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Elizabeth A. Nelson1,6, Rita Radzevičiūtė1, Cäcilia Freund1, Lorenzo M. Bondioli7, Luca Cappuccini8, 
Hannah Frenzel9, Elsa Pacciani10, Francesco Boschin11, Giulia Capecchi11, Ivan Martini12, 
Adriana Moroni11, Stefano Ricci11, Alessandra Sperduti13,14, Maria Angela Turchetti15, Alessandro Riga4, 
Monica Zavattaro16, Andrea Zifferero17, Henrike O. Heyne18,19, Eva Fernández-Domínguez20, 
Guus J. Kroonen21,22, Michael McCormick23, Wolfgang Haak1, Martina Lari4, Guido Barbujani24, 
Luca Bondioli13,25, Kirsten I. Bos1, David Caramelli4*, Johannes Krause1,26*

The origin, development, and legacy of the enigmatic Etruscan civilization from the central region of the Italian 
peninsula known as Etruria have been debated for centuries. Here we report a genomic time transect of 82 indi-
viduals spanning almost two millennia (800 BCE to 1000 CE) across Etruria and southern Italy. During the Iron 
Age, we detect a component of Indo-European–associated steppe ancestry and the lack of recent Anatolian- 
related admixture among the putative non–Indo-European–speaking Etruscans. Despite comprising diverse 
individuals of central European, northern African, and Near Eastern ancestry, the local gene pool is largely main-
tained across the first millennium BCE. This drastically changes during the Roman Imperial period where we 
report an abrupt population-wide shift to ~50% admixture with eastern Mediterranean ancestry. Last, we identify 
northern European components appearing in central Italy during the Early Middle Ages, which thus formed the 
genetic landscape of present-day Italian populations.

INTRODUCTION
The Etruscan civilization occupied a large area of central Italy during 
the Iron Age, including the modern-day regions of Tuscany, Lazio, 
and Umbria, with local expansions into neighboring Italian regions 
throughout its existence (Fig. 1A). This culture is renowned for its out-
standing skills in metallurgy, its sophisticated cultural representations, 
and its extinct language, a non–Indo-European language not yet fully 
understood (1, 2). Given the peculiarities distinguishing this culture 
from its contemporary neighbors, the geographical origins of pop-
ulations associated with the Etruscan civilization have long been a 
topic of intense debate as far back as ancient times with two main 
competing hypotheses. The first proposes an Anatolian/Aegean origin 
as indicated by the ancient Greek writers Herodotus and Hellanicus 
of Lesbos. This hypothesis is supported by the presence of Ancient 
Greek cultural elements in Etruria during the so-called Orientalizing 
Period, between the eighth and sixth century BCE. The second 
advocates for an autochthonous development as described in the first 
century BCE by the historian Dionysius of Halicarnassus (3, 4). According 
to this hypothesis, the Etruscan population originated locally from 
people associated with the late Bronze Age (Proto-)Villanovan culture 
around 900 years BCE. While the current consensus among arche-
ologists favors the latter hypothesis (1, 5, 6), the persistence of a 
probable non–Indo-European language isolate surrounded by Italic 
Indo-European–speaking groups (such as the Latins) is an intriguing 
and still unexplained phenomenon that requires further archeological, 
historical linguistic, and genetic investigations.

After more than four centuries of extensive regional development, 
in the fourth century BCE, the Etruscan civilization began to be as-
similated into the Roman Republic through a series of Roman-Etruscan 
Wars, which ended in 264 BCE. Despite this period of change, 
Etruscan cultural and religious traditions endured through the sub-
sequent centuries, even following the incorporation of Etruria into 

the Regio VII territory of the Roman Empire after 27 BCE. During 
the Migration Period and after the collapse of the Western Roman 
Empire in the fifth century CE, this region was briefly incorporated into 
the Eastern Roman Empire. Subsequently, in the Early Medieval 
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period, large parts of the Italian peninsula were conquered by 
Germanic-related groups known as the Longobards (or Lombards). 
Established in the second half of the sixth century CE, the Longobard 
Kingdom and Duchies ruled in Italy for more than two centuries. 
They were succeeded in the north by the Carolingian Empire (774 CE), 
which later developed into the Holy Roman Empire.

The analysis of ancient DNA (aDNA) from individuals that lived 
during the above-mentioned periods could provide a direct means to 
investigate whether these historically documented events were associ-
ated with detectable changes in population-level ancestry patterns re-
sulting from migration or high rates of mobility and the extent to 
which these shifts have influenced the contemporary genetic land-
scape of Italians. The potential contribution of genetic analysis to the 
study of Etruscan history has been discussed and explored over the 
past decade (7, 8). Present-day Tuscan mitochondrial DNAs (mtDNAs) 
demonstrate a relationship with current Anatolian populations 
that has been interpreted as evidence for a recent Near Eastern 
origin of the Etruscans (9, 10). By contrast, early studies on mtDNA 
from Etruscan-associated individuals did not find any evidence of 

genetic continuity between Etruscans and present-day populations 
from the same region, except for some isolated locations in Tuscany 
(11–13). Ancient genomes from Italy are very limited, with only 
sparse data available from the Neolithic to the Roman Republic period 
across the entire Italian mainland (fig. S1) (14–18). Individuals from 
the ancient city of Rome and its surroundings during the Iron Age and 
Roman Republic (900 to 27 BCE) harbored the predominant genomic 
components that characterize most Europeans from the Bronze Age 
onward (15, 17, 19, 20). In addition, three individuals were found to 
carry recent genetic influences from Africa and the Near East, a further 
demonstration of Rome’s wide connections across the Mediterranean 
as far back as the Iron Age. Unexpectedly, almost all individuals 
from the later, Imperial period in the vicinity of the Empire’s capital 
carried large proportions of eastern Mediterranean ancestry, which 
was later reduced during the Late Antique and Early Medieval periods 
(17). However, the extent to which these changes are representative 
of the processes that occurred across the rest of the Italian peninsula 
remains to be clarified from individuals outside the megacity of 
Rome and its ancient metropolitan area.

Fig. 1. Geographic and temporal distribution of the newly produced dataset. (A) Geographic map of the Italian peninsula (right) including a zoom-in (left) indicating 
the maximum extension of Etruscan territories and the location and number of individuals for each archeological site newly analyzed here (not filled symbols refer to 
individuals with no certain date). (B) Mean radiocarbon dates and 2-sigma intervals for each dated individual or samples genetically related to those individuals (four 
radiocarbon dates for S.Italy_Venosa are grouped, reporting their lowest and highest 2-sigma values) (table S1, A and B).
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In this study, we investigate the genetic history of Etruscan- 
associated individuals and subsequent groups in Etruria through an an-
cient genomic time transect of 70 individuals. These derive from 12 
archeological sites, accompanied by 46 newly produced direct ra-
diocarbon dates spanning almost two millennia, from 800 BCE to 
1000 CE (Fig.  1B). In addition, we generated genome-wide data 
from 16 individuals radiocarbon dated to the eighth century CE 
from the “thermae of Venosa” archeological site in Basilicata (the 
date refers to the midpoint of the calibrated radiocarbon dates; table 
S1) to compare the genetic makeup of individuals in the Early Mid-
dle Ages in central and southern Italy (Fig. 1). Together, these data 
resolve key questions regarding the genetic origins of Etruscan- 
related groups and their relationships with other contemporary and 
later populations. In addition, we evaluate the genetic impact of 
historical events such as the establishment of the Roman Empire in 
Etruria, characterize the genetic makeup of Early Medieval individuals 
across central and southern portions of the Italian peninsula, and 
reveal the level of genetic continuity between these past cultures and 
present-day populations.

RESULTS
We extracted DNA from the petrous portion of the temporal bone 
and tooth samples of 86 individuals, created double-stranded DNA 
libraries, and used shotgun or an in-solution capture approach to 
retrieve the entire mitochondrial genome and up to ~1.24 million 
single-nucleotide polymorphisms (SNPs) across the human genome 
from each individual (table S1A and Materials and Methods). Following 
criteria for authentication, we restricted all downstream analyses to 
specimens with low nuclear and mtDNA contamination, typical 
aDNA damage patterns, and SNP counts above 31,000 (table S1A). 
These quality controls resulted in a final sample set of 82 individuals 
that were grouped on the basis of their radiocarbon dates and genetic 
affinities into three time intervals: 48 individuals from 800 to 1 BCE 
(Iron Age and Roman Republic), 6 individuals from 1 to 500 CE 
(Imperial period), and 28 individuals from 500 to 1000 CE (12 from 
central Italy and 16 from southern Italy). While we would have preferred 
to mirror conventional historical chronologies (Etruscan to ~300 BCE 
and Republican to 27 BCE), neither the large radiocarbon dating 
intervals nor the genetic results warrant a division of the dataset in 
this way (Fig. 2B and table S2F).

Of individuals associated with the first time interval, the vast major-
ity (40 of 48) form a genetic cluster here named “C.Italy_Etruscan” 
that overlaps with present-day Spanish individuals in a principal 
components analysis (PCA) built with West Eurasian populations 
from the Human Origins dataset (Fig. 2A) (21). Across this temporal 
interval (800 to 1 BCE), three groups of PCA outliers are identified, 
i.e., four individuals shifted toward northern African populations 
(C.Italy_Etruscan.Afr), three individuals shifted toward central 
European populations (C.Italy_Etruscan.Ceu), and one individual 
shifted toward Near Eastern populations (C.Italy_Etruscan_MAS001) 
(table S1A). To further inspect the genetic clustering of the central and 
southern Italian populations studied, we performed unsupervised 
ADMIXTURE on 71 individuals (Fig. 2, B and C) after the exclusion of 
genetically related individuals (table S1B and fig. S2). C.Italy_Etruscan 
individuals harbor the three genetic ancestries associated with 
Anatolian Neolithic farmers, European hunter-gatherers, and Bronze 
Age pastoralists from the Pontic-Caspian Steppe. C.Italy_Etruscan.
Ceu carries a higher proportion of “steppe-related ancestry,” while 

C.Italy_MAS001 shows a genetic component maximized in Iranian 
Neolithic farmers. The latter is also present in C.Italy_Etruscan.Afr 
individuals alongside an ancestry component identified in an Early 
Neolithic Moroccan group.

Since the spread of the steppe-related ancestry into Europe during 
the Late Neolithic and Early Bronze Age has been linked to the 
diffusion of Indo-European languages (15,  19) and is consistent 
with linguistic evidence for a “Steppe” homeland (22, 23), we attempt-
ed to formally estimate the proportion of steppe-related ancestry in 
Etruscan individuals who are putatively associated with the non–
Indo-European Etruscan language. We first grouped 21 dated and 
genetically unrelated individuals from the C.Italy_Etruscan cluster 
(Fig. 3A) and modeled them with qpAdm (P > 0.05) as a mixture of 
steppe-related ancestry, represented by Bronze Age pastoralists 
from Samara in western Russia (Yamnaya), and Neolithic or Copper 
Age populations from Italy (table S4B). This analysis demonstrated 
around 25% ancestry from such a distal steppe-related source, which 
reached around 50% when comparative populations were reduced 
to those more proximate in time and space than the Yamnaya, e.g., 
central European Bell Beakers (Fig. 3B). Moreover, C.Italy_Etruscan 
can be modeled successfully as having derived its entire ancestry 
from other European populations such as the earlier Bell Beaker 
group from northern Italy and Iron Age populations from southern 
Europe (Iberia, Croatia, and Greece) (table S4A). PCA reveals a 
complete overlap between Iron Age and Roman Republic individuals 
from Tuscany and Lazio, including the ancient city of Rome (17), 
indicating that substantial levels of steppe-related ancestry were 
widespread and homogenized in the multilingual context known 
to include both Indo-European (i.e., Italic and Celtic) and non– 
Indo-European (i.e., Etruscan) speakers across central Italy by the 
Iron Age.

The other contemporaneous ancestry groups identified in this 
study, albeit represented by small numbers of individuals, add detail 
and complexity to this picture. Two C.Italy_Etruscan.Ceu unrelated 
individuals (VET005 and CAM002) are characterized by a higher 
proportion of Yamnaya-related ancestry (40%) and are consistent with 
deriving from those Chalcolithic or Bronze Age European popula-
tions from both central and southern Europe that carried a high 
fraction of steppe-related ancestry (Fig. 3, A and B, and table S4, A 
and B). This signal is confirmed by the f4-statistic f4(Onge, Test; 
C.Italy_Etruscan.Ceu, C.Italy_Etruscan) that is significantly negative 
(z score > |3|) when the Test population comprises eastern hunter- 
gatherer (EHG) individuals representing about half of the Yamnaya- 
related ancestry (table S2C) (19). This indicates higher affinity of EHG 
to C.Italy_Etruscan.Ceu than to the main C.Italy_Etruscan cluster, 
while the opposite is observed when the Test population is restricted to 
southern European Neolithic groups without steppe-related ancestry. 
We then tested whether C.Italy_Etruscan.Ceu carries a signature of 
admixture with local ancestry. Statistics of the form f3(C.Italy_Etruscan, 
Test; C.Italy_Etruscan.Ceu) do not reveal evidence of C.Italy_Etruscan.Ceu 
resulting from admixture between C.Italy_Etruscan and any of the 
255 ancient Test populations in our dataset (table S3A). Moreover, 
while it is possible to model C.Italy_Etruscan.Ceu in qpAdm as a 
mixture between the Etruscan-related individuals and central European 
Bell Beakers (Fig. 3B), the model still holds when C.Italy_Etruscan 
is moved to the reference set and is replaced by Neolithic popula-
tions, consistent with an incoming northern ancestry that did not 
admix locally (table S4C) (24). Last, we estimated the admixture 
dates for two C.Italy_Etruscan.Ceu individuals using the software 
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Fig. 3. Genetic placement and modeling of Iron Age and Roman Republic individuals. (A) PCA of Italian individuals from the Iron Age and Roman Republic 
(symbols with outline) plus Copper and Bronze Age individuals from Italy and other source populations (symbols without outline) used in qpAdm. Gray dots repre-
sent present-day West Eurasian individuals (see Fig. 2A). (B) Proportion of steppe-related ancestry in C.Italy_Etruscan and C.Italy_Etruscan.Ceu as estimated with 
qpAdm (table S4B). MN and EBA refer to Middle Neolithic and Early Bronze Age, respectively.

Fig. 2. Genetic map and clustering of ancient and present-day populations. (A) PCA inferred from genomic variation of 60 West Eurasian populations genotyped on 
the Human Origins array (gray dots with geographic regions labeled in gray) including present-day Italians (circles without outline) onto which we projected the newly 
reported ancient individuals (symbols with outline, not filled for nonradiocarbon-dated individuals) and comparative ancient populations (stars without outline). 
(B) Unsupervised admixture (K = 11) of comparative ancient individuals and 20 present-day central Italians (TSI.SG). (C) Unsupervised admixture (K = 11) of newly reported 
ancient individuals excluding genetically related individuals. WHG and CHG refer to Western and Caucasus hunter-gatherers, while SW and NE Europe refer to southwestern 
and northeastern Europe, respectively.
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DATES (25). Individual VET005 resulted in an unfeasible date 
(negative value), whereas CAM002 provided an admixture date of 
19.7 ± 8.6 generations, which corresponds to 572 ± 249 years before 
the individual’s date (seventh century BCE). These results suggest 
that the two tested C.Italy_Etruscan.Ceu individuals represent an 
incoming ancestry that is not the result of recent local admixture. 
Those individuals originate from two different archeological sites 
and are radiocarbon dated to the seventh and third century BCE, 
respectively. Therefore, rather than persisting across several centuries, 
this distinct ancestry profile might have arrived independently from 
northern regions into central Italy multiple times.

