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pp-356-357). One of these ‘undead’ is the concept of race and
its ideological implementation in racism. In the remainder of
the paper, the issue of race, racism and genetic ancestry will be
the subject of scrutiny.

Geneticists such as David Reich (2018 a) aim to answer fun-
damental issues in the history of humankind. One of his core
statements is that all people have a shared history, that we are all
hybrid beings who are related to each other to different degrees.
Against the background of human evolution and the exodus from
Africa together with the subsequent colonization of the planet,
our differences are trivial. In recent studies, the processes of ge-
netic mixing of populations over the last 100,000 years have
gained a hitherto unknown historical depth of focus and detail,

visional situation due to the current state of research. So, it is
not surprising that for the period between 1998 and 2007, Chow-
White and Green (2013) note a clear increase in racial discourse
within genetics that suggests that race has a genetic foundation.

In a New York Times column, Reich (2018b) published a
slightly modified version of his book chapter on “The Genom-
ics of Race and Identity”, in which he explicitly emphasized that
the “average genetic differences among ‘races’” could no longer
be ignored and that “differences in genetic ancestry that happen
to correlate to many of today’s racial constructs are real”’. One of
his most prominent examples is the genetically higher disposition
for prostate cancer in African Americans, the majority of whom
are descendants of slaves deported from West Africa. The same

Is DNA analysis a weapon against racism and nationalistic

interpretive abuses?

which opens new perspectives on the history of humankind. For
Reich, his research is also a rejection of racist and nationalist
instrumentalization of population history. But is DNA analysis
a weapon against racism and nationalistic interpretive abuses?

Ancestry as an alternative to the
problematic concept of race

The concept of race has been problematized in biology and in
the social sciences, where it was long ago exposed as a cultural
construct. In genetics its place has now been taken by ancestry,
which no longer focuses on individual traits of human appear-
ance — however certain or insinuated they may be — but on indi-
vidual and collective relationships. In their plea to take race out
of human genetics, Yudell et al. (2016) differentiate between
race and ancestry as follows: While race is a “pattern-based con-
cept” with which individuals can be assigned to preconceived
groups, ancestry is a “process-based concept” that makes state-
ments about genetic kinship.

But genetic kinship means more than mere relationship of
familial descent. Genome-wide association studies identify and
define ancestry groups based on specific gene variations. Cer-
tain allele expressions are part of the individual biological ma-
chine code and thus become characteristic features of individ-
ual ancestry groups. They are an individual and collective trait
that has the potential for labeling and group assignment. It is
not surprising that studies are not limited to identifying ances-
tral groups but, for example, aim also to detect typical disposi-
tions for specific diseases. Nor are intellectual capacities taboo.
Even David Reich (2018 a, pp.254-258) demands an open mind,
albeit stating that our understanding of the genome is still too
immature to draw far-reaching conclusions. He therefore rejects
those studies that aim at behavioral traits, but this is only a pro-
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genetic characteristics can also be found in members of today’s
West African population. So, does this observation permit the
statement that West Africans as an ancestry group on their own
confirm the social construct of race as real? Are West Africans in
this sense a “race of their own” at all? Reich overlooks the condi-
tions of formation of racial constructs, which do not argue with
an origin from West Africa, but rather with the outer appearance
of black people and their status in a white slaveholder society.
Accordingly, black people, not West Africans, were constructed
as a race. Reich mixes categories of different contexts of forma-
tion and different levels of integration that cannot be reduced to
a common denominator. Studies that could support Reich’s pos-
tulate would have to be designed completely differently. Only re-
cently has the missing diversity in human genetic studies been
criticized (Sirugo et al. 2019). Even when the authors expressly
problematize the predominance of studies on groups with Euro-
pean ancestry, it is clear that an over focus on a selected group
out of populations with shared ancestry results in a bias that di-
minishes the meaningfulness of the scientific outcome.

Criticism of the concept of ancestry

The aim here is not to criticize the formation of categories in
general, which are a fundamental part of any scientific work,
but rather the obvious myopia facing the social context of these
categories and the careless use of racial terminology (BuzzFeed
Opinion 2018). It is remarkable that geneticists almost obses-
sively and without scientific necessity bring race into play to
express the apparently inexpressible. The social sciences have
been monitoring genomic science for a long time and have often
criticized the fact that the concept of genetic ancestry is perme-
ated by problematic racial categorizations that have ultimately
not lost their compatibility with racist perspectives of past cen-
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turies and instead even reinforce them (Gannett 2014; Morning
2014; Nash 2015; Panofsky and Bliss 2017).

