
This is a repository copy of The evolutionary history of dogs in the Americas.

White Rose Research Online URL for this paper:
https://eprints.whiterose.ac.uk/id/eprint/139498/

Version: Accepted Version

Article:

Ní Leathlobhair, M, Perri, A R, Irving-Pease, E K et al. (47 more authors) (2018) The 
evolutionary history of dogs in the Americas. Science. pp. 81-85. ISSN: 0036-8075

https://doi.org/10.1126/science.aao4776

eprints@whiterose.ac.uk
https://eprints.whiterose.ac.uk/

Reuse 

Items deposited in White Rose Research Online are protected by copyright, with all rights reserved unless 
indicated otherwise. They may be downloaded and/or printed for private study, or other acts as permitted by 
national copyright laws. The publisher or other rights holders may allow further reproduction and re-use of 
the full text version. This is indicated by the licence information on the White Rose Research Online record 
for the item. 

Takedown 

If you consider content in White Rose Research Online to be in breach of UK law, please notify us by 
emailing eprints@whiterose.ac.uk including the URL of the record and the reason for the withdrawal request. 

mailto:eprints@whiterose.ac.uk
https://doi.org/10.1126/science.aao4776
https://eprints.whiterose.ac.uk/id/eprint/139498/
https://eprints.whiterose.ac.uk/