The three individuals grouped in C.Italy_Etruscan.Afr—after 
exclusion of a genetic outlier (Materials and Methods, Fig. 4A, and 
table S2A)—cannot be modeled as a mixture between Neolithic-related 
and Bronze Age–related European ancestries (table S4B). These 
individuals are dated to around 300 BCE and were excavated at two 
archeological sites separated by a distance greater than 100  km 
(Tarquinia and Vetulonia). Statistics in the form f3(C.Italy_Etruscan, 
X; C.Italy_Etruscan.Afr) and f4(Onge, X, C.Italy_Etruscan, C.Italy_
Etruscan.Afr) show evidence of C.Italy_Etruscan.Afr being a mixture 
of Etruscans and ancient or modern-day individuals (as a proxy) 
carrying high proportions of north African or sub-Saharan ances-
tries (tables S2, B and C, and S3, A and B). Using qpAdm, all admix-
ture models including C.Italy_Etruscan as one of the sources are 
rejected (table S4D). However, given the limited availability of ge-
nomes from northern Africa with comparable ages (26), we caution 
that ancestry proportions might be more correctly estimated as ad-
ditional data from this region become available.

Contrary to previously reported findings from Bronze Age Sicily 
and Iron Age Sardinia (27, 28), we do not find evidence for 
Iranian-related ancestry in individuals from central Italy older than 
2000 years (fig. S3). We were able to model C.Italy_Etruscan and 
C.Italy_Etruscan.Ceu as a mixture between three distal sources 
[Anatolia_Neolithic, Western hunter-gatherers (WHG), and 
Yamnaya_Samara] even when Neolithic Iranian individuals were 
placed in the reference set of qpAdm (table S4H). This suggests that 

the genetic history of Sicilians and Sardinians during the Bronze and 
Iron Ages was substantially different from that of populations on 
the Italian mainland, as confirmed by the distinctive spheres of 
interaction observed in the archeological record (29). The C.Italy_
Etruscan_MAS001 individual represents a single exception in our 
dataset showing a shift in PCA space toward Near Eastern popula-
tions ~200 BCE (Fig. 4A). While f-statistics do not significantly 
reject ancestry continuity with the C.Italy_Etruscan cluster (table S2C), 
an admixture model between Neolithic- and steppe-related ancestries 
does not fit the genetic profile of this individual (table S4B). Instead, 
C.Italy_Etruscan_MAS001 can be modeled as a mixture between 
the C.Italy_Etruscan cluster and populations from the Caucasus, 
such as Bronze Age Armenians (Fig. 4B), indicating the sporadic 
presence of Iranian- related ancestry in Etruria at least by the second 
century BCE.

During the first half of the first millennium CE, we observe a 
marked shift in PCA space of all studied individuals toward the 
Near Eastern cline (Fig. 4A), distributed across the genetic space 
occupied by present-day southeastern European populations. We 
grouped nonoutlier individuals dating between 1 and 500 CE into 
the “C.Italy_Imperial” cluster (table S2A). Formal f4-tests reveal its 
higher affinity than C.Italy_Etruscan to ancient groups from Iran, 
Africa, and the Near East (table S2C). We then used qpAdm to 
quantify this group’s ancestry components, where C.Italy_Imperial 
was modeled as a mixture of the sources C.Italy_Etruscan and 
158 published European and Near Eastern genomes from the Bronze 
and Iron Ages. As a result, the models that were found to fit the data 
best are those with a 38 to 59% contribution from Levantine or 
Anatolian populations into the local/preexisting C.Italy_Etruscan gene 
pool (Fig. 4B and table S4D). Substantial gene flow from the eastern 
Mediterranean was also reported in ancient individuals from Rome 
dated to the Imperial period (17). Despite our limited number of data 
points from the first five centuries CE, the new results suggest that the 
contribution of nonlocal ancestry in Rome was larger than in Etruria 
(Fig. 4A). However, this large-scale genetic impact of incoming groups 
during the Imperial period was not only limited to the metropolitan 

Fig. 4. Genetic placement and modeling of Iron Age and Imperial period individuals. (A) PCA of Italian individuals from the Iron Age to the Imperial period (symbols 
with outline) plus Bronze and Iron Age individuals (symbols without outline) used as source populations in qpAdm. Gray dots represent present-day west Eurasian indi-
viduals (see Fig. 2A). (B) Proportion of C.Italy_Etruscan ancestry in Iron Age outlier groups and in C.Italy_Imperial as estimated with qpAdm. For each test, the reported 
non-C.Italy_Etruscan population is the one providing a proportion that is closest to the median among all fitting models (table S4D). MBA, MLBA and LBA refer to Middle, 
Middle-Late and Late Bronze Age, respectively, and IA refers to Iron Age.
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area around Rome but also extended into the neighboring and more 
distant regions considered here.

Regarding the last temporal interval of our ancient genomic 
transect (500 to 1000 CE), we observe that individuals grouped in 
the “C.Italy_Early.Medieval” cluster are generally shifted toward 
central European groups compared to C.Italy_Imperial and largely 
overlap with present-day populations from central Italy (TSI.SG) 
(Fig. 5A) (30). Using f4-tests, we can show that this transition is con-
firmed by a reduced affinity of C.Italy_Early.Medieval toward eastern 
Mediterranean populations compared to C.Italy_Imperial (table S2D). 
Moreover, the C.Italy_Early.Medieval cluster can be modeled success-
fully in qpAdm as a mixture between the preceding C.Italy_Imperial 
group and Late Antique or Medieval groups from northern and 
eastern Europe (among the 59 populations tested) in estimated 
proportions of 60 to 90% and 10 to 40%, respectively (table S4E). 
Notably, among the best supported models are those that feature 
individuals associated with Longobard cemeteries from Hungary and 
northern Italy (31). If we specifically restrict the analyses to those 
Longobard-related individuals carrying unadmixed northern 
European genetic ancestry (Piedmont_N.Longobard), then we obtain 
a ~20% contribution to the C.Italy_Early.Medieval cluster (Fig. 5B). 
This finding is consistent with a genetic input of northern European 
ancestry in central Italy during the Longobard period. However, the 
influence of other Germanic tribes in Italy like the Ostrogoths could 
also have enhanced the observed genomic shift.

Since modern-day central Italians largely overlap in PCA space 
with C.Italy_Early.Medieval individuals (Fig. 5A), we tested the 
consistency of the former group deriving from the latter. To enhance 
resolution, qpAdm was implemented with present-day worldwide 
populations in the reference set. No present-day Italian populations 
are consistent with deriving from the C.Italy_Early.Medieval cluster 
(P values below 0.05), although high-coverage genomes from Tus-
cany (Tuscan.DG) (32) yielded no grounds for strong rejection of 
genetic continuity (P = 0.02) (Fig. 5C and tables S2E and S4G). This 
suggests that the genetic makeup of present-day central Italian pop-
ulations was largely formed at least by 1000 CE. To investigate 
whether an analogous picture is observed in contemporaneous 
individuals from southern Italy, data from the Early Medieval 

archeological site of Venosa in Basilicata were similarly analyzed. 
With the exception of VEN002, all Venosa individuals (S.Italy_Ve-
nosa) broadly overlap modern-day southern Italian populations in PC 
space and can be jointly modeled in qpAdm as deriving from the 
same stream of ancestry (P = 0.42) (Fig. 5, A and C). In PCA space, 
most Medieval and Early Modern individuals from Rome fall in an 
intermediate position between Early Medieval groups from Tuscany 
and Basilicata (Fig. 5A). This distribution is thus consistent with 
the current north-south genetic cline that mirrors geography (33, 34) 
(fig. S4), with Italy bridging the genetic gap between Europe and the 
eastern Mediterranean.

To investigate the potential influence of sex biases in these ge-
nomic transformations, we computed the frequency of uniparental 
markers through time. The mtDNA diversity does not seem to change 
substantially before and after year 1 CE (fig. S5A). By contrast, the 
newly reported central Italian individuals from 800 to 1 BCE show 
~75% frequency of the Y-chromosome haplogroup R1b, mostly 
represented by the R1b-P312 polymorphism and its derived R1b-L2, 
that diffused across Europe alongside steppe-related ancestry in 
association with the Bell Beaker complex (16). This suggests that this 
R1b Y-chromosome lineage spread into the Italian peninsula with 
steppe-related movements during the Bronze Age. In the first 
millennium CE, its frequency is reduced to ~40% with higher oc-
currence of Near Eastern–associated Y-chromosome lineages such 
as J (fig. S5B). While we cannot rule out substantial female mobility, 
the marked shift in Y-chromosome haplogroup frequency indicates 
that male mobility played an important role in the observed genetic 
turnovers from the Imperial period onward.

DISCUSSION
Genomic analyses of 82 ancient individuals spanning ~2000 years 
of Italian history from Tuscany, Lazio, and Basilicata have revealed 
major episodes of genetic transformation. Across the first interval of 
our central Italian temporal transect (800 to 1 BCE), most individuals 
form a homogenous genetic cluster (C.Italy_Etruscan), indicating 
that the sporadic presence of individuals with ancestry tracing back 
to other regions did not leave a substantial local genetic legacy. In 

Fig. 5. Genetic placement and modeling of Early Middle Age and present-day individuals. (A) PCA of Italian individuals from the Imperial to the Early Medieval peri-
ods (symbols with outline) and present-day Italians (symbols without outline). Gray dots represent present-day west Eurasian individuals (see Fig. 2A). (B) Proportion of 
northern ancestry from Longobard-related individuals in C.Italy_Early.Medieval as estimated with qpAdm (table S4E). (C) Proportion of C.Italy_Early.Medieval and 
S.Italy_Venosa ancestry in modern-day central Italians (Tuscan.DG) and southern Italians, respectively, as estimated with qpAdm (table S4G).
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particular, and contrary to previous suggestions [see, e.g., (9, 10)], 
the Etruscan-related gene pool does not seem to have originated from 
recent population movements from the Near East. Etruscans carry 
a local genetic profile shared with other neighboring populations 
such as the Latins (table S2F) from Rome and its environs despite 
the cultural and linguistic differences between the two neighboring 
groups (17). A large proportion of the C.Italy_Etruscan genetic pro-
file can be attributed to steppe-related ancestry, confirming a trend 
observed in most other European regions, that this genetic compo-
nent also reached central Italy during the Bronze Age (18) but ear-
lier than it reached Sardinia (27, 35). Since it is estimated that the split 
between Proto-Italic and descendant languages (e.g., Latin, Oscan, 
and Umbrian) took place during the second millennium BCE (36), 
their presence in Italy cannot directly be correlated with the at least 
one millennium–older movement of Yamnaya-related groups out of 
the Steppe. Instead, with the assumption that incoming steppe-related 
groups were responsible for the initial arrival of Indo-European 
languages in Europe, more evolved forms of Indo-European, including 
Italic, may have spread across Italy at a later stage. The only three Beaker 
complex–related individuals sequenced so far from northern Italy 
dated to around 2000 BCE reveal a nonubiquitous presence of steppe- 
related ancestry, suggesting that the admixture process was ongoing 
(16). The historically documented persistence of the non–Indo- 
European Etruscan language in Etruria indicates that this speech com-
munity was maintained despite a large-scale admixture, a situation 
similar to the Basque region in Iberia where a non–Indo-European 
language endures today (24). This linguistic persistence, combined 
with a genetic turnover, challenges simplistic assumptions that 
genes equal languages and suggests a more complex scenario that 
may have involved the assimilation of (early) Italic speakers by the 
Etruscan speech community, possibly during a prolonged period of 
admixture over the second millennium BCE. This scenario is made 
plausible by the recent finding of steppe-related ancestry in central 
Italy as early as 1650 BCE followed by an increase of this component 
through time (18). Although Etruscan is considered a relict language, 
which survived in central Italy until the Imperial Period, it was not 
isolated. Instead, Etruscan seems to be linked to both Rhaetic, a language 
documented in the eastern Alps in a population that ancient histo-
rians claim to have migrated from the Po valley, and to Lemnian, a 
language putatively spoken on ancient Lemnos in the Aegean Sea. This 
leaves the question open as to whether these enigmatic “Tyrsenian” 
languages may somehow relate to sea-borne expansions from the 
eastern Mediterranean (37). However, the lack of Iranian-related 
ancestry in C.Italy_Etruscan might also suggest that the close linguistic 
affinity across the Mediterranean Sea could represent population 
movements departing from the Italian peninsula.

The earliest individual in our dataset with a nonlocal genetic sig-
nature is radiocarbon dated to the seventh century BCE (CAM002) 
and exhibits a central European genetic profile. During the Early 
Iron Age, the Hallstatt culture associated with Celtic-related groups 
occupied the region north of the Alps. Although there is archeological 
evidence for exchange of goods and techniques between the Etruscan 
civilization and northern cultural groups from the eighth century 
BCE, extensive direct contacts are reported only later, during the La 
Tène cultural phase, when Celtic-related groups spread into northern 
Italy bordering Etruscan territories (38–40). In the presented data-
set, we find another individual (VET005) radiocarbon dated to the 
third century BCE with a genetic profile that overlaps with individual 
CAM002, despite their ~400-year discrepancy in radiocarbon age. 

This suggests continuity in the source of the central European 
genetic ancestry sporadically found in Etruria from the Hallstatt to 
the La Tène cultural periods.

In the last four centuries BCE, we identify a higher proportion 
than in the previous four centuries of individuals carrying nonlocal 
genetic ancestries, which show the greatest affinities to the Near 
East and northern Africa. This could be explained by increased 
interconnections between Etruria and other regions, not only for 
those societies associated with harbors but also for those in the hin-
terland. An emblematic case of such cross-continental connectivity is 
observed at the archeological site of San Germano in Vetulonia (VET), 
where even within the same tomb, there is a clear genetic transition 
from a local genetic profile in the eighth to sixth century BCE to central 
European– and north African–related ancestries in the fourth to 
third century BCE. During the latter period, a similar northern 
African genetic signal is observed in two other individuals from a 
distantly located site [Tarquinia (TAQ)]. While more data from this 
temporal horizon are needed to determine whether these findings 
represent a general phenomenon, it is possible that the arrival of 
this ancestry was influenced by the expansion of the Carthaginian 
Empire across the Mediterranean (41, 42).

The vast majority of individuals from the first millennium 
BCE, however, show large levels of genetic continuity for more than 
800 years from the post-Villanovan period to the end of the Roman 
Republic. While in Etruria we do not detect increased affinity toward 
central European ancestry, we are unable to exclude the possibility 
that admixture took place across neighboring regions between pop-
ulations with similar genetic profiles, such as with Latin-associated 
groups (table S2F). However, the marked genetic stability in Etruria 
over almost a millennium accords with the historical record, which 
describes its assimilation into the Roman Republic as a political rather 
than a demographic process, further evidenced by the maintenance 
of Etruscan culture and its language in the region for centuries (3).