Nevertheless, genomic studies cannot all be lumped together,
and a clear distinction must be made between different ap-
proaches of ancestry analysis. While admixture mapping and
ancestry information markers still include racial categorizations,
the genetic ancestry made possible by genome-wide association
studies is free of a priori settings and therefore actually manages
without racial categorizations. This approach has been co-devel-
oped by Reich and has now become standard in palaeogenetic
studies (Patterson et al. 2006; Price et al. 2006). However, it
should be borne in mind that due to statistical dispersion of the
data, the analysis does not always lead to clear distribution pat-
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2008). By comparing aDNA and recent DNA, statements on pre-
historic migrations and population-genetic continuities can be
made. Today’s English population is genetically closely related
to populations from Denmark, northern Germany and the Neth-
erlands (Leslie et al. 2015; Schiffels et al. 2016). Continental Eu-
ropean ancestry was inscribed into the genomic profile of the
British population via the Anglo-Saxon migration around 1,500
years ago. By collecting data from individuals whose families
have lived in a region for several generations, recent migration
events are excluded, while earlier demographic processes can be
identified. The population of the Netherlands as a postulated an-
cestral home of the English has, however, been shaped to a con-
siderable extent by numerous later migrations over the last 1,000

Genetic ancestry is increasingly becoming an integral part

of identity politics.

terns, and groups may only be represented as tendencies of their
statistical means — a matter that is usually neglected when reach-
ing conclusions. Depending on the data, ancestry groups so de-
fined are influenced by subjective interpretations. But we can
agree with Fujimura and Rajagopalan (2011, p.22) that this is
a viable methodological approach that works without the prob-
lem of racial or ethnic categorization. So, it is all the more sur-
prising that geneticists are still playing the race card.

And the spiral of problems keeps growing. Genetic ancestry
is increasingly becoming an integral part of identity politics. It is
propagated as a way of assigning identity and visibility to mar-
ginalized groups (Guglielmi 2019), but it is also rejected as a
form of biocolonialism (TallBear 2013). White nationalists reify
their racist worldview by analyzing their own genetic ancestry,
whereby their pride results not only from genetic “purity” but
also from the awareness that they are part of a specific history
(Panofsky and Donovan 2017). The extreme right-wing Greek
political party, Golden Dawn, saw the results of a palaeogenetic
study (Lazaridis et al. 2017) as confirming a racial continuity of
the Greeks from the Bronze Age to the present day. Surely, the
best scientific study is not immune from abusive misinterpre-
tations, but here the authors of the study have contributed their
part through awkward wording and the problematic combina-
tion of archaeological, ethnic and genetic categories (Hamilakis
2017; Maran in press). Fujimura and Rajagopalan (2011, p.20)
already warned that the “subtlety of the difference between race
and ancestry may get lost in translation”.

Ancestry as biocultural artefact
It is an established method in the analysis of genetic differences

between modern populations to refer to individuals whose grand-
parents were born in the same region or country (Novembre et al.
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years (Abdellaoui et al. 2013; Altena et al. 2020; Lao et al. 2013).
A genetic identity of the Dutch population around AD 500 with
that of 1900 can therefore hardly be assumed.

Genetic similarities can be explained with genetic ancestry,
but no direct statement can be made about historical popula-
tion identities. Moreover, this approach is problematic in that
it mixes ethnic and genetic categories, thus opening the door to
problematic identity discourses (Lipphardt 2019). Thus, it is not
the ethnic self-attribution or citizenship that determines who is
German, Danish or British, but the birthplace of the grandpar-
ents. In studies on the genetics of national or regional groups,
individuals whose ancestors immigrated only one or two gen-
erations ago are excluded. Are British citizens with Pakistani
roots not British, children of Turkish immigrants not Germans?
By comparing aDNA with modern DNA, statements are made
about prehistoric migrations and genetic continuities. Here the
argumentation of right-wing groups is served unintentionally,
and indeed, they increasingly refer less to race and more to an-
cestry. “Biological Germans”, e. g., is their rhetoric to exclude all
German citizens whose families have not already lived in Ger-
many for several generations.

For the reconstruction of past migration processes, this ap-
proach may be methodologically adequate, but it is problematic
because the results of these studies and the postulated ances-
try become part of national identity discourses. Reich (2018 a,
p-253) sees ‘ancestry’ as a necessary term to discuss genetic dif-
ferences between people. However, Mathieson and Scally (2020)
show that ancestry is neither clearly defined nor does it have
a consistent meaning. Ultimately, it captures genetic similarity
and not genetic ancestry in the strict sense. While genetic sim-
ilarities can be traced back to heredity and thus to a common
ancestry, genetic ancestry does not map all ancestral relation-
ships. Only some of the ancestors have passed on their genetic
material, so that genetic similarity does not permit a statement
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about all ancestors. Consequently, genetic ancestry has numer-
ous blind spots and is only an excerpt of our genealogical ances-
try. The concept of ancestry has a much broader semantic field
than genetic similarity is able to cover. It includes some people
and excludes others. It is part of cultural practice, and even the
hard facts of genetics do not change this: as “biocultural arte-
facts” (Abel and Schroeder 2020, p.200) they are part of “gene-
alogical imaginaries” (Nash 2017) and have a social life (Pals-
son 2002).