1 

Title: The Evolutionary History of Dogs in the Americas 1 

 2 

Authors: Máire Ní Leathlobhair
1
*, Angela R. Perri

2,3
*, Evan K. Irving-Pease

4
*, Kelsey E. Witt

5
*, 3 

Anna Linderholm
4,6

*, James Haile
4,7

, Ophelie Lebrasseur
4
, Carly Ameen

8
, Jeffrey Blick

9,†
, Adam R. 4 

Boyko
10

, Selina Brace
11

, Yahaira Nunes Cortes
12

, Susan J. Crockford
13

, Alison Devault
14

, 5 

Evangelos A. Dimopoulos
4
, Morley Eldridge

15
, Jacob Enk

14
, Shyam Gopalakrishnan

7
, Kevin Gori

1
, 6 

Vaughan Grimes
16

, Eric Guiry
17

 , Anders J. Hansen
7,18

, Ardern Hulme-Beaman
4,8

, John Johnson
19

, 7 

Andrew Kitchen
20

, Aleksei K. Kasparov
21

, Young-Mi Kwon
1
, Pavel A. Nikolskiy

21,22
, Carlos 8 

Peraza Lope
23

, Aurélie Manin
24,25

, Terrance Martin
26

, Michael Meyer
27

, Kelsey Noack Myers
28

, 9 

Mark Omura
29

, Jean-Marie Rouillard
14,30

, Elena Y. Pavlova
21,31

, Paul Sciulli
32

, Mikkel-Holger S. 10 

Sinding
7,18,33

, Andrea Strakova
1
, Varvara V. Ivanova

34
 , Christopher Widga

35
,  Eske Willerslev

7
, 11 

Vladimir V. Pitulko
21

, Ian Barnes
11

, M. Thomas P. Gilbert
7,36

, Keith M. Dobney
8
, Ripan S. 12 

Malhi
37,38

, Elizabeth P. Murchison
1,a,§

, Greger Larson
4,a,§

 and Laurent A. F. Frantz
4,39,a,§ 

13 

 14 

Affiliations: 15 

1 Transmissible Cancer Group, Department of Veterinary Medicine, University of Cambridge, 16 

Cambridge, U.K. 17 

2 Department of Archaeology, Durham University, Durham, U.K. 18 

3 Department of Human Evolution, Max Planck Institute for Evolutionary Anthropology, Leipzig, 19 

Germany 20 

4 The Palaeogenomics & Bio-Archaeology Research Network, Research Laboratory for 21 

Archaeology and History of Art, The University of Oxford, Oxford, UK. 22 

5 School of Integrative Biology, University of Illinois, Urbana-Champaign, USA 23 

6 Department of Anthropology, Texas A&M University, College Station, USA 24 

7 Centre for GeoGenetics, Natural History Museum of Denmark, University of Copenhagen, 25 

Copenhagen, Denmark 26 

8 Department of Archaeology, Classics and Egyptology, University of Liverpool, Liverpool, UK 27 

9 Department of Government and Sociology, Georgia College and State University, USA 28 

10 Department of Biomedical Sciences, Cornell University, Ithaca, USA 29 

11 Department of Earth Sciences, Natural History Museum, London, UK 30 

12 Department of Anthropology, University at Albany-SUNY, Albany, New York, USA 31 

13 Pacific Identifications Inc., Victoria, Canada 32 

14 Arbor Biosciences, Ann Arbor, USA. 33 

15 Millennia Research Limited, Victoria, Canada 34 

16 Department of Archaeology, Memorial University, Queen’s College, St. John’s, Canada 35 

17 Department of Anthropology, University of British Columbia, Vancouver, Canada 36 

18 The Qimmeq Project, University of Greenland, Nuussuaq, Greenland 37 

19 Department of Anthropology, Santa Barbara Museum of Natural History, USA 38 

20 Department of Anthropology, University of Iowa, Iowa City, USA 39 

21 Institute for the Material Culture History, Russian Academy of Sciences, St Petersburg, Russia 40 

22 Geological Institute, Russian Academy of Sciences, Moscow, Russia  41 

23 Centro INAH Yucatán, Mérida, Yucatán, México 42 

24 Department of Archaeology, BioArCh, University of York, York, UK 43 

25 UMR 7209, Archéozoologie, Archéobotanique. Muséum national d'Histoire naturelle, Paris, 44 

France 45 

26 Research and Collections Center, Illinois State Museum, Springfield, USA 46 



2 

27 Touray & Meyer Vet Clinic, Serrekunda, Gambia 47 

28 Glenn A. Black Laboratory of Anthropology, Indiana University Bloomington, USA 48 

29 Department of Mammalogy, Museum of Comparative Zoology, Harvard University, Cambridge, 49 

MA, USA 50 

30 Chemical Engineering Department, University of Michigan, Ann Arbor, USA. 51 

31 Arctic & Antarctic Research Institute, St Petersburg, Russia 52 

32 Department of Anthropology, Ohio State University, Columbus, USA 53 

33 Natural History Museum, University of Oslo, Oslo, Norway 54 

34 VNIIOkeangeologia Research Institute, 1 Angliisky Ave., St Petersburg, 190021, Russia 55 

35 Center of Excellence in Paleontology, East Tennessee State University, Gray, USA 56 

36 Norwegian University of Science and Technology, University Museum, Trondheim, Norway 57 

37 University of Illinois at Urbana-Champaign Department of Anthropology, USA 58 

38 University of Illinois at Urbana-Champaign Carl R. Woese Institute for Genomic Biology, USA 59 

39 School of Biological and Chemical Sciences, Queen Mary University of London, London, UK 60 

 61 

* These authors contributed equally to this work 62 

a
 These authors co-supervised this work 63 

†
 deceased 64 

§ 
Corresponding authors: Laurent A. F. Frantz – laurent.frantz@arch.ox.ac.uk ; Greger Larson – 65 

greger.larson@arch.ox.ac.uk ; Elizabeth P. Murchison -  epm27@cam.ac.uk  66 

 67 

 68 

Abstract (129 words): Dogs were present in the Americas prior to the arrival of European 69 

colonists, but the origin and fate of these pre-contact dogs are largely unknown. We sequenced 71 70 

mitochondrial and seven nuclear genomes from ancient North American and Siberian dogs 71 

spanning ~9,000 years. Our analysis indicates that American dogs were not domesticated from 72 

North American wolves. Instead, American dogs form a monophyletic lineage that likely originated 73 

in Siberia and dispersed into the Americas alongside people. After the arrival of Europeans, native 74 

American dogs almost completely disappeared, leaving a minimal genetic legacy in modern dog 75 

populations. Remarkably, the closest detectable extant lineage to pre-contact American dogs is the 76 

canine transmissible venereal tumor, a contagious cancer clone derived from an individual dog that 77 

lived up to 8,000 years ago. 78 

 79 

Main Text (2362 words): The history of the global dispersal of dogs remains contentious (1). In 80 