By sharp contrast, all analyzed individuals from the Roman 
Imperial and Late Antique periods (1 to 500 CE) show a marked shift 
in ancestry toward populations of the eastern Mediterranean. While the 
strength of this shift might be influenced by the changing frequency 
of different burial practices—such as cremation and inhumation—
among groups through time (43, 44), it clearly depicts the role of the 
Roman Empire in the large-scale displacement of people in a time 
of enhanced upward or downward socioeconomic and geographic 
mobility. In central Italy, including around Rome itself (17), the 
incoming ancestry detected so far mainly originated from the Near 
East rather than other areas of the Empire. The genetic replacement 
of ~50% of the preceding Etruscan-related gene pool was likely 
influenced by the movement of slaves and possibly soldiers, along with 
a larger pattern of human mobility from the eastern Mediterranean 
toward Italy (45–49). In the Roman Empire, citizenship was pro-
gressively extended to more classes of free people until the Edict of 
Caracalla in 212 made it universal among them, and expanding citizen-
ship likely facilitated intermixture between local and other popu-
lations. Our new data from Etruria show that the influx of Near 
Eastern ancestry spread far beyond the greater capital region itself 
and suggest that this broader pattern of population movement may 
have affected larger portions of the Italian peninsula.

Continuing our genomic transect into the Early Middle Ages 
(500 to 1000 CE), we observe an additional genetic transition in 
some of the former Etruria territories through the spread of northern 
European–related ancestries. Admixture models are consistent with 
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this genetic component being introduced from previously published 
individuals associated with the Longobard culture, although other 
cultural groups may have contributed as well. Thus, settlers expanding 
across large parts of the Italian peninsula after the collapse of the 
Western Roman Empire and the establishment of the Longobard 
Kingdom might have left a traceable impact on the genetic landscape 
of central Italy. Last, our analyses identify broad population conti-
nuity between the Early Medieval times and today in the regions of 
Tuscany, Lazio, and Basilicata, suggesting that the main gene pool 
of present-day people from central and southern Italy was largely 
formed at least 1000 years ago.

In conclusion, our study sheds light on five main aspects of Italian 
population history. First, individuals associated with the Etruscan 
culture carried a high proportion of steppe-related ancestry, despite 
speaking a non–Indo-European language. If the Etruscan language 
was indeed a relict language that predated Bronze Age expansions, 
then it would represent one of the rare examples of language conti-
nuity despite extensive genetic discontinuity (24, 50). The steppe- 
related ancestry in Etruscans may have been mediated by Bronze Age 
Italic speakers, possibly through a prolonged admixture process 
resulting in a partial language shift. Second, after the Bronze Age 
admixture, the Etruscan-related gene pool remained generally 
homogeneous for almost 800 years, notwithstanding the sporadic 
presence of individuals of likely Near Eastern, northern African, and 
central European origins. Third, eastern Mediterranean ancestries 
replaced a large portion of the Etruscan-related genetic profile during 
the Roman Imperial period. Fourth, a substantial genetic input from 
northern European ancestries was introduced during the Early 
Middle Ages, possibly through the spread of Germanic tribes into 
the Italian peninsula. Fifth, the genetic makeup of present-day pop-
ulations from central and southern Italy was mostly in place by the 
end of the first millennium CE.

Although a broader geographic analysis of aDNA across Italy 
would be needed to substantiate the above conclusions, the obser-
vation of extremely similar ancestry shifts in Tuscany and northern 
Lazio to those reported for the city of Rome and its surroundings 
implies that historical events during the first millennium CE determined 
large-scale genetic transformations over an extended portion of 
the Italian peninsula. An analogous turnover is observed in Iberia 
between Iron Age and modern-day populations (24). This suggests 
that the Roman Empire might have left a long-lasting demographic 
contribution to the genetic profile of southern Europeans, bridging 
the gap between European and Near Eastern populations on the 
genetic map of western Eurasia. Additional archeogenetic datasets 
from other regions of the Empire will be pivotal to better pinpoint 
the genetic origins of incoming groups and to discern regionally 
specific patterns of admixture.

MATERIALS AND METHODS
Archeological sampling
The archeological material analyzed in this project derives from dif-
ferent collection campaigns. All specimens were sampled with the 
approval of the appropriate institutions for the handling of archeo-
logical samples and/or in collaboration with local scientists and 
curators listed among the authors of this study. The set of samples 
from Chiusi (Siena) derives from the Museum of Anthropology and 
Ethnology of Florence University, curated by coauthor M.Z. The 
set of samples from Tarquinia (Viterbo) derives from the Anatomy 

Institute of Leipzig University, curated by coauthor H.F. The set of 
samples from Venosa (Potenza) derives from the Museum of Civi-
lizations in Rome, Italian Ministry of Cultural Heritage (Mi-BACT), 
curated at the time of sampling by coauthor L.B. and later by coauthor 
A.S. The set of samples from Casenovole (Grosseto) derives from 
Soprintendenza per i Beni archeologici della Toscana (prot. 0002442 
16/02/2015, CI. 34.16.04/301). The set of samples from Poggio Renzo 
(Siena) derives from Soprintendenza per i Beni archeologici della 
Toscana (prot. 000954 22/06/2016, C.I. 34.16.04/280). The set of samples 
from Campiglia dei Foci (Siena), Magliano in Toscana (Grosseto), 
Marsiliana d’Albegna (Le Pianacce, Grosseto), and Volterra (Pisa) 
derives from the Superintendence of Archaeology, Fine Arts and 
Landscape for Firenze, Pistoia, and Prato, curated at the time of 
sampling by coauthor E.P. and later by coauthor A.R. The sample 
from Marsiliana d’Albegna (Poggio di Macchiabuia, Grosseto) 
derives from the Department of History and Cultural Heritage 
of Siena University, curated by coauthor A.Z. The sample from 
Chiostraccio cave derives from the Prehistory and Anthropology col-
lection of Siena University, curated by coauthor S.R. The set of samples 
from Vetulonia (Grosseto) and Poggio Pelliccia (Grosseto) derives 
from the Department of History, Archeology, Geography, Art and 
Entertainment of Florence University, curated by L.C. Authorization 
for the identification and acquisition of data from prehistoric material 
in the provinces of Siena and Grosseto is granted to the Department 
of Physical Sciences, Earth, and Environment by Soprintendenza 
per i Beni archeologici della Toscana (prot. 10413 20/06/2011, 
CI. 34.31.01/53-43). For a more detailed description of the analyzed 
sites and samples, see Supplementary Text and table S1A.

aDNA sample processing and quality control
The skeletal samples analyzed in this study were processed in 
dedicated clean room facilities at the Max Planck Institute for the 
Science of Human History in Jena, Germany (MPI-SHH); the Uni-
versity of Tübingen, Germany; and the University of Florence, Italy. 
Prior to sampling, specimens were microCT scanned and/or photo-
graphically documented as part of the processing workflow record. 
Sampling of the petrous parts of the temporal bones was performed 
by cutting the petrous bone using an electric saw and drilling the 
densest area surrounding the cochlea, as described in the work of 
Pinhasi et al. (51). Teeth were sampled by drilling from the tip of 
the root toward the crown or by sawing along the junction be-
tween root and crown and directly drilling inside the pulp chamber. 
DNA was extracted from around 50 to 100  mg of bone or tooth 
powder following an established protocol (52). Negative and cave 
bear positive controls were included in each extraction batch. 
Samples were incubated in 1 ml of extraction buffer [0.45 M EDTA 
(pH 8.0) and proteinase K (0.25 mg/ml)] at 37°C for at least 16 hours, 
in some cases followed by an additional hour at 56°C (53). The sus-
pension was centrifuged, and the supernatant was first transferred 
into a binding buffer containing guanidine hydrochloride and then 
into silica columns (High Pure Viral Nucleic Acid Large Volume 
Kit, Roche) as described in the work of Korlević et al. (54). After 
two washing steps using a wash buffer (High Pure Viral Nucleic 
Acid Kit, Roche), DNA was eluted in EBT buffer [10 mM tris-Cl 
(pH 8.5) and 0.05% Tween 20] in two rounds for a final volume of 
100 l. A double-stranded and dual-indexed Illumina DNA library 
was prepared from 20 to 25 l of each extract, following previously 
published protocols (55, 56). For most samples (table S1A), deami-
nated cytosines resulting from DNA damage were kept or partially 
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removed using a uracil-DNA-glycosylase treatment (UDG-half) that 
retains the characteristic aDNA damage pattern in the terminal two 
nucleotides at the 5′ and 3′ ends of the DNA fragments (57), while 
for one sample (UDC_P), those were entirely removed (UDG-full) 
(58). Negative and positive controls were taken alongside each experi-
ment. One aliquot of each library was quantified using IS7/IS8 
primers (55) and the DyNAmo SYBP Green quantitative polymerase 
chain reaction (qPCR) kit (Thermo Fisher Scientific) on the Light-
Cycler 480 (Roche). Subsequently, libraries were double indexed with 
unique combinations of indexes [8 base pairs (bp) in length each] 
through a 10-cycle PCR reaction using PfuTurbo DNA Polymerase 
(Agilent Technologies). After amplification, the indexed prod-
ucts were purified over MinElute columns (Qiagen), eluted in 50 l 
of EBT buffer, and quantified with IS5/IS6 primers (55), following the 
method described above. Indexed libraries were then amplified to 
reach a total of 1013 DNA copies per reaction using Herculase II Fu-
sion DNA Polymerase (Agilent Technologies) and the IS5/IS6 primer 
set. After another purification round, each amplified library was 
quantified on a TapeStation system using D1000 kit (TapeStation 
Nucleic Acid System, Agilent 4200). A 10 nM equimolar pool of all 
libraries was then prepared for shotgun sequencing. The pooled 
double-indexed libraries were sequenced on an Illumina HiSeq 
4000 instrument for a depth of ~5 million read cycles, using a single- 
end configuration (1 × 75 + 8 + 8 cycles). Libraries prepared from 
the blanks were also pooled and paired-end (2 × 50 + 8 + 8 cycles) 
shotgun sequenced on an Illumina NextSeq500 platform. Reads were 
analyzed with EAGER v1.92.59 (59) to assess human endogenous 
DNA quantity and quality. Samples that showed a percentage of 
endogenous DNA > 0.1% and the presence of the typical CtoT and 
GtoA substitutions toward the 5′ and 3′ fragment ends, respectively, 
were selected to be enriched for ~390,000 or ~1.24 million genome- 
wide informative SNPs, following an established in-solution capture 
enrichment assay (390K or 1240K capture, respectively) (60). One 
individual (UDC_P) was directly shotgun sequenced. Before cap-
ture, the selected libraries were further amplified with IS5/IS6 
primers to reach a DNA concentration of 200 to 400 ng/l and sub-
sequently quantified using a NanoDrop spectrophotometer (Thermo 
Fisher Scientific). Moreover, whole-mtDNA capture (61) was carried out 
for samples that showed low coverage of the human mitochondrial 
genome after nuclear capture enrichment. Captured DNA products 
resulting from the different enrichment strategies were either single- 
end or paired-end sequenced on an Illumina HiSeq 4000 platform.

Radiocarbon dating
For the 50 individuals selected for radiocarbon dating (Fig. 1B and 
table S1A), a sample usually below 1 g of petrous bone or tooth was 
sent to the CEZ Archaeometry gGmbH, Mannheim, Germany. Col-
lagen was extracted from the specimens, purified by ultrafiltration 
(fraction, >30 kDa), freeze-dried, and combusted to CO2 in an ele-
mental analyzer. CO2 was converted catalytically to graphite. The 
dating was performed using the MICADAS-AMS of the Klaus-Tschira- 
Archäometrie-Zentrum. The resulting 14C ages were normalized to 
d13C = −25% (62) and calibrated with the INTCAL13 dataset (63) 
using the SwissCal 1.0 software (64).

Quantification and statistical analyses
Postsequencing data processing
The sequenced libraries were demultiplexed, allowing for a maxi-
mum of one mismatch in each index, and preprocessed through the 

EAGER pipeline (v1.92.59) (59). We clipped adapter sequences and 
discarded single-end reads shorter than 30 bp using AdapterRemoval 
(v2.2.0) (65). With this tool, we also performed the merging of paired- 
end sequencing data by keeping only read pairs with an overlapping 
region of at least 10 bp. Sequences were subsequently mapped 
against the human reference genome hg19 using BWA (v0.7.12) 
(66) with seeding option disabled, stringency parameter set to 0.01, 
and a mapping quality filter of 30. Clonal molecules were then 
removed with DeDup (v0.12.2) (59), which considers both start 
and end coordinates of the reads to identify and discard identical 
sequences.
Authentication of aDNA
Before genotype calling, we estimated the level of contamination in 
the mitochondrial and nuclear genome to authenticate the retrieved 
DNA using multiple methods described below. Extraction and library 
preparation blanks were also analyzed to control for potential back-
ground contamination during the laboratory steps. (i) DNA damage 
and read lengths were inspected and quantified using mapDamage2.0 
(67). We checked for the presence of aDNA typical features as a short 
average length of the DNA sequences (~40 to 70 bp) and an increased 
proportion of miscoding lesions at the terminal positions of the mole-
cules. (ii) The genetic sex was inferred for each individual by calcu-
lating the normalized X-ratio (coverage on targeted X-chromosome 
SNPs/coverage on targeted autosomal SNPs) and Y-ratio (coverage 
on targeted Y-chromosome SNPs/coverage on targeted autosomal 
SNPs). To remove substitutions potentially deriving from aDNA dam-
age, we trimmed the first two and last two positions of each read 
(one position for the UDG-full library) and ran sex determination 
on the newly generated BAM files. The expected results for uncon-
taminated specimens are an X-ratio ~ 1 and Y-ratio ~ 0 for females 
and both X- and Y-ratio ~ 0.5 for males. Individuals that fall in an 
intermediate position between male and female are assigned to un-
determined sex and indicate the presence of DNA contamination. 
ANGSD (v0.910, method 1) (68) was next run on male individuals 
to estimate nuclear contamination by measuring the rate of hetero-
zygosity observed on polymorphic sites of the X-chromosome after 
accounting for sequencing errors in the flanking regions, which 
are likely to be monomorphic. All male samples with a level of X- 
chromosome contamination below 6% and at least 140 X-chromosome 
SNPs covered twice were considered suitable for further analyses. (iii) 
Both males and females were tested for human mitochondrial con-
tamination using schmutzi (parameters: -notusepredC –uselenght) 
(69), which iteratively determines the endogenous mtDNA sequence 
while also estimating human mitochondrial contamination given a 
comparative database of modern-day potential Eurasian contaminant 
mitogenomes. For individuals showing relatively low proportion of 
mtDNA molecules compared to the nuclear DNA (mt/nuclear DNA 
ratio < 200), mtDNA contamination estimates (below 5%) were 
considered a reliable indicator for nuclear contamination (70). Four 
of the 86 individuals reported in this study were excluded from pop-
ulation genetic analyses because of high contamination levels (ETR015 
and CSN012) or unavailability of enough SNPs covered to perform 
reliable individual-based analyses such as PCA (ETR004 and VET011), 
i.e., less than 31,000 SNPs covered on the 1240K panel and around 
half of that on the Affymetrix Human Origins panel (~600K SNPs) 
(table S1A) (71).
Genotyping and merging with datasets
To reduce the impact of deamination-induced misincorporations 
in downstream analyses, genotyping was carried out on the BAM 
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files generated after trimming 2 bp at the ends of each read for 
non-UDG and UDG-half libraries and 1 bp for the UDG-full 
library. A pseudo-haploid genotype was reconstructed for each 
individual with pileupCaller by performing a random allele call between 
high-quality bases (Phred-scaled base quality score ≥ 30) aligning to 
each 390K or 1240K SNP positions covered at least once (https://
github.com/stschiff/sequenceTools). Subsequently, genotyped data 
were merged with the Human Origins panel, the 1240K dataset 
from the Simons Genome Diversity Project (32), and ancient 
individuals reported in v37 of the dataset available at https://reich.
hms.harvard.edu, plus the addition of relevant ancient populations 
(17, 24, 72–75).
Kinship relatedness
To avoid bias caused by grouping closely related individuals into 
a population, we computed for each unique pair of individuals the 
average pairwise mismatch rate (PMR) across all autosomal SNPs 
covered at least once for both of the two individuals being com-
pared (76). PMRs were consequently used to calculate the coefficient 
of relatedness as  = ((PMR unrelated–PMR pair)/PMR identical). 
Pairs with  > 0.2 were considered first- or second-degree related, 
and for each pair, only the individual with the higher number of SNPs 
was kept for population genetic analyses. Suggested genetic kinships 
were confirmed through mtDNA and Y-chromosome haplogroups 
assessment. Two pairs of samples from Vetulonia, i.e., VET006-VET009 
and VET003-VET004, were found to belong to a single individual; 
thus, their data were merged (table S1B). Moreover, we found four 
family clusters with up to four individuals at Venosa, two family 
clusters of three individuals at Tarquinia, and kinship among four 
adult individuals at Casenovole (fig. S2).