Ancestry as door opener for a new racism

Let us come back to the question posed in the title, whether an-
cestry reinforces racism. The conclusion must be that it does not
necessarily do so, but it can. Geneticists themselves repeatedly
draw the race card, without always making a clear distinction be-
tween social and biological categories. Furthermore, they seem
to ignore the historical and often ideological ties of social cat-
egories or to be unaware of them. Geneticists have for the most
part a critical awareness of the biological concept of race — and
beyond all doubt do not have a racist agenda. On September 11,
2019, the Jena Declaration was published, co-authored by the
geneticist Johannes Krause. It clarifies that the concept of race
is the result of racism and not its prerequisite (Jena declaration
2019). But to state again that racism has no scientific basis is to
miss the real problem. Racism as an ideological orientation is a
social practice that does not need a scientific foundation. That
is why the emancipative approach, which David Reich, for ex-
ample, never tires of emphasizing, fizzles out in social reality.

geneticists oppose their concept of ancestry to the traditional
concept of race in an enlightened way, they do not consider cur-
rent right-wing discourses. In the face of political reality, the
emancipative approach goes up in smoke.

It goes without saying that geneticists cannot be blamed that
their studies are misused by third parties, but part of the prob-
lem lies in the geneticists’ lack of awareness of the social and
discursive conditions of categorizations and knowledge. A gen-
eral problem arises when genetic data leave the laboratory and
are linked to phenomena in the world outside. This necessarily
leads to the confrontation of genomic classifications, for exam-
ple of genetically defined ancestry groups, with classifications
of other epistemic systems. This is particularly evident when
genomic ancestry is associated with archaeological cultures. Ar-
chaeological cultures are technical classifications for ordering
the archaeological record; they do not reflect the material re-
mains of ethnic groups or populations. A correlation between
common ancestry and culture would at least have to be proven
first and should not anticipate the result of a study by assign-
ing labels beforehand. Problems arising from the need to name
groups can be minimized by using neutral, technical terms (Ei-
senmann et al. 2018).

But even this is not a definite solution against political mis-
use. As modern populations are used as reference groups, genet-
icists fling the gates wide open for political identity discourses.
Genetic reference to contemporary national populations corre-
lates neither with individual self-attributions nor with the legal
criteria of citizenship. The national or regional label is not a sci-
entific classification of a genomic fact, but a terminologically
problematic construct that pretends to objectively identify and

Are British citizens with Pakistani roots not British,

children of Turkish immigrants not Germans?

Stuart Hall (1989) and Etienne Balibar (1991) diagnosed
racism without races 30 years ago. There is no need for a pro-
nounced race theory to exclude groups identified as “other”
from postulated communities. Ancestry fulfills all the require-
ments for a practice of social exclusion. Today, xenophobic dis-
courses among the European Right argue less with race and in-
stead draw on cultural descriptors and genetic ancestry. Thus,
politicians of the right-wing populist party Alternative for Ger-
many (AFD) demand that the so-called bio-Germans with two
German parents and four German grandparents (!) must prevent
the “Great Exchange” caused by immigration. The Nazi “Aryan
certificate” was also based on this genealogical approach. The
AFD follows the ethnopluralist concept of the European New
Right, which promotes the ethnocultural unity — and purity —
of peoples in a conscious departure from classical racism (Bun-
desamt fiir Verfassungsschutz 2019). Peoples, genes, culture and
land are seen — at least in the political vision — as a unity. When
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name ancestry. The groups thus defined become exclusive ones
that disguise who is excluded from them. This unintentionally
leads to identity discourses that provide arguments for racist pol-
itics, especially in the right-wing political spectrum.