North America, the earliest confirmed dog remains have been radiocarbon dated to ~9,900 81 

calibrated years before present (cal BP) (Koster, Illinois; (2, 3)), approximately 6,000 years after the 82 

earliest unambiguous evidence of humans arriving in North America (4). While these early dogs 83 

were most likely not domesticated in situ (5), the timing of their arrival and their geographic origins 84 

are unknown. Studies of the control region of mitochondrial DNA have suggested that the pre-85 

contact American dog population was largely replaced following the introduction of European dogs 86 

after the arrival of Europeans, and Eurasian Arctic dogs (e.g., Siberian huskies) during the Alaskan 87 

gold rush (5–7). It remains possible, however, that some modern American dogs retain a degree of 88 

ancestry from the pre-contact population (8, 9). 89 

 90 

We sequenced complete mitochondrial genomes (mitogenomes) from 71 archaeological dog 91 

remains collected in North America and Siberia (Fig. 1a; Table S1) and analyzed these with 145 92 



3 

mitogenomes derived from a global dataset of modern and ancient canids (3). A phylogenetic tree 93 

constructed from the mitogenomes indicated that all sampled pre-contact dogs (spanning ~9,000 94 

years) formed a monophyletic group within dog haplogroup A (Fig. 1b; Fig. S3; Fig. S6), which we 95 

refer to as pre-contact dogs (PCD). This analysis indicated that the most closely related 96 

mitochondrial lineage to the PCD clade are ~9,000 year-old dogs from Zhokhov Island in Eastern 97 

Siberia (3) (Fig. 1b; Fig. S3; Fig. S6). In addition, molecular clock analyses suggest that all PCD 98 

dogs shared a common ancestor ~14,600 years ago (95% high posterior density [HPD]: 16,484-99 

12,965;  Fig. 1b; Fig. S6), which diverged from a shared ancestor with the Zhokhov Island dogs 100 

~1,000 years earlier (95% HPD:17,646-13,739; Fig. 1b; Fig. S6). Interestingly, these time frames 101 

are broadly coincident with early migrations into the Americas (10–12). 102 

 103 

To further investigate the evolutionary history of PCD, we generated low coverage nuclear genome 104 

sequences (~0.005-2.0x) from seven pre-contact dogs sampled in six locations in North America 105 

spanning ~9,000 years (Table S1). We analyzed these nuclear data alongside publicly available 106 

datasets including 45 modern canid whole genomes sampled from Eurasia and the Americas (Table 107 

S2)(13–16). A neighbor-joining tree constructed using single nucleotide polymorphism (SNP) 108 

revealed that, like the mitogenome phylogeny, PCD individuals clustered in a distinct monophyletic 109 

lineage that is more closely related to dogs than to either Eurasian or North American wolves (Fig. 110 

1c). Furthermore, our nuclear genome analysis indicated that the closest-related sister clade to PCD 111 

consists of modern Arctic dogs from the Americas (including Alaskan malamutes, Greenland dogs 112 

and Alaskan huskies) and Eurasia (Siberian huskies; Fig. 1c). Treemix (3) (Fig. 1d), outgroup f3-113 

statistics (Fig. S13) and D-statistics (Fig. S14; Fig. S15) also supported this phylogenetic structure. 114 

Combined, our mitochondrial and nuclear results indicate that PCD were not domesticated in situ 115 

from North American wolves, but were instead introduced by people into the Americas via Beringia 116 

from a population that was related to modern Arctic dogs. 117 

 118 

Studies of nuclear data have identified two modern clades of global dogs: an East Asian clade 119 

(including dingoes) and a Western Eurasian clade (including European, Indian, and African 120 

dogs)(9, 14, 16). These analyses placed modern Arctic dogs with either Western Eurasian (16, 17)  121 

or East Asian dogs (9, 14). Our analyses of nuclear data revealed a close relationship between 122 

Arctic dogs and PCD which together form a clade (PCD/Arctic) that is basal to both Western 123 

Eurasian and East Asian dogs and suggests the existence of a third monophyletic clade of dogs (Fig. 124 

1c). Though all three clades are well-supported, the relationships between them are ambiguous. For 125 

example, our outgroup f3-statistics analysis (Fig. S13) indicated that the PCD/Arctic clade is basal 126 

to the two other Eurasian dog clades. However, when excluding specific East Asian dogs that 127 

possess evidence of gene flow from European dogs (Table S7; (14)), East Asian dogs became the 128 

most basal clade in a neighbor joining tree, and the PCD/Arctic clade became the sister clade to 129 

Western Eurasian dogs (Fig. S11). Conversely, admixture graphs ((3); Fig. S25) and TreeMix (18) 130 