Population genetic analyses
Principal components analysis
We used the software smartpca from the EIGENSOFT package 
(v16000) (77) to compute a West Eurasian PCA using 50 present- 
day populations genotyped for the Human Origins dataset. We pro-
jected ancient individuals with more than 15,500 overlapping SNPs 
using the option lsqproject: YES onto PC1 and PC2. Moreover, since 
the number of individuals is much lower than the number of SNPs, 
the estimated principal scores tend to be biased, exhibiting a regression 
toward 0 (28). To correct for this shrinkage effect when predicting 
PC scores, we selected in smartpca the parameter “shrinkmode: YES” 
(Figs. 2A, 3A, 4A, and 5A).

To explore at a finer scale how the genetic makeup of the ancient 
individuals under study relates to the genomic variability of present- 
day Italian populations, we merged our data with a previously pub-
lished genome-wide dataset of Italian individuals (78). The dataset 
consists of 737 individuals genotyped on the Illumina (San Diego, 
CA, USA) CoreExomeChip v.1.1 array. The individuals were select-
ed to be representative of 20 Italian provinces (i.e., the four grand-
parents born within the same province) uniformly distributed along 
the entire peninsula and the two major islands (Sardinia and Sicily; 
fig. S4). PCA was calculated on the modern Italian individuals in-
cluding 168,649 SNPs overlapping between the CoreExomeChip 
and the 1240K capture panel. The ancient individuals were then 
projected to this PCA space with the same methodology detailed  
before.
ADMIXTURE
We run the clustering algorithm ADMIXTURE (79) in unsupervised 
mode on the Human Origins dataset after the removal of individuals 

with more than 99% missing data, genetically related individuals, and 
non-European ancient individuals. Furthermore, we removed all 
pre-Nuragic ancient individuals from Sardinia (27, 35) to prevent 
ancient Sardinians maximizing a component at low K values. We 
included a subset of 20 randomly selected present-day Tuscans 
from the 1000-genome project (TSI.SG) for a total of 4118 individuals. 
After linkage disequilibrium (LD)–based SNP pruning (--indep- 
pairwise 200 25 0.2), we performed five independent runs for 
K between 3 and 16. In Fig. 2 (B and C), we report K = 11, which 
had the second lowest cross validation error after K = 13 for the run 
with the lowest likelihood where Iranian Neolithic and Steppe- related 
ancestries were distinguished in two distinct components.
F-statistics
F3-f4 statistics were calculated using the ADMIXTOOLS suite 
(https://github.com/DReichLab) on the 1240K dataset. F4-statistics 
were initially used to define genetic groups as f4(Onge.DG, X, Cluster, 
Individual) where X are the cornerstones of West Eurasian genetic 
variation [WHG, Anatolia_N, Morocco_EN, Morocco_Iberomaurusian, 
Russia_Yamnaya_Samara, Iran_Ganj_Dareh_N, and EHG (three 
Karelia_HG, one Samara_HG, and one Popovo)], and Cluster are 
individuals from the same temporal intervals closely related in PCA 
space (C.Italy_Etruscan, C.Italy_Imperial, S.Italy_Venosa, C.Italy_
Early.Medieval, and C.Italy_Etruscan.Afr). Individual MAS001, 
VEN002, ETR014, and VET006.9 provided at least one comparison 
with Zscore > |3| and were analyzed separately like UDC_P, the 
only individual whose genome-wide data are produced through 
shotgun sequencing rather than through capture (table S2A).

The presence of admixture between C.Italy_Etruscan and 29 
present-day African, European, and Near Eastern populations or 
256 ancient West Eurasian and African populations was initially 
measured with the statistic f3(C.Italy_Etruscan, present-day and 
ancient populations; Test) where Test was C.Italy_Etruscan.Ceu, 
C.Italy_Etruscan.Afr, C.Italy_Imperial, and C.Italy_Early.Medieval 
(table S4, A and B). Similarly, we determined whether C.Italy_Etruscan 
and C.Italy_Imperial are consistent with forming a clade with Test 
in the f4(Onge.DG, present-day and ancient populations; C.Italy_
Etruscan/C.Italy_Imperial, Test) (table S2, B to D). For the youngest 
clusters in our dataset (C.Italy_Early.Medieval and S.Italy_Venosa), this 
test was performed in comparison to present-day populations with 
f4(Onge.DG, present-day populations; C.Italy_Early.Medieval/ 
S.Italy_Venosa, Y) where Y are present-day populations from Italy 
and Greece (Bergamo.DG, Tuscan.DG, Greek.DG, and TSI.SG) 
(table S2E).

Comparisons with individuals from ancient Rome were performed 
with f4-statistics after removing PCA outliers from each group de-
scribed in the work of Antonio et al. (17) (table S2F). To inspect 
whether Neolithic and Copper Age individuals from Rome are closer 
to Iron Age and Republic period individuals from Rome or from 
Tuscany/northern Lazio, we performed f4(Onge.DG, Rome_Neolithic/
Rome_CopperAge; C.Italy_Etruscan_UDC_P, Rome_Iron_Republic). 
Moreover, we evaluated whether Neolithic, Copper Age, and Iron 
Age/Republic period individuals from Rome have more affinity to 
the C.Italy_Etruscan cluster split into pre- and post-Roman Republic 
(preRR and postRR, respectively) with f4(Onge.DG, Rome_Neolithic/
Rome_CopperAge/Rome_Iron_Republic; C.Italy_Etruscan_preRR, 
C.Italy_Etruscan_postRR). In addition, we tested whether the 
C.Italy_Etruscan cluster is closer to Iron Age individuals from 
Rome associated to the Etruscan or Latin culture with f4(Onge.DG, 
C.Italy_Etruscan;Rome_IronAge_Latin, Rome_IronAge_Etruscan). 
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Last, the highest affinity between Rome_Iron_Republic and 
C.Italy_Etruscan rather than other central Italy genetic clusters 
identified here was confirmed with f4(Onge.DG, Rome_Iron_Republic; 
C.Italy_Etruscan, Cluster) (table S2F).
qpAdm modeling
The software qpAdm v810 was used on the 1240K dataset to test 
two populations being consistent (P value above 0.05) to be equally 
related to a set of reference groups or to model one population re-
sulting from the admixture of two source populations (one-way and 
two-way admixture, respectively). Initially, all newly produced 
genetic clusters from Iron Age and Republic period Central Italy 
(C.Italy_Etruscan, C.Italy_Etruscan.Afr, C.Italy_Etruscan.Ceu, C.Italy_
Etruscan_MAS001, and C.Italy_Etruscan.Afr_VET006.9) were tested 
as deriving entirely from contemporaneous or older West Eurasian 
populations (145 ancient groups from Bronze Age and Iron Age) in 
comparison to a set of 15 reference groups (Ethiopia_4500BP.SG, 
Ust_Ishim_HG.DG, Russia_Kostenki14, Belgium_GoyetQ116_1, 
Czech_Vestonice16, Russia_MA1_HG.SG, Italy_Villabruna, EHG, Iran_
Ganj_Dareh_N, Jordan_PPNB, Israel_Raqefet_M_Natufian, 
Morocco_Iberomaurusian, Anatolia_N, Germany_LBK_EN, and 
Russia_Yamnaya_Samara) (table S4A). Afterward, the same groups 
were modeled as a two-way admixture between previously published 
Neolithic to Bronze Age individuals from Italy and either Russia_
Yamnaya_Samara or Germany_Bell_Beaker (table S4B). This test was 
repeated with C.Italy_Etruscan added to the reference population set 
(table S4C). In addition, we tested the possibility that the two indi-
viduals grouped in C.Italy_Etruscan.Ceu (VET005 and CAM002) are 
recently admixed between C.Italy_Etruscan and Germany_Bell_Beaker 
using the tool DATES (25), which studies ancestry covariance pat-
terns of two sources to infer how long they admixed before the date of 
a studied individual. Furthermore, contemporaneous and immedi-
ately younger clusters than C.Italy_Etruscan (i.e., C.Italy_Etruscan.
Afr, C.Italy_Etruscan.Ceu, C.Italy_Etruscan_MAS001, C.Italy_Etruscan.
Afr_VET006.9, and C.Italy_Imperial) were tested as mixtures be-
tween C.Italy_Etruscan and the 158 ancient groups from Bronze Age 
and Iron Age West Eurasia and North Africa, using the same set of 
reference populations as outgroup plus Italy_Remedello_BA.SG 
(table S4D). Similarly, C.Italy_Early.Medieval and C.Italy_Early.
Medieval_ETR014 were modeled as a two-way admixture between 
the preceding C.Italy_Imperial cluster and 59 ancient West Eurasian 
groups mainly dated after the Bronze Age (table S4E). Last, we attempted 
to model present-day Italian populations (Bergamo.DG, Tuscan.DG, 
and TSI.SG) as resulting from a two-way admixture between 
C.Italy_Early.Medieval and 46 post-Bronze Age ancient West Eurasian 
groups (table S4F).

To increase resolution in discerning admixture patterns or 
continuity in the last time slice of our temporal transect, from Early 
Medieval to current populations from the same region, we performed 
qpAdm analyses on the Human Origins dataset using 17 present- 
day populations in the reference set (Ami, Basque, BedouinB, Biaka, 
Chukchi, Eskimo_Naukan, Han, Iranian, Ju_hoan_North, Karitiana, 
Mbuti, Papuan, Russian, Sardinian, She, Ulchi, and Yoruba). We tested 
whether any present-day Italian population in this dataset (Sicilian, 
Italian_South, Italian_North, TSI.SG, Bergamo.DG, and Tuscan.DG) 
is consistent deriving directly (one-way) from one of the newly de-
fined genetic clusters (table S4G).

We lastly explored the possibility of modeling all newly defined 
genetic groups from central Italy as a mixture of maximum of five 
distal genetic components (table S4H) represented by Anatolia_N, 

WHG (LaBrana1.SG, Loschbour.DG, and KO1.SG), Russia_Yamnaya_
Samara, Iran_Ganj_Dareh_N, and Morocco_EN compared to a set of 
10 reference populations [Ethiopia_4500BP.SG, Ust_Ishim_HG.DG, 
Czech_Vestonice16, Russia_MA1_HG.SG, Italy_Villabruna, EHG, 
Caucasus hunter-gatherers (CHG; Georgia_Kotias.SG and Georgia_
Satsurblia.SG), Jordan_PPNB, Israel_Raqefet_M_Natufian, and 
Morocco_Iberomaurusian]. We started to model each group repre-
sented by more than one individual in this study as a five-way 
admixture then identified the nested models that minimize the 
number of sources, and lastly, we rerun the program including only 
those sources. For C.Italy_Etruscan and C.Italy_Etruscan.Ceu, the 
three-way admixture models between Anatolia_N, WHG, and Russia_
Yamnaya_Samara were repeated, this time including Iran_Ganj_
Dareh_N to the reference group to test for the presence of the latter 
component in the newly produced Iron Age genomes from central 
Italy (table S4H).
Haplogroup assignment of uniparental markers
mtDNA analyses were first performed on 1240K captured data. 
Samples that returned insufficient data to reliably determine the 
mtDNA haplogroup were selected for mtDNA enrichment. The 
1240K and mtDNA captured sequences were preprocessed with 
EAGER (v1.92.59) as described above and aligned to the mitochon-
drial reference genome (rCRS) using CircularMapper, a tool that takes 
into account the circularity of the mtDNA (59). We reconstructed 
the endogenous mitochondrial consensus sequences with the log-
2fasta program as part of the schmutzi package (69) and applied a 
quality filter of more or equal to q10, q20, and q30. The resulting con-
sensus sequences were then analyzed with HaploFind (80) to deter-
mine the corresponding mtDNA haplogroups. Reads with mapping 
quality of ≥30 and base quality of ≥30 overlapping Y-chromosome 
SNPs found in the ISOGG database [v.15.64 (www.isogg.org/tree)] 
were genotyped and manually assigned to Y-chromosome haplogroups 
(table S1A and fig. S5) (81).

SUPPLEMENTARY MATERIALS
Supplementary material for this article is available at https://science.org/doi/10.1126/
sciadv.abi7673

REFERENCES AND NOTES
 1. M. Pallottino, Etruscologia (Hoepli, 1984).
 2. S. Marchesini, Le lingue frammentarie dell'Italia antica: Manuale per lo studio delle lingue 

preromane (Hoepli, 2009).
 3. G. Barker, T. Rasmussen, The Etruscans (Wiley-Blackwell, 2000).
 4. M. Pallottino, The Etruscans (Indiana Univ. Press, 1975).
 5. G. Bonfante, L. Bonfante, The Etruscan Language: An Introduction, Revised Editon 

(Manchester Univ. Press, 2002).
 6. G. Camporeale, Gli Etruschi Storia e civiltà (Utet, 2015).
 7. V. Bellelli, Le origini degli Etruschi: Storia, archeologia, antropologia (L’Erma di 

Bretschneider, 2012).
 8. P. Perkins, DNA and Etruscan Identity (De Gruyter, 2017).
 9. A. Achilli, A. Olivieri, M. Pala, E. Metspalu, S. Fornarino, V. Battaglia, M. Accetturo, I. Kutuev, 

E. Khusnutdinova, E. Pennarun, N. Cerutti, C. Di Gaetano, F. Crobu, D. Palli, G. Matullo, 
A. S. Santachiara-Benerecetti, L. L. Cavalli-Sforza, O. Semino, R. Villems, H.-J. Bandelt, 
A. Piazza, A. Torroni, Mitochondrial DNA variation of modern Tuscans supports the near 
eastern origin of Etruscans. Am. J. Hum. Genet. 80, 759–768 (2007).

 10. F. Brisighelli, C. Capelli, V. Álvarez-Iglesias, V. Onofri, G. Paoli, S. Tofanelli, Á. Carracedo, 
V. L. Pascali, A. Salas, The Etruscan timeline: A recent Anatolian connection. Eur. J. Hum. 
Genet. 17, 693–696 (2009).