Geneticists not only provide impressive and important re-
search results but also produce narratives of cultural and national
belonging that reveal their political impact in society. These nar-
ratives become independent, solidify into ways of thinking and
worldviews, and in the end leave the realm of purely scientific
discourse to affect society. In right-wing discourse, they become
toxic narratives (Baldauf et al. 2017). Ancestry has the potential
for a new racism. A change in labeling practice is one solution.
But the calls to reflect on one’s vocabulary, to avoid biological
essentialism and racial, nationalistic or simplistic narratives (Or-
lando et al. 2021, p.4) trail off. What is needed is a closer coop-
eration with the social sciences as a necessary contribution to
technology assessment.
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Genetic sequencing methods generate raw data, not history
(Bosl 2017, p. 25). The data and statistics alone do not pro-
vide historical knowledge; this can only be achieved within the
framework of historical sciences. As data can always be read in
different ways, this requires an open and comprehensive dis-
cussion with the participating scholarly disciplines, which takes
into account the epistemic potential of the respective evidence
as well as the controversies within the disciplines. Reich and
many other geneticists do not achieve all this — nor can they be
expected to, given the complexity of the research problems of
all the fields involved. Instead, one sees a practice that makes
affirmative use of a wide range of relevant sciences and ignores
everything that does not seem to fit its own results. The geneti-

Ancestry has the potential

for a new racism.

cist Mark Jobling (2012, p.797) already diagnosed cherry-pick-
ing as a problem that could only be circumvented if the disci-
plines involved entered into a dialogue and tried to understand
the others. But there is still a long way to go; much is still in con-
flict and many things seem incompatible.

Reference has already been made to the different cultures of
publication, which are diametrically opposed to a debate that
does justice to the different scientific discourses (Jones and Bosl
2021, p. 13; Meier and Patzold 2021, p. 36). Jones and Bosl
(2021) see that genetics is driven by the quest for attention, ce-
lebrity and impact. A hype is created to promote the financing
of further research, which continues to be cost-intensive. The
high-impact journals such as Science or Nature, with their rel-
atively short articles in which the complexity of research prob-
lems is either relegated to an appendix or suppressed altogether,
fuel this process. There are no deliberative publications that ad-
dress controversies — and are permitted to do so with appropriate
length — of the kind that are common in the social and cultural
sciences. Neglecting complexity inevitably leads to simplistic
narratives. As long as genetics determine the style and content of
the debate, this will not change — and the calls not to serve racist
or similar narratives remain unfulfilled appeals.
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Making kin

The archaeology and genetics of human relationships

Joanna Briick, School of Archaeology, University College Dublin, Belfield, Dublin 4, IE (joanna.bruck@ucd.ie) ® 0000-0001-8942-5504
Catherine ). Frieman, School of Archaeology and Anthropology, The Australian National University, Canberra, AU (catherine frieman@anu.edu.au) ® 0000-0002-9030-4483

Abstract « Thanks to next generation sequencing (NGS), we can now
access ancient biological relationships, including ancestry and parent-
age, with a startling level of clarity. This has led to recentering of kin-
ship within archaeological discourse. In this paper, we argue that blood
and biology are key elements of kin-making only in so far as they are
contextualized and made sense of through social relations. We argue
that the conceptions of kinship that underpin archaeogenetic studies
are the product of a particular historical and political context. Archae-
ology, with its focus on the material remains of the past, provides op-
portunities to examine how other forms of material and technological
intervention (including ritual, exchange, and the sharing of food) fa-
cilitated the creation of kinship links not solely rooted in the human
body. Here, we consider the extent to which the social salience of hi-
ological relationships identified through ancient DNA analysis can be
addressed without imposing contemporary forms of familial structure
and gender ideology onto the past.

Herstellung von Verwandtschaft. Die Archdologie und Genetik
menschlicher Beziehungen

Zusammenfassung - Dank Next Generation Sequencing (NGS - Se-
quenzierung der ndchsten Generation) haben wir jetzt erstaunlich kla-
ren Zugang zu alten biologischen Beziehungen, einschliefilich Abstam-
mung und Elternschaft. Verwandtschaft ist dadurch wieder in den Mit-
telpunkt des archdologischen Diskurses gertickt. In diesem Aufsatz
argumentieren wir, dass Blut und Biologie nur insofern Schlusselele-
mente der Verwandtschaftsherstellung sind, als sie durch soziale Bezie-
hungen kontextualisiert und mit Sinn gefullt werden. Wir argumentieren,
dass die Vorstellungen von Verwandtschaft, die archaogenetischen Stu-
dien zugrunde liegen, das Produkt eines bestimmten historischen und
politischen Kontextes sind. Die Archdologie mit ihrem Fokus auf die ma-
teriellen Uberreste der Vergangenheit bietet die Moglichkeit zu unter-
suchen, wie andere Formen der materiellen und technologischen Inter-
vention (einschlieflich Rituale, Austausch und das Teilen von Nahrung)
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die Herstellung von Verwandtschaftsbeziehungen ermaoglicht haben,
die nicht nur im menschlichen Korper verwurzelt waren. Wir betrach-
ten hier, inwieweit die soziale Bedeutung biologischer Beziehungen, die
durch Analysen alter DNA identifiziert wurden, adressiert werden kann,
ohne der Vergangenheit heutige Formen der Familienstruktur und Ge-
schlechterideologie aufzupressen.

