of	the	biological	reality	of	human	races	--	a	context	not	targeted	in	the	
Rosenberg	study	--	there	are	clear	methodological	limits	that	should	severely	temper	the	
interpretaBon	of	results,	and	raise	natural	avenues	for	further	research.	More	recent	
phylogenomic	analyses	have	pursued	these	avenues	with	an	explicit	focus	on	whether	
tradiBonal	race	categories	are	(or	approximate)	reasonably	cohesive,	temporally	extended	
lineages.	The	results	of	these	analyses	indicate	that	the	tradiBonal	race	categories	do	not	
approximate	real	ancestries.	My	aim	is	to	clarify	the	relaBonship	between	study	methodology	
and	the	interpretaBons	to	which	study	results	have	been	put,	urging	cauBon	about	removing	
context	from	parBcular	phylogenomic	studies	of	human	diversity.	In	parBcular,	interpretaBons	
must	be	clear	about	what	is	meant	by	the	claim	that	categories	are	“biologically	real”.	