 11. F. Tassi, S. Ghirotto, D. Caramelli, G. Barbujani, Genetic evidence does not support 
an Etruscan origin in Anatolia. Am. J. Phys. Anthropol. 152, 11–18 (2013).

 12. S. Ghirotto, F. Tassi, E. Fumagalli, V. Colonna, A. Sandionigi, M. Lari, S. Vai, E. Petiti, G. Corti, 
E. Rizzi, G. de Bellis, D. Caramelli, G. Barbujani, Origins and evolution of the Etruscans' 
mtDNA. PLOS ONE 8, e55519 (2013).

D
ow

nloaded from
 https://w

w
w

.science.org at U
N

IV
E

R
SIT

A
 D

E
G

L
I ST

U
D

I D
I SIE

N
A

 on Septem
ber 30, 2021

http://www.isogg.org/tree
https://science.org/doi/10.1126/sciadv.abi7673
https://science.org/doi/10.1126/sciadv.abi7673


Posth et al., Sci. Adv. 2021; 7 : eabi7673     24 September 2021

S C I E N C E  A D V A N C E S  |  R E S E A R C H  A R T I C L E

12 of 15

 13. E. M. S. Belle, U. Ramakrishnan, J. L. Mountain, G. Barbujani, Serial coalescent simulations 
suggest a weak genealogical relationship between Etruscans and modern Tuscans.  
Proc. Natl. Acad. Sci. U.S.A. 103, 8012–8017 (2006).

 14. A. Keller, A. Graefen, M. Ball, M. Matzas, V. Boisguerin, F. Maixner, P. Leidinger, C. Backes, 
R. Khairat, M. Forster, B. Stade, A. Franke, J. Mayer, J. Spangler, S. McLaughlin, M. Shah, 
C. Lee, T. T. Harkins, A. Sartori, A. Moreno-Estrada, B. Henn, M. Sikora, O. Semino, 
J. Chiaroni, S. Rootsi, N. M. Myres, V. M. Cabrera, P. A. Underhill, C. D. Bustamante, 
E. E. Vigl, M. Samadelli, G. Cipollini, J. Haas, H. Katus, B. D. O'Connor, M. R. J. Carlson, 
B. Meder, N. Blin, E. Meese, C. M. Pusch, A. Zink, New insights into the Tyrolean Iceman's 
origin and phenotype as inferred by whole-genome sequencing. Nat. Commun. 3, 698 
(2012).

 15. M. E. Allentoft, M. Sikora, K.-G. Sjögren, S. Rasmussen, M. Rasmussen, J. Stenderup, 
P. B. Damgaard, H. Schroeder, T. Ahlström, L. Vinner, A.-S. Malaspinas, A. Margaryan, 
T. Higham, D. Chivall, N. Lynnerup, L. Harvig, J. Baron, P. D. Casa, P. Dąbrowski, P. R. Duffy, 
A. V. Ebel, A. Epimakhov, K. Frei, M. Furmanek, T. Gralak, A. Gromov, S. Gronkiewicz, 
G. Grupe, T. Hajdu, R. Jarysz, V. Khartanovich, A. Khokhlov, V. Kiss, J. Kolář, A. Kriiska, 
I. Lasak, C. Longhi, G. McGlynn, A. Merkevicius, I. Merkyte, M. Metspalu, R. Mkrtchyan, 
V. Moiseyev, L. Paja, G. Pálfi, D. Pokutta, Ł. Pospieszny, T. D. Price, L. Saag, M. Sablin, 
N. Shishlina, V. Smrčka, V. I. Soenov, V. Szeverényi, G. Tóth, S. V. Trifanova, L. Varul, 
M. Vicze, L. Yepiskoposyan, V. Zhitenev, L. Orlando, T. Sicheritz-Pontén, S. Brunak, 
R. Nielsen, K. Kristiansen, E. Willerslev, Population genomics of Bronze Age Eurasia. Nature 
522, 167–172 (2015).

 16. I. Olalde, S. Brace, M. E. Allentoft, I. Armit, K. Kristiansen, T. Booth, N. Rohland, S. Mallick, 
A. Szécsényi-Nagy, A. Mittnik, E. Altena, M. Lipson, I. Lazaridis, T. K. Harper, N. Patterson, 
N. Broomandkhoshbacht, Y. Diekmann, Z. Faltyskova, D. Fernandes, M. Ferry, E. Harney, 
P. de Knijff, M. Michel, J. Oppenheimer, K. Stewardson, A. Barclay, K. W. Alt, C. Liesau, 
P. Ríos, C. Blasco, J. V. Miguel, R. M. García, A. A. Fernández, E. Bánffy, M. Bernabò-Brea, 
D. Billoin, C. Bonsall, L. Bonsall, T. Allen, L. Büster, S. Carver, L. C. Navarro, O. E. Craig, 
G. T. Cook, B. Cunliffe, A. Denaire, K. E. Dinwiddy, N. Dodwell, M. Ernée, C. Evans, 
M. Kuchařík, J. F. Farré, C. Fowler, M. Gazenbeek, R. G. Pena, M. Haber-Uriarte, E. Haduch, 
G. Hey, N. Jowett, T. Knowles, K. Massy, S. Pfrengle, P. Lefranc, O. Lemercier, A. Lefebvre, 
C. H. Martínez, V. G. Olmo, A. B. Ramírez, J. L. Maurandi, T. Majó, J. I. McKinley, 
K. McSweeney, B. G. Mende, A. Modi, G. Kulcsár, V. Kiss, A. Czene, R. Patay, A. Endrődi, 
K. Köhler, T. Hajdu, T. Szeniczey, J. Dani, Z. Bernert, M. Hoole, O. Cheronet, D. Keating, 
P. Velemínský, M. Dobeš, F. Candilio, F. Brown, R. F. Fernández, A.-M. Herrero-Corral, 
S. Tusa, E. Carnieri, L. Lentini, A. Valenti, A. Zanini, C. Waddington, G. Delibes, 
E. Guerra-Doce, B. Neil, M. Brittain, M. Luke, R. Mortimer, J. Desideri, M. Besse, G. Brücken, 
M. Furmanek, A. Hałuszko, M. Mackiewicz, A. Rapiński, S. Leach, I. Soriano, K. T. Lillios, 
J. L. Cardoso, M. P. Pearson, P. Włodarczak, T. D. Price, P. Prieto, P. J. Rey, R. Risch, 
M. A. Rojo Guerra, A. Schmitt, J. Serralongue, A. M. Silva, V. Smrčka, L. Vergnaud, J. Zilhão, 
D. Caramelli, T. Higham, M. G. Thomas, D. J. Kennett, H. Fokkens, V. Heyd, A. Sheridan, 
K.-G. Sjögren, P. W. Stockhammer, J. Krause, R. Pinhasi, W. Haak, I. Barnes, C. Lalueza-Fox, 
D. Reich, The Beaker phenomenon and the genomic transformation of northwest Europe. 
Nature 555, 190–196 (2018).

 17. M. L. Antonio, Z. Gao, H. M. Moots, M. Lucci, F. Candilio, S. Sawyer, V. Oberreiter, 
D. Calderon, K. Devitofranceschi, R. C. Aikens, S. Aneli, F. Bartoli, A. Bedini, O. Cheronet, 
D. J. Cotter, D. M. Fernandes, G. Gasperetti, R. Grifoni, A. Guidi, F. la Pastina, E. Loreti, 
D. Manacorda, G. Matullo, S. Morretta, A. Nava, V. Fiocchi Nicolai, F. Nomi, C. Pavolini, 
M. Pentiricci, P. Pergola, M. Piranomonte, R. Schmidt, G. Spinola, A. Sperduti, M. Rubini, 
L. Bondioli, A. Coppa, R. Pinhasi, J. K. Pritchard, Ancient Rome: A genetic crossroads 
of Europe and the Mediterranean. Science 366, 708–714 (2019).

 18. T. Saupe, F. Montinaro, C. Scaggion, N. Carrara, T. Kivisild, E. D’Atanasio, R. Hui, A. Solnik, 
O. Lebrasseur, G. Larson, L. Alessandri, I. Arienzo, F. de Angelis, M. F. Rolfo, R. Skeates, 
L. Silvestri, J. Beckett, S. Talamo, A. Dolfini, M. Miari, M. Metspalu, S. Benazzi, C. Capelli, 
L. Pagani, C. L. Scheib, Ancient genomes reveal structural shifts after the arrival 
of Steppe-related ancestry in the Italian Peninsula. Curr. Biol. 31, 2576–2591.e12 (2021).

 19. W. Haak, I. Lazaridis, N. Patterson, N. Rohland, S. Mallick, B. Llamas, G. Brandt, 
S. Nordenfelt, E. Harney, K. Stewardson, Q. Fu, A. Mittnik, E. Bánffy, C. Economou, 
M. Francken, S. Friederich, R. G. Pena, F. Hallgren, V. Khartanovich, A. Khokhlov, M. Kunst, 
P. Kuznetsov, H. Meller, O. Mochalov, V. Moiseyev, N. Nicklisch, S. L. Pichler, R. Risch, 
M. A. Rojo Guerra, C. Roth, A. Szécsényi-Nagy, J. Wahl, M. Meyer, J. Krause, D. Brown, 
D. Anthony, A. Cooper, K. W. Alt, D. Reich, Massive migration from the steppe 
was a source for Indo-European languages in Europe. Nature 522, 207–211 (2015).

 20. I. Mathieson, I. Lazaridis, N. Rohland, S. Mallick, N. Patterson, S. A. Roodenberg, E. Harney, 
K. Stewardson, D. Fernandes, M. Novak, K. Sirak, C. Gamba, E. R. Jones, B. Llamas, 
S. Dryomov, J. Pickrell, J. L. Arsuaga, J. M. B. de Castro, E. Carbonell, F. Gerritsen, 
A. Khokhlov, P. Kuznetsov, M. Lozano, H. Meller, O. Mochalov, V. Moiseyev, 
M. A. R. Guerra, J. Roodenberg, J. M. Vergès, J. Krause, A. Cooper, K. W. Alt, D. Brown, 
D. Anthony, C. Lalueza-Fox, W. Haak, R. Pinhasi, D. Reich, Genome-wide patterns 
of selection in 230 ancient Eurasians. Nature 528, 499–503 (2015).

 21. I. Lazaridis, N. Patterson, A. Mittnik, G. Renaud, S. Mallick, K. Kirsanow, P. H. Sudmant, 
J. G. Schraiber, S. Castellano, M. Lipson, B. Berger, C. Economou, R. Bollongino, Q. Fu, 

K. I. Bos, S. Nordenfelt, H. Li, C. de Filippo, K. Prüfer, S. Sawyer, C. Posth, W. Haak, 
F. Hallgren, E. Fornander, N. Rohland, D. Delsate, M. Francken, J.-M. Guinet, J. Wahl, 
G. Ayodo, H. A. Babiker, G. Bailliet, E. Balanovska, O. Balanovsky, R. Barrantes, G. Bedoya, 
H. Ben-Ami, J. Bene, F. Berrada, C. M. Bravi, F. Brisighelli, G. B. J. Busby, F. Cali, 
M. Churnosov, D. E. C. Cole, D. Corach, L. Damba, G. van Driem, S. Dryomov,  
J.-M. Dugoujon, S. A. Fedorova, I. Gallego Romero, M. Gubina, M. Hammer, B. M. Henn, 
T. Hervig, U. Hodoglugil, A. R. Jha, S. Karachanak-Yankova, R. Khusainova, 
E. Khusnutdinova, R. Kittles, T. Kivisild, W. Klitz, V. Kučinskas, A. Kushniarevich, L. Laredj, 
S. Litvinov, T. Loukidis, R. W. Mahley, B. Melegh, E. Metspalu, J. Molina, J. Mountain, 
K. Näkkäläjärvi, D. Nesheva, T. Nyambo, L. Osipova, J. Parik, F. Platonov, O. Posukh, 
V. Romano, F. Rothhammer, I. Rudan, R. Ruizbakiev, H. Sahakyan, A. Sajantila, A. Salas, 
E. B. Starikovskaya, A. Tarekegn, D. Toncheva, S. Turdikulova, I. Uktveryte, O. Utevska, 
R. Vasquez, M. Villena, M. Voevoda, C. A. Winkler, L. Yepiskoposyan, P. Zalloua, 
T. Zemunik, A. Cooper, C. Capelli, M. G. Thomas, A. Ruiz-Linares, S. A. Tishkoff, L. Singh, 
K. Thangaraj, R. Villems, D. Comas, R. Sukernik, M. Metspalu, M. Meyer, E. E. Eichler, 
J. Burger, M. Slatkin, S. Pääbo, J. Kelso, D. Reich, J. Krause, Ancient human genomes 
suggest three ancestral populations for present-day Europeans. Nature 513, 409–413 
(2014).

 22. J. P. Mallory, In search of the Indo-Europeans: Language, Archaeology, and Myth (Thames 
and Hudson, 1989), p. 288.

 23. O. Schrader, Sprachvergleichung und Urgeschichte: Linguistisch-historische Beiträge zur 
Erforschung des indogermanischen Altertums (H. Costenoble, 1907), vol. 2.

 24. I. Olalde, S. Mallick, N. Patterson, N. Rohland, V. Villalba-Mouco, M. Silva, K. Dulias, 
C. J. Edwards, F. Gandini, M. Pala, P. Soares, M. Ferrando-Bernal, N. Adamski, 
N. Broomandkhoshbacht, O. Cheronet, B. J. Culleton, D. Fernandes, A. M. Lawson, M. Mah, 
J. Oppenheimer, K. Stewardson, Z. Zhang, J. M. Jiménez Arenas, I. J. Toro Moyano, 
D. C. Salazar-García, P. Castanyer, M. Santos, J. Tremoleda, M. Lozano, P. García Borja, 
J. Fernández-Eraso, J. A. Mujika-Alustiza, C. Barroso, F. J. Bermúdez, E. Viguera Mínguez, 
J. Burch, N. Coromina, D. Vivó, A. Cebrià, J. M. Fullola, O. García-Puchol, J. I. Morales, 
F. X. Oms, T. Majó, J. M. Vergès, A. Díaz-Carvajal, I. Ollich-Castanyer, F. J. López-Cachero, 
A. M. Silva, C. Alonso-Fernández, G. Delibes de Castro, J. Jiménez Echevarría, A. Moreno-Márquez, 
G. Pascual Berlanga, P. Ramos-García, J. Ramos-Muñoz, E. Vijande Vila, G. Aguilella Arzo, 
Á. Esparza Arroyo, K. T. Lillios, J. Mack, J. Velasco-Vázquez, A. Waterman, 
L. Benítez de Lugo Enrich, M. Benito Sánchez, B. Agustí, F. Codina, G. de Prado, 
A. Estalrrich, Á. Fernández Flores, C. Finlayson, G. Finlayson, S. Finlayson, F. Giles-Guzmán, 
A. Rosas, V. Barciela González, G. García Atiénzar, M. S. Hernández Pérez, A. Llanos, 
Y. Carrión Marco, I. Collado Beneyto, D. López-Serrano, M. Sanz Tormo, A. C. Valera, 
C. Blasco, C. Liesau, P. Ríos, J. Daura, M. J. de Pedro Michó, A. A. Diez-Castillo, 
R. Flores Fernández, J. Francès Farré, R. Garrido-Pena, V. S. Gonçalves, E. Guerra-Doce, 
A. M. Herrero-Corral, J. Juan-Cabanilles, D. López-Reyes, S. B. McClure, M. Merino Pérez, 
A. Oliver Foix, M. Sanz Borràs, A. C. Sousa, J. M. Vidal Encinas, D. J. Kennett, M. B. Richards, 
K. Werner Alt, W. Haak, R. Pinhasi, C. Lalueza-Fox, D. Reich, The genomic history 
of the Iberian Peninsula over the past 8000 years. Science 363, 1230–1234 (2019).