Keywords - archaeogenetics, kinship, biogenetic determinism,
relations, identity

Introduction

Kin-making is a key part of how humans structure their rela-
tions with each other, with their wider community and with the
non-human world. Kin relations are constituted by shared values
and shared experience, as well as by shared cultural or biological
lineage. Yet some of the most prominent narratives of kinship in
the present moment concern themselves only, or largely, with bi-
ological relatedness as discoverable by DNA testing, as critiqued
by, among others, TallBear (2013). Archaeological collabora-
tion with geneticists has led to an explosion of new and more re-
fined methods for studying ancient DNA (aDNA) and, thanks to
the methodological refinements of next generation sequencing
(NGS), we are now able to ask specific questions about genetic
ancestry in our studies of the past. Biomolecular data have also
begun to be applied to the reconstruction of past kinship organ-
ization and social structure through marriage and mobility pat-
terns extrapolated from aDNA research, requiring a new atten-
tion to kinship studies by archaeologists so that the biological
data can be put in dialogue with more complex, social models
or approaches (Briick 2021 with comments).

At this crucial moment for our discipline, when archaeoge-
netic studies are being heralded as offering extraordinary in-
sights into past communities, it is imperative that archaeologists
attend to the work of colleagues elsewhere in the social sciences
(TallBear 2018) in order to retain a critical stance on the as-
sumptions that so often underpin interpretations of archaeo-
genetic data. Here, we present the models of kinship afforded
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by archaeogenetic research and compare these to social concep-
tions of kinship developed by anthropologists and Indigenous
scholars in order to develop a more complex approach to mak-
ing kin in the past that encompasses a range of archaeologi-
cal data.

Genetics, biology and relatedness

Archaeogenetic research has been part of the discipline in one
form or another for several decades (Hofreiter et al. 2001; Will-
erslev and Cooper 2005) but the ability to reliably and rapidly
sequence the whole genome of archaeological modern humans
is a more recent development, and one which has allowed aDNA
to have a major impact on our understanding of past people and
their world. Thanks to NGS, we now have access to an ever-in-
creasing wealth of high definition genetic data for thousands
of prehistoric individuals, offering us unprecedented informa-
tion about the biology, pathology, and lineage of ancient people
(Skoglund and Mathieson 2018). Using sophisticated modelling
it is now possible, on the one hand, to define the genetic charac-
teristics of whole populations past and present, and on the other,
to speak with extraordinary detail about the lives and relation-
ships of individual people. Here, we divide this research into lin-
eage somewhat arbitrarily into two general groups: 1) research
into vertical patterns of relatedness, that is between ancient and
modern populations in order to study, for example, hominin evo-
lution or the population structure of Eurasia, and 2) horizontal
patterns of relatedness, that is between populations or individ-
uals in the past.

Schiffles et al. (2016) provide us one example of vertical re-
search. They set out to investigate the impact of Iron Age, Ro-
man and early medieval mobility, including migrations, on the
genetic structure of the current British population by compar-
ing ten archaeological whole-genome sequences with 30 mod-
ern British and over 500 modern European ones. They then ap-

By contrast, Knipper and colleagues (2017) and Mittnik and
colleagues (2019) offer two well-developed articles examin-
ing the horizontal relatedness among individuals in a series of
approximately 4000-year-old cemeteries in southern Germany.
Through a mixture of genomic and isotopic methods combined
with fine-grained archaeological data, they are able to recon-
struct biological family trees, link these with spatial patterns in
cemeteries and specific grave goods, and combine them with
mobility data suggesting some members of the cemetery com-
munity — typically female-bodied — were born elsewhere. They
use this to argue for a social structure predicated on female ex-
ogamy and patrilocality. These two papers are part of an emerg-
ing trend (Reich 2019; Sjogren et al. 2020) of archaeologists
and geneticists arguing that biomolecular data offer special in-
sight into past social practices, including kinship and mobility,
at least in part through these patterns of relatedness revealed
by NGS.

Both vertical and horizontal studies of relatedness, being
based in genetic data, necessarily equate kinship and lineage
with biological relatedness, with blood relations forming the
building blocks of their social and population models.

Relations and relatedness

Social scientists (especially anthropologists) have long grappled
with the tension between biology and society when seeking to
understand kinship. Since the 1980s, biologized models of re-
lations have been critiqued for their eurocentrism and for reify-
ing a false opposition between nature and culture (MacCormack
and Strathern 1980; Schneider 1984).