 25. V. M. Narasimhan, N. Patterson, P. Moorjani, N. Rohland, R. Bernardos, S. Mallick, 
I. Lazaridis, N. Nakatsuka, I. Olalde, M. Lipson, A. M. Kim, L. M. Olivieri, A. Coppa, M. Vidale, 
J. Mallory, V. Moiseyev, E. Kitov, J. Monge, N. Adamski, N. Alex, N. Broomandkhoshbacht, 
F. Candilio, K. Callan, O. Cheronet, B. J. Culleton, M. Ferry, D. Fernandes, S. Freilich, 
B. Gamarra, D. Gaudio, M. Hajdinjak, É. Harney, T. K. Harper, D. Keating, A. M. Lawson, 
M. Mah, K. Mandl, M. Michel, M. Novak, J. Oppenheimer, N. Rai, K. Sirak, V. Slon, 
K. Stewardson, F. Zalzala, Z. Zhang, G. Akhatov, A. N. Bagashev, A. Bagnera, B. Baitanayev, 
J. Bendezu-Sarmiento, A. A. Bissembaev, G. L. Bonora, T. T. Chargynov, T. Chikisheva, 
P. K. Dashkovskiy, A. Derevianko, M. Dobeš, K. Douka, N. Dubova, M. N. Duisengali, 
D. Enshin, A. Epimakhov, A. V. Fribus, D. Fuller, A. Goryachev, A. Gromov, S. P. Grushin, 
B. Hanks, M. Judd, E. Kazizov, A. Khokhlov, A. P. Krygin, E. Kupriyanova, P. Kuznetsov, 
D. Luiselli, F. Maksudov, A. M. Mamedov, T. B. Mamirov, C. Meiklejohn, D. C. Merrett, 
R. Micheli, O. Mochalov, S. Mustafokulov, A. Nayak, D. Pettener, R. Potts, D. Razhev, 
M. Rykun, S. Sarno, T. M. Savenkova, K. Sikhymbaeva, S. M. Slepchenko, O. A. Soltobaev, 
N. Stepanova, S. Svyatko, K. Tabaldiev, M. Teschler-Nicola, A. A. Tishkin, V. V. Tkachev, 
S. Vasilyev, P. Velemínský, D. Voyakin, A. Yermolayeva, M. Zahir, V. S. Zubkov, A. Zubova, 
V. S. Shinde, C. Lalueza-Fox, M. Meyer, D. Anthony, N. Boivin, K. Thangaraj, D. J. Kennett, 
M. Frachetti, R. Pinhasi, D. Reich, The formation of human populations in South 
and Central Asia. Science 365, eaat7487 (2019).

 26. V. J. Schuenemann, A. Peltzer, B. Welte, W. P. van Pelt, M. Molak, C.-C. Wang, 
A. Furtwängler, C. Urban, E. Reiter, K. Nieselt, B. Teßmann, M. Francken, K. Harvati, 
W. Haak, S. Schiffels, J. Krause, Ancient Egyptian mummy genomes suggest an increase 
of Sub-Saharan African ancestry in post-Roman periods. Nat. Commun. 8, 15694 (2017).

 27. D. M. Fernandes, A. Mittnik, I. Olalde, I. Lazaridis, O. Cheronet, N. Rohland, S. Mallick, 
R. Bernardos, N. Broomandkhoshbacht, J. Carlsson, B. J. Culleton, M. Ferry, B. Gamarra, 
M. Lari, M. Mah, M. Michel, A. Modi, M. Novak, J. Oppenheimer, K. A. Sirak, K. Stewardson, 
K. Mandl, C. Schattke, K. T. Özdoğan, M. Lucci, G. Gasperetti, F. Candilio, G. Salis, S. Vai, 
E. Camarós, C. Calò, G. Catalano, M. Cueto, V. Forgia, M. Lozano, E. Marini, M. Micheletti, 
R. M. Miccichè, M. R. Palombo, D. Ramis, V. Schimmenti, P. Sureda, L. Teira, M. Teschler-Nicola, 

D
ow

nloaded from
 https://w

w
w

.science.org at U
N

IV
E

R
SIT

A
 D

E
G

L
I ST

U
D

I D
I SIE

N
A

 on Septem
ber 30, 2021



Posth et al., Sci. Adv. 2021; 7 : eabi7673     24 September 2021

S C I E N C E  A D V A N C E S  |  R E S E A R C H  A R T I C L E

13 of 15

D. J. Kennett, C. Lalueza-Fox, N. Patterson, L. Sineo, A. Coppa, D. Caramelli, R. Pinhasi, 
D. Reich, The spread of steppe and Iranian-related ancestry in the islands of the western 
Mediterranean. Nat. Ecol. Evol. 4, 334–345 (2020).

 28. A. Raveane, S. Aneli, F. Montinaro, G. Athanasiadis, S. Barlera, G. Birolo, G. Boncoraglio, 
A. M. Di Blasio, C. Di Gaetano, L. Pagani, S. Parolo, P. Paschou, A. Piazza, 
G. Stamatoyannopoulos, A. Angius, N. Brucato, F. Cucca, G. Hellenthal, A. Mulas, 
M. Peyret-Guzzon, M. Zoledziewska, A. Baali, C. Bycroft, M. Cherkaoui, J. Chiaroni, 
J. Di Cristofaro, C. Dina, J. M. Dugoujon, P. Galan, J. Giemza, T. Kivisild, S. Mazieres, 
M. Melhaoui, M. Metspalu, S. Myers, L. Pereira, F. X. Ricaut, F. Brisighelli, I. Cardinali, 
V. Grugni, H. Lancioni, V. L. Pascali, A. Torroni, O. Semino, G. Matullo, A. Achilli, A. Olivieri, 
C. Capelli, Population structure of modern-day Italians reveals patterns of ancient 
and archaic ancestries in Southern Europe. Sci. Adv. 5, eaaw3492 (2019).

 29. A. B. Knapp, P. Van Dommelen, The Cambridge Prehistory of the Bronze and Iron Age 
Mediterranean (Cambridge Univ. Press, 2015).

 30. The 1000 Genomes Project Consortium, A global reference for human genetic variation. 
Nature 526, 68–74 (2015).

 31. C. E. G. Amorim, S. Vai, C. Posth, A. Modi, I. Koncz, S. Hakenbeck, M. C. la Rocca, B. Mende, 
D. Bobo, W. Pohl, L. P. Baricco, E. Bedini, P. Francalacci, C. Giostra, T. Vida, D. Winger, 
U. von Freeden, S. Ghirotto, M. Lari, G. Barbujani, J. Krause, D. Caramelli, P. J. Geary, 
K. R. Veeramah, Understanding 6th-century barbarian social organization and migration 
through paleogenomics. Nat. Commun. 9, 3547 (2018).

 32. S. Mallick, H. Li, M. Lipson, I. Mathieson, M. Gymrek, F. Racimo, M. Zhao, N. Chennagiri, 
S. Nordenfelt, A. Tandon, P. Skoglund, I. Lazaridis, S. Sankararaman, Q. Fu, N. Rohland, 
G. Renaud, Y. Erlich, T. Willems, C. Gallo, J. P. Spence, Y. S. Song, G. Poletti, F. Balloux, 
G. van Driem, P. de Knijff, I. G. Romero, A. R. Jha, D. M. Behar, C. M. Bravi, C. Capelli, 
T. Hervig, A. Moreno-Estrada, O. L. Posukh, E. Balanovska, O. Balanovsky, S. Karachanak-Yankova, 
H. Sahakyan, D. Toncheva, L. Yepiskoposyan, C. Tyler-Smith, Y. Xue, M. S. Abdullah, 
A. Ruiz-Linares, C. M. Beall, A. di Rienzo, C. Jeong, E. B. Starikovskaya, E. Metspalu, J. Parik, 
R. Villems, B. M. Henn, U. Hodoglugil, R. Mahley, A. Sajantila, G. Stamatoyannopoulos, 
J. T. S. Wee, R. Khusainova, E. Khusnutdinova, S. Litvinov, G. Ayodo, D. Comas, 
M. F. Hammer, T. Kivisild, W. Klitz, C. A. Winkler, D. Labuda, M. Bamshad, L. B. Jorde, 
S. A. Tishkoff, W. S. Watkins, M. Metspalu, S. Dryomov, R. Sukernik, L. Singh, K. Thangaraj, 
S. Pääbo, J. Kelso, N. Patterson, D. Reich, The Simons Genome Diversity Project: 300 
Genomes from 142 diverse populations. Nature 538, 201–206 (2016).

 33. G. Fiorito, C. Di Gaetano, S. Guarrera, F. Rosa, M. W. Feldman, A. Piazza, G. Matullo, The 
Italian genome reflects the history of Europe and the Mediterranean basin. Eur. J. Hum. 
Genet. 24, 1056–1062 (2015).

 34. M. Sazzini, P. Abondio, S. Sarno, G. A. Gnecchi-Ruscone, M. Ragno, C. Giuliani, S. De Fanti, 
C. Ojeda-Granados, A. Boattini, J. Marquis, A. Valsesia, J. Carayol, F. Raymond, C. Pirazzini, 
E. Marasco, A. Ferrarini, L. Xumerle, S. Collino, D. Mari, B. Arosio, D. Monti, G. Passarino, 
P. D’Aquila, D. Pettener, D. Luiselli, G. Castellani, M. Delledonne, P. Descombes, 
C. Franceschi, P. Garagnani, Genomic history of the Italian population recapitulates key 
evolutionary dynamics of both Continental and Southern Europeans. BMC Biol. 18, 51 
(2020).

 35. J. H. Marcus, C. Posth, H. Ringbauer, L. Lai, R. Skeates, C. Sidore, J. Beckett, A. Furtwängler, 
A. Olivieri, C. W. K. Chiang, H. al-Asadi, K. Dey, T. A. Joseph, C.-C. Liu, C. der Sarkissian, 
R. Radzevičiūtė, M. Michel, M. G. Gradoli, P. Marongiu, S. Rubino, V. Mazzarello, D. Rovina, 
A. la Fragola, R. M. Serra, P. Bandiera, R. Bianucci, E. Pompianu, C. Murgia, M. Guirguis, 
R. P. Orquin, N. Tuross, P. van Dommelen, W. Haak, D. Reich, D. Schlessinger, F. Cucca, 
J. Krause, J. Novembre, Genetic history from the Middle Neolithic to present 
on the Mediterranean island of Sardinia. Nat. Commun. 11, 939 (2020).

 36. D. W. Anthony, The horse, the Wheel, and Language: How Bronze-Age Riders from the 
Eurasian Steppes Shaped the Modern World (Princeton Univ. Press, 2010).

 37. C. Broodbank, The Making of the Middle Sea: A History of the Mediterranean from the 
Beginning to the Emergence of the Classical World (Thames & Hudson, 2013).

 38. P. Barral, J.-P. Guillaumet, M.-J. Rouliere-Lambert, M. Saracino, D. Vitali, Les Celtes et le 
Nord de l'Italie (Premier et Second Âges du fer) (2014).

 39. S. Verger, Des objets gaulois dans les sanctuaires archaïques de Grèce, de Sicile et d'Italie. 
Comptes rendus des séances de l'Académie des Inscriptions et Belles-Lettres 147, 525–573 (2003).

 40. M. Trefný, Tarquinia and the Celts? Živá archeologie 18, 72–78 (2016).
 41. M. Botto, I Fenici e la formazione delle aristocrazie tirreniche. I Nuragici, i Fenici e gli altri: 

Sardegna e Mediterraneo tra bronzo finale e prima età del ferro, Sassari (2012), pp. 51–80.
 42. P. Agostini, A. Zavaroni, The bilingual Phoenician-Etruscan Text of the golden Plates 

of Pyrgi. Filologija , 3–48 (2000).
 43. E.-J. Graham, The Burial of the Urban Poor in Italy in the Late Roman Republic and Early 

Empire (Archeopress, 2006).
 44. A. Pellegrino, I riti funerari ed il culto dei morti. Id.(a cura di), Dalle necropoli di Ostia. Riti ed 

usi funerari, Roma (1999), pp. 7–25.
 45. C. Blume-Jung, in Das Mittelmeer und der Tod (Verlag Ferdinand Schöningh, 2016), 

pp. 129–156.
 46. D. Noy, Immigrants in late imperial Rome, in Ethnicity and Culture in Late Antiquity, 

S. Mitchell, G. Greatrex, Ed. (London, 2000).

 47. W. Scheidel, Human mobility in Roman Italy, II: The slave population. J. Rom. Stud. 95, 
64–79 (2005).

 48. G. Woolf, in The Impact of Mobility and Migration in the Roman Empire (Brill, 2017), 
pp. 25–41.

 49. L. De Ligt, L. E. Tacoma, Migration and Mobility in the Early Roman Empire (Brill, 2016).
 50. C. Posth, K. Nägele, H. Colleran, F. Valentin, S. Bedford, K. W. Kami, R. Shing, H. Buckley, 

R. Kinaston, M. Walworth, G. R. Clark, C. Reepmeyer, J. Flexner, T. Maric, J. Moser, J. Gresky, 
L. Kiko, K. J. Robson, K. Auckland, S. J. Oppenheimer, A. V. S. Hill, A. J. Mentzer, J. Zech, 
F. Petchey, P. Roberts, C. Jeong, R. D. Gray, J. Krause, A. Powell, Language continuity 
despite population replacement in Remote Oceania. Nat. Ecol. Evol. 2, 731–740 (2018).

 51. R. Pinhasi, D. Fernandes, K. Sirak, M. Novak, S. Connell, S. Alpaslan-Roodenberg, 
F. Gerritsen, V. Moiseyev, A. Gromov, P. Raczky, A. Anders, M. Pietrusewsky, G. Rollefson, 
M. Jovanovic, H. Trinhhoang, G. Bar-Oz, M. Oxenham, H. Matsumura, M. Hofreiter, 
Optimal ancient DNA yields from the inner ear part of the human petrous bone. PLOS 
ONE 10, e0129102 (2015).

 52. J. Dabney, M. Knapp, I. Glocke, M.-T. Gansauge, A. Weihmann, B. Nickel, C. Valdiosera, 
N. Garcia, S. Pääbo, J.-L. Arsuaga, M. Meyer, Complete mitochondrial genome sequence 
of a Middle Pleistocene cave bear reconstructed from ultrashort DNA fragments. Proc. 
Natl. Acad. Sci. U.S.A. 110, 15758–15763 (2013).

 53. N. Rohland, M. Hofreiter, Ancient DNA extraction from bones and teeth. Nat. Protoc. 2, 
1756–1762 (2007).

 54. P. Korlević, T. Gerber, M.-T. Gansauge, M. Hajdinjak, S. Nagel, A. Aximu-Petri, M. Meyer, 
Reducing microbial and human contamination in DNA extractions from ancient bones 
and teeth. Biotechniques 59, 87–93 (2015).