Subsequent research has expanded our understanding of
kinship beyond biological relatedness to include affiliative and
adoptive relationships as well as relations with other-than-hu-
man kin (Sahlins 2013). In many cultural contexts, kinship is
not conferred by birth but is a product of social practices such as

In many cultural contexts, kinship is not conferred by birth

but is a product of social practices.

plied statistical modeling to determine the shared lineage be-
tween these different samples and found that early medieval
ancestry makes up less than 40 % of the genetic profile of the
modern British population with notable regional variation. At
the time, this study presented novel methods applied to whole
genomes. That said, drawing connections between past and pres-
ent populations through mitochondrial DNA (mtDNA) transmit-
ted maternally and y-haplogroup lineages transmitted paternally
is an established area of research, applied by the public in vari-
ous ways, both laudable (Abel and Schroeder 2020) and danger-
ous (Hakenbeck 2019).

Joanna Briick, Catherine J. Frieman

co-residence or the sharing of food (Carsten 2004); kin, in other
words, are made. Feminist and queer approaches to kinship have
decentered the heteronormative assumptions of consanguinity
and descent in favor of relations of care (Weston 2013), and re-
cent research has pushed us to consider its materiality (Gold-
farb and Schuster 2016). From a standpoint in disability stud-
ies, Wolf-Meyer (2020) proposes that technology can also be
kin in that we develop intimacy and mutuality with technologi-
cal things as they mediate our engagement with the wider world,
as with the use of a walking stick or a prosthetic. Webs of obli-
gation encompass more than the living world.
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Indeed, following the lead of First Nations and Indigenous
scholars (TallBear 2018; Todd 2017; Watts 2013), kin-making
is not cross-culturally generalizable, and the line we tend to draw
between human and non-human substance is an artefact of our
own society rather than a universal experience. Dwelling in the
world creates and sustains kinship (Andrade 2014). Relations
may be plants, animals, and places; and we are obliged to the
non-human world, just as we are to our human kin (Kimmerer
2013, pp.233-239).

Biological concerns, of course, remain present, as demon-
strated by vibrant ongoing research around in vitro fertilization,
post-humanist ‘biohacking’ and the public’s engagement with
personal genetic testing (Carsten 2004; Haraway 2016). But,
even here, the definition of biological kin is expanded (Franklin
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pend on which genetic markers are analyzed. Moreover, stud-
ies of population genetics construct Indigeneity in a particular
way. The drive to collect DNA samples from living representa-
tives of Indigenous groups in order to understand human evolu-
tionary history is underlined by the assumption that such groups
are pristine, uncontaminated by complex historical processes
of interaction with their neighbors, and that they are in dan-
ger of disappearing (Marks 2001). Thus, as TallBear (2013) ar-
gues, they are rendered relics of earlier stages of human evolu-
tion whose DNA is essential to understanding the history of hu-
manity — here construed primarily as the history of the modern
European/white subject. By representing Indigenous DNA as
part of ‘modern’ humans’ inheritance, such studies promote new
forms of colonialism.

By representing Indigenous DNA as part of ‘modern’ humans’ inheritance,

such studies promote new forms of colonialism.

2001). Although some anthropologists reject biological defini-
tions of kinship (Sahlins 2013), genomic data and genetic webs
of relations remain part of the Euro-American definition and ex-
perience of kinship (Reardon 2017; Stallard and de Groot 2020).

The development of whole genome sequencing and the ‘new
genetics’ it spawned also birthed a new and complex discourse
around genetics and kinship that has only accelerated with the
advent of NGS. Marks (2001), for example, delineates the rac-
ist legacy of human population genetics which influenced and
shaped the long-running vertical relatedness study the Human
Genome Diversity Project with its promise to tell (an unspeci-
fied) us ‘who and what’ we are. Indeed, the intersection of an-
cestry, personal identity, and race remains a dominant concern,
with more recent work investigating how, for example, contem-
porary people use home DNA tests to construct ancestral line-
ages tying them to imagined past populations (Strand and Kllén
2021). TallBear (2013), while rejecting a genetic definition of
Indianness as an imposition of colonialism, outlines the complex
relationship between ‘gene talk’ and ‘blood talk’ for describing
lineage in First Nations communities and, perhaps more impor-
tantly to her argument, making genealogies legible within the
racist framework of a settler state. Indeed, Wolf-Meyer (2020)
argues that genetic tests do not so much expose kin relations as
invent them, by creating ties between bodies through substance.
This echoes earlier work by Haraway (1997, pp. 56) who sees
genes creating new intimacies between humans and between us
and non-humans, since we share genes amongst us despite our
difference of species.

TallBear (2013, pp. 60) describes how technical choices and
technological knowledge in DNA and aDNA research shape per-
ceived patterns of relatedness. Y-chromosome and mtDNA anal-
yses reveal only a tiny percentage of an individual’s ancestry,
for example, while the patterns of relatedness that emerge de-
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Science, in other words, does not reveal hidden truths but
generates, orders, and evaluates data to create a particular vision
of the world. But, the critiques of Indigenous scholars, anthro-
pologists and others have yet to be adequately addressed in the
recent flood of archaeogenetic studies. The research questions
at the heart of NGS analyses presuppose the existence of dis-
tinct groups — groups that are then created through the applica-
tion of statistical methods. Such results bolster essentialist, bio-
genetic formulations of identity that do not fit people’s lived ex-
perience and that are too easily weaponized in political debates
around rights, roots, and belonging.

Kinship in archaeology

Although archaeology and anthropology have been entwined for
generations, archaeological data has rarely been fine-grained or
abundant enough to afford insight into the kinship structures our
social anthropologist colleagues have delineated. Instead, indi-
vidual bodies of the dead have been a primary focus for studies
of relations. For example, the identification of non-metric traits
in human bone assemblages (that is, morphological features that
may have been inherited) has been argued to indicate biologi-
cal relatedness, as at the megalithic tomb at La Chausée-Tiran-
court in northern France (Leclerc and Masset 2006), where each
chamber was interpreted as the burial-place for a different fam-
ily group. Elsewhere, close spatial relationships between dif-
ferent individuals in the grave have been interpreted as indi-
cating kinship among the deceased. MtDNA analysis indicated
that the woman buried together with two children in a Corded
Ware grave at Eulau in northern Germany was not their biolog-
ical mother, but the excavators argue that she is likely to have
been their stepmother (Haak et al. 2008). This example fore-
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grounds possible points of disjunction between biological and
social kinship and highlights the modern, Eurocentric assump-
tions regarding the character of the family unit that underlie such
interpretations.

Archaeologists have occasionally attempted to identify more
specific forms of kinship organization. It has been observed
that the primary burials in British Bronze Age barrows were
frequently male, while women and children were often buried
in satellite positions; and it has therefore been suggested that
these communities were patrilineal (Parker Pearson 1999, pp.90).
However, such interpretations ignore the many barrows in which
women or children were the primary burials, and essentialize a
binary gender system based on archaeological methods of sex-
ing human remains and interpreting grave goods (Frieman et al.

We ground our own work in the need to balance ideas of rela-
tion that are discoverable by genetic research with those whose
form is less tangible. This applies both to what we have termed
vertical and horizontal kinship. Hence, Frieman and colleagues
(Frieman et al 2019) have been exploring the ways that biolo-
gized kinship discourse about past individuals has the poten-
tial to impact and shape contemporary worldviews due to the
sense of connection or vertical lineage that forms part of the
DNA discourse. We delineate how social models drawn from
genetic data necessarily foreground heterosexually reproductive
individuals, meaning genetic-led narratives of affiliation and so-
cial reproduction make central unions between two individuals
of opposite binary gender, even though this conformation is far
from universal in global human society past and present. In this

Social models predicated on genetic lineage inadvertently

reinforce contemporary inequalities.

2019). Inferences regarding kinship structure have been made us-
ing other types of archaeological data also. Ensor (2017), for ex-
ample, has employed cross-cultural analysis to identify regular
associations between house size, settlement layout and kinship
organization, distinguishing a variety of different descent and
residence patterns among Maya and Hohokam groups.

The evidence of biogenetic relatedness offered in increas-
ing quantity and detail since the adaption of NGS methods for
the study of ancient DNA has both challenged and enriched this
patchy research history into kinship. Horizontal kinship studies
in particular have been extended beyond groups of already asso-
ciated human remains to explore patterns of relatedness across
whole cemeteries or even regions. However, this wealth of scien-
tific data is not matched by the equivalent development of social
models, unlike elsewhere in the human sciences where whole
genome data has been rapidly assimilated into a rich ongoing
discourse into social structure and kinship.

Making kin

As a direct result of the ancient genetic revolution of the last dec-
ade, archaeologists are now grappling with kinship, both hori-
zontally between ancient individuals and vertically as it connects
past and present populations, with more depth, rigor and com-
plexity than at any time in the discipline’s past. We are, to some
extent, playing catch up as we try concomitantly to assimilate
an ever widening pool of scientific data about biological relat-
edness; to explore how kin were made through social practices
such as ritual, exchange, and the sharing of food; and to push
back against uncritical constructions of lineage and identity that
reinforce narratives of race and ethnicity in the present (Frieman
and Hofmann 2019; Furholt 2019).