 55. M. Meyer, M. Kircher, Illumina sequencing library preparation for highly multiplexed 
target capture and sequencing. Cold Spring Harb. Protoc. 2010, pdb.prot5448 (2010).

 56. M. Kircher, S. Sawyer, M. Meyer, Double indexing overcomes inaccuracies in multiplex 
sequencing on the Illumina platform. Nucleic Acids Res. 40, e3 (2012).

 57. N. Rohland, E. Harney, S. Mallick, S. Nordenfelt, D. Reich, Partial uracil-DNA-glycosylase 
treatment for screening of ancient DNA. Philos. Trans. R. Soc. Lond. B Biol. Sci. 370, 
20130624 (2015).

 58. A. W. Briggs, U. Stenzel, M. Meyer, J. Krause, M. Kircher, S. Pääbo, Removal of deaminated 
cytosines and detection of in vivo methylation in ancient DNA. Nucleic Acids Res. 38, e87 
(2010).

 59. A. Peltzer, G. Jäger, A. Herbig, A. Seitz, C. Kniep, J. Krause, K. Nieselt, EAGER: Efficient 
ancient genome reconstruction. Genome Biol. 17, 60 (2016).

 60. Q. Fu, M. Hajdinjak, O. T. Moldovan, S. Constantin, S. Mallick, P. Skoglund, N. Patterson, 
N. Rohland, I. Lazaridis, B. Nickel, B. Viola, K. Prüfer, M. Meyer, J. Kelso, D. Reich, S. Pääbo, 
An early modern human from Romania with a recent Neanderthal ancestor. Nature 524, 
216–219 (2015).

 61. Q. Fu, M. Meyer, X. Gao, U. Stenzel, H. A. Burbano, J. Kelso, S. Pääbo, DNA analysis 
of an early modern human from Tianyuan Cave, China. Proc. Natl. Acad. Sci. U.S.A. 110, 
2223–2227 (2013).

 62. M. Stuiver, H. A. Polach, Discussion reporting of 14C data. Radiocarbon 19, 355–363 
(1977).

 63. P. J. Reimer, E. Bard, A. Bayliss, J. W. Beck, P. G. Blackwell, C. B. Ramsey, C. E. Buck, 
H. Cheng, R. L. Edwards, M. Friedrich, P. M. Grootes, T. P. Guilderson, H. Haflidason, 
I. Hajdas, C. Hatté, T. J. Heaton, D. L. Hoffmann, A. G. Hogg, K. A. Hughen, K. F. Kaiser, 
B. Kromer, S. W. Manning, M. Niu, R. W. Reimer, D. A. Richards, E. M. Scott, J. R. Southon, 
R. A. Staff, C. S. M. Turney, J. van der Plicht, Intcal13 and Marine13 radiocarbon age 
calibration curves 0-50,000 years cal Bp. Radiocarbon 55, 1869–1887 (2013).

 64. M. Christl, C. Vockenhuber, P. W. Kubik, L. Wacker, J. Lachner, V. Alfimov, H. A. Synal, The 
ETH Zurich AMS facilities: Performance parameters and reference materials. Nucl. Instrum. 
Methods Phys. Res. Sect. B 294, 29–38 (2013).

 65. M. Schubert, S. Lindgreen, L. Orlando, AdapterRemoval v2: Rapid adapter trimming, 
identification, and read merging. BMC. Res. Notes 9, 88 (2016).

 66. H. Li, R. Durbin, Fast and accurate short read alignment with Burrows-Wheeler transform. 
Bioinformatics 25, 1754–1760 (2009).

 67. H. Jónsson, A. Ginolhac, M. Schubert, P. L. F. Johnson, L. Orlando, mapDamage2.0: Fast 
approximate Bayesian estimates of ancient DNA damage parameters. Bioinformatics 29, 
1682–1684 (2013).

 68. T. S. Korneliussen, A. Albrechtsen, R. Nielsen, ANGSD: Analysis of next generation 
sequencing data. Bmc Bioinformatics 15, 356 (2014).

 69. G. Renaud, V. Slon, A. T. Duggan, J. Kelso, Schmutzi: Estimation of contamination and 
endogenous mitochondrial consensus calling for ancient DNA. Genome Biol. 16, 224 (2015).

 70. A. Furtwängler, E. Reiter, G. U. Neumann, I. Siebke, N. Steuri, A. Hafner, S. Lösch, N. Anthes, 
V. J. Schuenemann, J. Krause, Ratio of mitochondrial to nuclear DNA affects 
contamination estimates in ancient DNA analysis. Sci. Rep. 8, 14075 (2018).

 71. N. Patterson, P. Moorjani, Y. Luo, S. Mallick, N. Rohland, Y. Zhan, T. Genschoreck, 
T. Webster, D. Reich, Ancient admixture in human history. Genetics 192, 1065–1093 (2012).

 72. E. Skourtanioti, Y. S. Erdal, M. Frangipane, F. B. Restelli, K. A. Yener, F. Pinnock, P. Matthiae, 
R. Özbal, U.-D. Schoop, F. Guliyev, T. Akhundov, B. Lyonnet, E. L. Hammer, S. E. Nugent, 

D
ow

nloaded from
 https://w

w
w

.science.org at U
N

IV
E

R
SIT

A
 D

E
G

L
I ST

U
D

I D
I SIE

N
A

 on Septem
ber 30, 2021



Posth et al., Sci. Adv. 2021; 7 : eabi7673     24 September 2021

S C I E N C E  A D V A N C E S  |  R E S E A R C H  A R T I C L E

14 of 15

M. Burri, G. U. Neumann, S. Penske, T. Ingman, M. Akar, R. Shafiq, G. Palumbi, 
S. Eisenmann, M. D’Andrea, A. B. Rohrlach, C. Warinner, C. Jeong, P. W. Stockhammer, 
W. Haak, J. Krause, Genomic history of Neolithic to Bronze Age Anatolia, Northern Levant, 
and Southern Caucasus. Cell 181, 1158–1175.e28 (2020).

 73. L. Agranat-Tamir, S. Waldman, M. A. S. Martin, D. Gokhman, N. Mishol, T. Eshel, 
O. Cheronet, N. Rohland, S. Mallick, N. Adamski, A. M. Lawson, M. Mah, M. Michel, 
J. Oppenheimer, K. Stewardson, F. Candilio, D. Keating, B. Gamarra, S. Tzur, M. Novak, 
R. Kalisher, S. Bechar, V. Eshed, D. J. Kennett, M. Faerman, N. Yahalom-Mack, J. M. Monge, 
Y. Govrin, Y. Erel, B. Yakir, R. Pinhasi, S. Carmi, I. Finkelstein, L. Carmel, D. Reich, The 
genomic history of the Bronze Age southern Levant. Cell 181, 1146–1157.e11 (2020).

 74. M. Feldman, E. Fernández-Domínguez, L. Reynolds, D. Baird, J. Pearson, I. Hershkovitz, 
H. May, N. Goring-Morris, M. Benz, J. Gresky, R. A. Bianco, A. Fairbairn, G. Mustafaoğlu, 
P. W. Stockhammer, C. Posth, W. Haak, C. Jeong, J. Krause, Late Pleistocene human 
genome suggests a local origin for the first farmers of central Anatolia. Nat. Commun. 10, 
1218 (2019).

 75. M. Feldman, D. M. Master, R. A. Bianco, M. Burri, P. W. Stockhammer, A. Mittnik, A. J. Aja, 
C. Jeong, J. Krause, Ancient DNA sheds light on the genetic origins of early Iron Age 
Philistines. Sci. Adv. 5, –eaax0061 (2019).

 76. D. J. Kennett, S. Plog, R. J. George, B. J. Culleton, A. S. Watson, P. Skoglund, N. Rohland, 
S. Mallick, K. Stewardson, L. Kistler, S. A. Le Blanc, P. M. Whiteley, D. Reich, G. H. Perry, 
Archaeogenomic evidence reveals prehistoric matrilineal dynasty. Nat. Commun. 8, 
14115 (2017).

 77. N. Patterson, A. L. Price, D. Reich, Population structure and eigenanalysis. PLOS Genet. 2, 
e190 (2006).

 78. M. Sazzini, G. A. Gnecchi Ruscone, C. Giuliani, S. Sarno, A. Quagliariello, S. de Fanti, A. Boattini, 
D. Gentilini, G. Fiorito, M. Catanoso, L. Boiardi, S. Croci, P. Macchioni, V. Mantovani, 
A. M. di Blasio, G. Matullo, C. Salvarani, C. Franceschi, D. Pettener, P. Garagnani, D. Luiselli, 
Complex interplay between neutral and adaptive evolution shaped differential genomic 
background and disease susceptibility along the Italian peninsula. Sci. Rep. 6, 32513 (2016).

 79. D. H. Alexander, J. Novembre, K. Lange, Fast model-based estimation of ancestry 
in unrelated individuals. Genome Res. 19, 1655–1664 (2009).

 80. D. Vianello, F. Sevini, G. Castellani, L. Lomartire, M. Capri, C. Franceschi, HAPLOFIND: 
A new method for high-throughput mtDNA haplogroup assignment. Hum. Mutat. 34, 
1189–1194 (2013).

 81. M. Rivollat, C. Jeong, S. Schiffels, İ. Küçükkalıpçı, M.-H. Pemonge, A. B. Rohrlach, K. W. Alt, 
D. Binder, S. Friederich, E. Ghesquière, D. Gronenborn, L. Laporte, P. Lefranc, H. Meller, 
H. Réveillas, E. Rosenstock, S. Rottier, C. Scarre, L. Soler, J. Wahl, J. Krause, M.-F. Deguilloux, 
W. Haak, Ancient genome-wide DNA from France highlights the complexity of 
interactions between Mesolithic hunter-gatherers and Neolithic farmers. Sci. Adv. 6, 
eaaz5344 (2020).

 82. C. B. Curri, A. Dani, S. Sorbelli, Una nuova necropoli etrusca nell’agro vetuloniese a San 
Germano (Comune di Gavorrano). St. Etr. 39, 175–191 (1971).

 83. A. Dani, Recuperi archeologici a San Germano e nell’Alta Valle della Bruna (Grosseto) 
(BravoUno, 2012).

 84. L. Cappuccini, La necropoli etrusca di San Germano (Gavorrano, GR): Il tumulo 9. Dinamiche 
socio-culturali nel territorio di Vetulonia tra VII e III sec. a.C. (All’insegna del Giglio, 2016).

 85. G. Peri, I resti osteologici umani, in La necropoli etrusca di San Germano (Gavorrano, GR): Il 
tumulo 9. Dinamiche socio-culturali nel territorio di Vetulonia tra VII e III sec. a.C., 
L. Cappuccini, Ed. (All’Insegna del Giglio, 2016), pp. 157–162.

 86. A. Talocchini, Ultimi dati offerti dagli scavi vetuloniesi: Poggio Pelliccia - Costa Murata, in 
L’Etruria mineraria. Atti del XII Convegno di Studi Etruschi ed Italici (Firenze-Populonia-
Piombino, 16–20 giugno 1979), A. Neppi Modona, Ed. (Olschki, Firenze, 1981), pp. 99–138.

 87. G. Barbieri, E. Petiti, E. Fanciullacci, F. Mallegni, Appunti sulla necropoli ellenistica di 
Casenovole, in Notiziario della Soprintendenza per i Beni Archeologici della Toscana 5/2009 
(All’Insegna del Giglio, 2010), pp. 3–21.

 88. G. Barbieri, Civitella Paganico (Grosseto), loc. Casenovole. Ritrovamento di due piccole 
tombe a camera di epoca ellenistica. Notizie degli Scavi di Antichità 21-22, 5–52 (2012).

 89. M. A. Turchetti, Ager Saenensis: Casenovole, Civitella Paganico (GR) - Tomba del Tasso. 
REE, St. Etr. 76, 245–247 (2010–2013).

 90. M. A. Turchetti, Civitella Paganico (GR). Casenovole: La Tomba delle tre uova, in Notiziario 
della Soprintendenza per i Beni Archeologici della Toscana 7/2011 (All’Insegna del Giglio, 
2012), pp. 370–371.

 91. M. A. Turchetti, Grosseto e Civitella Paganico (GR). Progetto Tasso/Scarabeo. La gens 
lecne, in Notiziario della Soprintendenza per i Beni Archeologici della Toscana 10/2014 
(All’Insegna del Giglio, 2015), pp. 418–419.

 92. M. A. Turchetti, S. Cencetti, V. Masconni, S. Pucci, F. Cavalli, D. Innocenti, S. Gori, 
E. Pacciani, La tomba delle tre uova di Casenovole (Civitella Paganico, GR): Qualche 
considerazione su offerte funebri, riti di passaggio e nuove metodologie non distruttive 
di indagine, in Amore per l’Antico. Dal Tirreno all’Adriatico, dalla Preistoria al Medioevo e 
oltre. Studi di Antichità in ricordo di Giuliano De Marinis, G. Baldelli, F. Lo Schiavo, Eds. 
(Scienze e Lettere, 2014), pp. 168–183.

 93. M. A. Turchetti, L. Bernardi, A. Marcocci, S. Ricci, Civitella Paganico (GR). La Tomba delle 
Foglie d’oro, in Notiziario della Soprintendenza per i Beni Archeologici della Toscana 
11/2015 (All’Insegna del Giglio, 2016), pp. 468–472.

 94. A. Marcocci, Contributo alla Carta Archeologica del Comune di Civitella Paganico, thesis, 
Università di Siena (2016).

 95. A. Marcocci, S. Ricci Cortili, G. Capecchi, Una nuova scoperta presso la necropoli etrusca 
di Casenovole (Civitella Paganico, GR): La Tomba 9. Bollettino di Archeologia online 10, 
145–154 (2019).

 96. A. Zifferero, A. Pecci, A. Pepi, C. Sanchirico, E. Santoro, Marsiliana d’Albegna: Nuovi dati 
dall’area suburbana, in Materiali per Populonia, G. Facchin, M. Milletti, Eds. (ETS, 2011), 
vol. 10, pp. 289–320.

 97. A. Zifferero, D. Calamandrei, F. Cavari, S. Pallecchi, S. Ricci, C. Sanchirico, G. Tofani, Circoli 
con camera ipogea e ‘caditoia’ a Marsiliana d’Albegna: Prime ipotesi di ricostruzione, in 
Materiali per Populonia, G. Facchin, M. Milletti, Eds. (ETS, 2011), vol. 10, pp. 321–356.

 98. A. Zifferero, C. De Angelis, M. Pacifici, Osservazioni sulle origini di Marsiliana d’Albegna 
(Manciano, GR) e nuove ricerche nell’area suburbana. Bollettino di Archeologia online 10, 
1–28 (2019).

 99. M. Cardosa, L’età del Ferro e l’epoca etrusca, in Paesaggi d’acque. La Laguna di Orbetello e 
il Monte Argentario tra Preistoria ed Età Romana, N. Negroni Catacchio, M. Cardosa, 
A. Dolfini, Eds. (Centro Studi di Preistoria e Archeologia, 2017), pp. 328–343.

 100. A. Minto, Marsiliana d’Albegna, Le scoperte archeologiche del Principe Don Tommaso 
Corsini (Fratelli Alinari, 1921).

 101. M. Celuzza, M. Milletti, E. Rossi, A. Zifferero, Eds., Marsiliana d’Albegna. Dagli Etruschi a 
Tommaso Corsini (ARA Edizioni, 2016).

 102. A. Zifferero, Architetture funerarie in legno e pietra tra Marsiliana d’Albegna e Vetulonia, 
in Scienze dell’Antichità (Quasar, 2018), vol. 24, pp. 113–130.

 103. A. Zifferero, M. Milletti, E. Rossi, Le necropoli di Marsiliana d’Albegna: Architettura, rituale 
funerario e cultura materiale, presented at the Orientalizing cultures in the 
Mediterranean, 8th–6th cent. BC. Origins, cultural contacts and local developments: The 
case of Italy, Rome, 19 to 21 January 2017.

 104. M. Michelucci, Marsiliana d’Albegna. St. Etr. 55, 484–487 (1987–1988).
 105. M. Michelucci, Marsiliana d’Albegna, Saturnia, Poggio Murella, Doganella di Orbetello, in 

Studi e Materiali. Scienza dell’Antichità in Toscana (L'Erma di Bretschneider, 1991), vol. 6, 
pp. 345–350.

 106. P. Rendini, S. Marianelli, A. Zanini, La prima età dei metalli nella bassa valle dell’Albegna, 
in Atti della XXXIV Riunione Scientifica dell’Istituto Italiano di Preistoria e Protostoria (Firenze, 
2001), pp. 395–404.

 107. S. Oláh, E. Pacciani, S. Cencetti, Anthropological examination of the Etruscan bone material 
from Magliano in Toscana, Cancellone 1, Grosseto, Italy. Int. J. Anthrop. 8, 155–161 (1993).

 108. M. Firmati, P. Rendini, A. Zifferero, Eds., La valle del vino etrusco. Archeologia della valle 
dell’Albegna in età arcaica (Effigi, 2011).

 109. P. Rendini, La tomba dipinta in località Cancellone di Magliano in Toscana, in Pittura 
etrusca: Problemi e prospettive, A. Minetti, Ed. (Protagon Editori Toscani, 2003), pp. 36–51.

 110. P. Rendini, La tomba di S. Andrea ‘Al Civilesco’ nel quadro dell’Orientalizzante a Magliano 
in Toscana, in Signori di Maremma: Elites etrusche fra Populonia e Vulci, M. Celuzza,  
G. C. Cianferoni, Eds. (Polistampa, 2010), pp. 59–66.

 111. A. Ciacci, P. Rendini, A. Zifferero, Eds., Archeologia della vite e del vino in Toscana e nel Lazio 
(All’insegna del Giglio, 2012).

 112. A. Maggiani, Scavi e Scoperte. St. Etr. 51, 447 (1983).
 113. M. Salvini, G. Paolucci, P. Pallecchi, Eds., La Tomba del Colle nella Passeggiata Archeologica 

a Chiusi (Quasar, 2015).
 114. M. A. Turchetti, Chiusi: Nuovi scavi a Poggio Renzo, in Scavi d’Etruria. Atti del XXV 

Convegno Internazionale di Studi sulla Storia e l'Archeologia dell’Etruria (Orvieto, Palazzo dei 
Congressi, 15–17 dicembre 2017). Annali della Fondazione per il Museo ‘Claudio Faina’ 
(Quasar, Roma, 2018), vol. 25, pp. 475–511.

 115. P. Zazoff, Die Antike Gemmen (C. H. Beck, 1983).
 116. L. Terreni, Colle Val d’Elsa. Il territorio nell’antichità. Il territorio, il Museo, il Gruppo 

Archeologico, le Pievi, le Tombe visibili, in Milliarium (2013), pp. 8–27.
 117. I. Martini, M. Coltorti, P. P. Mazza, M. Rustioni, F. Sandrelli, The latest Ursus spelaeus 

in Italy, a new contribution to the extinction chronology of the cave bear. Quatern. Res. 
81, 117–124 (2014).

 118. G. Capecchi, Paleoantropologia: Approccio tradizionale e nuove metodologie. Alcuni casi 
studio su reperti di età preistorica e storica, thesis, Università di Siena (2017).

 119. M. Bentz, Italien mit Sardinien und Sizilien, in Frühgeschichte der Mittelmeerkulturen, 
Der Neue Pauly Supplemente, A. M. Wittke, Ed., (J.B. Metzler, 2015), vol. 10, 
pp. 247–290.

 120. UNESCO, Etruscan necropolises of Cerveteri and Tarquinia. UNESCO World Heritage 
nomination file 1158 (2004); https://whc.unesco.org/uploads/nominations/1158.pdf.

 121. S. Steingräber, Tarquinia und sein Umland in etruskischer und römischer Zeit: 
Geschichte, Topografie, Kunst, in Tarquinia. Stadt und Umland von den Etruskern bis heute, 
S. Steingräber, Ed. (Philipp von Zabern, 2012), pp. 13–22.

D
ow

nloaded from
 https://w

w
w

.science.org at U
N

IV
E

R
SIT

A
 D

E
G

L
I ST

U
D

I D
I SIE

N
A

 on Septem
ber 30, 2021

https://whc.unesco.org/uploads/nominations/1158.pdf


Posth et al., Sci. Adv. 2021; 7 : eabi7673     24 September 2021

S C I E N C E  A D V A N C E S  |  R E S E A R C H  A R T I C L E

15 of 15

 122. A. Mandolesi, La 'prima' Tarquinia. L'insediamento protostorico sulla Civita e nel territorio 
circostante, vol. 2 of Grandi contesti e problemi della protostoria italiana (All’Insegna del 
Giglio, 1999), pp. 211–217.

 123. S. Steingräber, Die Grabmalereien von Tarquinia, in Tarquinia. Stadt und Umland von den 
Etruskern bis heute, S. Steingräber, Ed. (Philipp von Zabern, 2012), pp. 49–68.

 124. A. Mandolesi, Ricerca sui tumuli principeschi orientalizzanti di Tarquinia: Prime indagini 
nell’area della Doganaccia. Orizzonti 9, 11–25 (2008).

 125. G. Bartoloni, Nuovi dati sugli scavi comunali a Corneto-Tarquinia. Archeologia Classica 3, 
315–328 (1981).

 126. L. Dasti, Notizie storiche archeologiche di Tarquinia e Corneto (Tipograta dell'Opinione, 
1878).

 127. M. Pallottino, Tarquinia. Monumenti Antichi 36, 17–18 (1937).
 128. E. Schmidt, Catalog der im Anatomischen Institut der Universität Leipzig aufgestellten 

craniologischen Sammlung des Herrn Dr. Emil Schmidt. Nach dem Bestande vom 1 April 1886 
zusammengestellt. Die Anthropologischen Privatsammlungen Deutschlands I 
(Braunschweig, 1887), pp. 14–31 (catalogue numbers 74–205).

 129. M. L. Marchi, M. Salvatore, Venosa: Forma e urbanistica (L'Erma di Bretschneider, 1997).
 130. R. Macchiarelli, L. Salvadei, Early medieval human skeletons from the thermae of Venosa, 

Italy. Skeletal biology and life stresses in a group presumably inhumed following 
an epidemic. Riv. Antropol. 67, 105–128 (1989).

 131. D. Castex, Identification and interpretation of historical cemeteries linked to 
epidemics, in Paleomicrobiology, D. Raoult, M. Drancourt, Eds. (Springer, 2008), 
pp. 23–48.

 132. P. Horden, Mediterranean Plague in the Age of Justinian, in The Cambridge 
Companion to the Age of Justinian, M. Mass, Ed. (Cambridge Univ. Press, 2005), 
pp. 134–160.

 133. S. Gasparri, Il ducato e il principato di Benevento, in Storia del Mezzogiorno, G. Galasso, 
R. Romeo, Eds. (Edizioni del Sole, 1994), pp. 85–146.

 134. N. Cilento, Italia meridionale longobarda. Seconda edizione riveduta e accresciuta 
(Ricciardi, 1971).

 135. M. Salvatore, Venosa: Un parco archeologico ed un museo. Come e perché, vol. 2 of 
Mediterraneo tardoantico e medievale. Scavi e ricerche (Editrice Scorpione, 1984).

 136. P. Arthur, Per una carta archeologica della Puglia altomedievale: Questioni di 
formulazione ed interpretazione, in Bizantini, Longobardi e Arabi in Puglia nell’alto 
Medioevo. Atti del XX Congresso internazionale di studio sull’alto Medioevo, Savelletri di 
Fasano (BR), 3–6 novembre 2011 (Centro Italiano di Studi sull’Alto Medioevo, Spoleto, 
2012), pp. 59–85.

 137. P. Corsi, La spedizione italiana di Costante II (Pàtron, 1983).
 138. L. M. Bondioli, Islamic Bari between the Aghlabids and the Two Empires, in The Aghlabids 

and their Neighbors: Art and Material Culture in Ninth-Century North Africa, G. D. Anderson, 
C. Fenwick, M. Rosser-Owen, Eds. (Brill, 2018), pp. 470–490.

 139. B. M. Kreutz, Before the Normans: Southern Italy in the Ninth and Tenth Centuries (University 
of Pennsylvania Press, 1991).

 140. V. von Falkenhausen, La dominazione bizantina nell'Italia meridionale dal IX all'XI secolo 
(Ecumenica Editrice, 1978).

 141. G. Halsall, Barbarian Migrations and the Roman West (Cambridge Univ. Press, 2007), 
pp. 376–568.

 142. G. Ausenda, P. Delogu, C. Wickham, The Langobards before the Frankish Conquest. An 
Ethnographic Perspective (The Boydell Press, 2009).

 143. P. J. Geary, Longobardi in the Sixth Century without Paulus Diaconus, in Italy and Early 
Medieval Europe. Papers for Chris Wickham, R. Balzaretti, J. Barrow, P. Skinner, Eds. (Oxford 
Univ. Press, 2018), pp. 50–59.

 144. M. McCormick, The Imperial Edge: Italo-Byzantine Identity, Movement and Integration, 
A.D. 650–950, in Studies on the internal diaspora of the Byzantine Empire, H. Ahrweiler, 
A. E. Laiou, Eds. (Dumbarton Oaks, 1998), pp. 17–52.

 145. M. McCormick, Origins of the European Economy: Communications and Commerce,  
A.D. 300–900 (Cambridge Univ. Press, 2001).

Acknowledgments: We would like to thank the computational and laboratory team at the 
Max Planck Institute for the Science of Human History in Jena; S. Carlhoff, H. Reyes-Centeno, 
and C. Feja for sampling support; B. Rohrlach for Y-chromosome calls; S. Mallick for data 
access; M. Feldman and E. Posth for insightful comments; and M. O’Reilly for graphic design 
help. Funding: The study was partially supported by the grant PRIN2017 “1000 Ancient 
Italian Genomes: Evidence from ancient biomolecules for unraveling past human 
population Dynamics (AGED)” (no. 20177PJ9XF) to D.C., the MIUR grant PRIN2017 (no. 
20174BTC4R_002) to M.L., the European Research Council (ERC) grant (no. 716732) to G.J.K., 
and the Max Planck Society. Author contributions: V.Z., C.P., A.Mö., L.M.B., L.C., H.F., E.P., F.B., 
G.C., I.M., A.Mor., S.R., A.S., M.A.T., A.R., M.Z., A.Z., M.M., L.B., M.L., K.I.B., and D.C. assembled 
archeological material, described archeological sites, and advised on historical background 
and interpretation. V.Z., M.A.S., C.P., S.V., A.Mod., K.N., Å.J.V., E.A.N., R.R., C.F., M.L., and K.I.B. 
performed and supervised laboratory work. C.P., V.Z., M.A.S., G.A.G.-R., A.P., H.O.H., E.F.-D., and 
W.H. curated and analyzed data. C.P. wrote the manuscript with inputs from M.A.S., G.A.G.-R., 
A.Mö., K.N., L.M.B., H.O.H., G.J.K., M.M., W.H., G.B., K.I.B., J.K., and all other authors. C.P., K.I.B., 
D.C., and J.K. conceived of the investigation, and C.P., D.C., and J.K. supervised the study. 
Competing interests: The authors declare that they have no competing interests. Data and 
materials availability: All data needed to evaluate the conclusions in the paper are present in 
the paper and/or the Supplementary Materials. Alignment files of the nuclear and 
mitochondrial DNA sequences for the newly reported individuals are available at the ENA 
database under the accession number PRJEB42866 (www.ebi.ac.uk/ena/browser/view/
PRJEB42866).

Submitted 29 March 2021
Accepted 30 July 2021
Published 24 September 2021
10.1126/sciadv.abi7673

Citation: C. Posth, V. Zaro, M. A. Spyrou, S. Vai, G. A. Gnecchi-Ruscone, A. Modi, A. Peltzer, 
A. Mötsch, K. Nägele, &. J. Vågene, E. A. Nelson, R. Radzevičiūtė, C. Freund, L. M. Bondioli, 
L. Cappuccini, H. Frenzel, E. Pacciani, F. Boschin, G. Capecchi, I. Martini, A. Moroni, S. Ricci, 
A. Sperduti, M. A. Turchetti, A. Riga, M. Zavattaro, A. Zifferero, H. O. Heyne, E. Fernández-Domínguez, 
G. J. Kroonen, M. McCormick, W. Haak, M. Lari, G. Barbujani, L. Bondioli, K. I. Bos, D. Caramelli, 
J. Krause, The origin and legacy of the Etruscans through a 2000-year archeogenomic time 
transect. Sci. Adv. 7, eabi7673 (2021).

D
ow

nloaded from
 https://w

w
w

.science.org at U
N

IV
E

R
SIT

A
 D

E
G

L
I ST

U
D

I D
I SIE

N
A

 on Septem
ber 30, 2021



Use of think article is subject to the Terms of service

Science Advances (ISSN ) is published by the American Association for the Advancement of Science. 1200 New York Avenue NW,
Washington, DC 20005. The title Science Advances is a registered trademark of AAAS.
Copyright © 2021 The Authors, some rights reserved; exclusive licensee American Association for the Advancement of Science. No claim
to original U.S. Government Works. Distributed under a Creative Commons Attribution NonCommercial License 4.0 (CC BY-NC).

The origin and legacy of the Etruscans through a 2000-year archeogenomic time
transect
Cosimo PosthValentina ZaroMaria A. SpyrouStefania VaiGuido A. Gnecchi-RusconeAlessandra ModiAlexander
PeltzerAngela MötschKathrin NägeleÅshild J. VågeneElizabeth A. NelsonRita Radzevi#i#t#Cäcilia FreundLorenzo
M. BondioliLuca CappucciniHannah FrenzelElsa PaccianiFrancesco BoschinGiulia CapecchiIvan MartiniAdriana
MoroniStefano RicciAlessandra SperdutiMaria Angela TurchettiAlessandro RigaMonica ZavattaroAndrea ZiffereroHenrike
O. HeyneEva Fernández-DomínguezGuus J. KroonenMichael McCormickWolfgang HaakMartina LariGuido BarbujaniLuca
BondioliKirsten I. BosDavid CaramelliJohannes Krause

Sci. Adv., 7 (39), eabi7673. • DOI: 10.1126/sciadv.abi7673

View the article online
https://www.science.org/doi/10.1126/sciadv.abi7673
Permissions
https://www.science.org/help/reprints-and-permissions

D
ow

nloaded from
 https://w

w
w

.science.org at U
N

IV
E

R
SIT

A
 D

E
G

L
I ST

U
D

I D
I SIE

N
A

 on Septem
ber 30, 2021

https://www.science.org/about/terms-service