Joanna Briick, Catherine J. Frieman

way, social models predicated on genetic lineage inadvertently
reinforce contemporary inequalities and render harder to parse
those aspects of gender, relation, and identity that do not mate-
rialize biologically.

Briick and colleagues (Booth et al 2021) have called into
question generalized models that uncritically impose contem-
porary gender relations onto the past by demonstrating varia-
bility in kinship structures among Chalcolithic groups in Brit-
ain — groups that have elsewhere been modelled as patrilineal
and patriarchal (Sjogren et al 2020). Instead, we drew on ar-
chaeological and genetic evidence to elucidate the importance of
matrilineal links and of kinship between those who were not ge-
netically related. We argue that, even where patrilineal relations
were foregrounded, this did not mean that women lacked social
and political power. We noted, for example, that no genetic links
could be discerned amongst the small group of near-contem-
porary burials from Windmill Fields, Ingleby Barwick, North
Yorkshire; here, kinship may have been based not on biologi-
cal links but on co-residence or other shared social practice. On
Amesbury Down in Wiltshire, paternal links were sometimes
emphasized (for example, in the neighboring graves of two adult
men, identified genetically as father and son). Yet, evidence for
the reopening of the nearby grave of an adult woman in order to
retrieve some of her bones, possibly for curation, suggests that
she may have been viewed as a venerated ancestor.

Indeed, archaeology is particularly well positioned to con-
sider how kin relations are generated through social practice
and are not solely located in the human body. Johnston (2020),
for example, argues that Bronze Age hoards in Britain and Ire-
land gave material form to the inter-personal and inter-group
exchanges central to the maintenance of kin relations, a task
he describes as kinwork. He also addresses the role of non-hu-
man kin, exploring how Bronze Age kin relations were rooted
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in places invested with animate and ancestral powers. These re-
lations can be traced in material interventions in the landscape,
such as the deposition of bronze objects at striking landmarks.
One of us has interpreted the child-sized shale bracelets from
British Bronze Age settlements, deliberately snapped into halves
or quarters, as the residues of age-grade ceremonies in which
fragments of socially-significant artefacts were gifted to impor-
tant kin (Briick and Davies 2018). Such practices can be viewed
as technologies that make kin, just as DNA testing is used to
make kin in the present. Archaeology’s focus on materiality, in
other words, provides us with a unique perspective on kin-mak-
ing that calls into question essentializing narratives, allowing us
more scope to explore how kinship transcends the boundaries of
the body and taking account of relations of obligation and care
between humans and non-human others.

Conclusion

Although genetic models currently dominate archaeological dis-
course about kinship, we reject the proposition that they offer
special insight into social structures or interpersonal relations.
Genetic data offer one class of evidence which must be weighed
alongside many others and carefully integrated into archaeolog-
ical models so as not to reproduce our own unequal world in the
past. The affordances of genetic research artificially limit the
extent of kin modelling. Because genetic analysis defines relat-
edness as the outcome of sexual reproduction, it can only ever
identify kin in a narrow and reductive sense that elides webs of
obligation, mutuality, and interdependence. As an approach, it
is inherently heteronormative and lacks tools to encompass the
richness and complexity of social life. Too often, archacogenet-
ics offer an impoverished conception of kinship that biologizes
social relations in immutable and irrevocable, natural patterns.

In contrast, as we have discussed, Indigenous scholars and
feminist anthropologists exhort us to resist biological suprem-
acy and move beyond models of kinship rooted in the heteronor-
mative, patriarchal, and anthropocentric structures of settler sex-
uality (Kimmerer 2013; TallBear 2018). They consider what it
means to be in relation with others and they develop a more ex-
pansive and inclusive definition of kinship as the outcome of
ongoing acts of mutual care. This perspective makes space for
forms of kinship that are not predicated on sexual reproduction.
It allows for alternative visions of gender and sexuality, and is
open to including other-than-humans as kin — a key prerequisite
to imagining better ways of living in a world scarred by extrac-
tive capitalism.

The advent of rapid, increasingly affordable whole genome
analysis for ancient samples has, for the first time, created an im-
petus for archaeologists to develop our own models of kinship
that engage both with biological relatedness and with the social
patterns discoverable in our other, fragmented datasets. In fact,
we argue that the archaeological data can challenge and extend
biologized narratives of kinship. Moreover, archaeologists, we
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suggest, are particularly well-placed to contribute to wider de-
bates about identity, kinship and biology for we reconstruct the
varied social practices — for example building houses, burying
the dead, or giving gifts — central to the creation of diverse forms
of relations and relating in the past and the present.
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