(Fig. 1d) suggested that the PCD/Arctic clade is closest to East Asian dogs and West Eurasian dogs 131 

are the most basal. Conflicting phylogenies based on nuclear data have been reported on numerous 132 

occasions (1, 14, 16), and these inconsistent topologies could result either from substantial post-133 

divergence gene flow among Eurasian dogs (Fig. 1c; Fig. S25; (3, 14)), or from a near simultaneous 134 

divergence of all three lineages. 135 

 136 

Our nuclear data indicates that modern Arctic dogs sampled from both Siberia and North America 137 

cluster in a distinct phylogenetic group that forms a sister taxon to PCD (Fig. 1c). This close 138 
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phylogenetic relationship between modern American Arctic dogs (Alaskan malamutes, Alaskan 139 

huskies and Greenland dogs) and modern Eurasian Arctic dogs (Siberian huskies; Fig. 1c; Fig. S11; 140 

Fig. S13) suggests that PCD are not the direct ancestor of modern American Arctic dogs. It is 141 

possible that modern American Arctic dogs are the descendants of dogs brought by the Paleo-142 

Eskimo (~6,000 years ago) or by the Thule (~1,000 years ago)(19). However, both mitogenomic 143 

and low coverage nuclear data from a late Paleo-Eskimo dog from Kodiak Island, Alaska (Uyak: 144 

AL3198; Fig. 1a; Table S1) indicate that this dog is more closely related to PCD than to modern 145 

American Arctic dogs (Fig. S10; Fig. S4). This suggests that modern American Arctic dogs are not 146 

the descendants of Paleo-Eskimo dogs and that Paleo-Eskimos likely acquired local dogs in North 147 

America or brought Siberian dogs that were genetically indistinguishable from PCD. Our sampling 148 

did not include dogs from sites associated with the Thule culture, so it is plausible that the modern 149 

American Arctic dogs included in our analysis, such as Alaskan malamutes and Greenland dogs, are 150 

the descendants of dogs introduced by the Thule. Alternatively, the modern American Arctic dogs 151 

that we sampled may be the descendants of recently introduced Eurasian Arctic dogs, many of 152 

which were introduced during the 19th-century Alaskan gold rush  and as sled dog racing stock (6). 153 

Regardless, modern American Arctic dog populations have complex histories with potential genetic 154 

contributions from both American and Eurasian Arctic dogs (3). 155 

 156 

Interestingly, genomic analyses of canine transmissible venereal tumor (CTVT) genomes indicated 157 

a close affinity with modern Arctic dogs (20). CTVT is a contagious cancer clone that manifests as 158 

genital tumors and spreads between dogs by the transfer of living cancer cells during mating. This 159 

clone first originated from the cells of an individual dog, the “CTVT founder dog”, which lived 160 

several thousand years ago, and still carries the genome of this individual (20). To investigate the 161 

relationship between the CTVT founder dog and PCD, we analyzed two CTVT genomes alongside 162 

a panel of modern and ancient canid genomes.  163 

 164 

In order to accomodate for the fact that CTVT is a cancer, and to limit the impact of somatic 165 

mutations, we confined our genotyping analysis to SNPs which mapped to genomic regions that 166 

have retained both parental chromosomal copies in CTVT (20), and excluded singleton SNPs 167 

exclusively called in CTVT genomes. Remarkably, CTVT clustered with PCD on neighbor-joining 168 

trees (Fig. 1c; Fig. S10; Fig. S11), a Bayesian tree (Fig. S12), Treemix (Fig. 1d) and admixture 169 

graphs (Fig. S25). This result is further supported by both outgroup f3 (Fig. S13) and D-statistics 170 

(Fig. S14; Fig. S15). These findings indicate that the CTVT founder dog is more closely related to 171 

PCD than to modern Arctic dogs. Multiple horizontal transfers of mitochondrial genomes from dog 172 

hosts to CTVT tumors has led to the replacement of the founder dog’s mitogenome (21, 22), thus 173 

we could not determine the mitochondrial haplogroup of the CTVT founder dog and we limited our 174 

analyses to the nuclear genome.  175 

 176 

To assess whether the CTVT founder dog lived prior to, or after dogs entered North America, we 177 

re-estimated its temporal origin by sequencing the nuclear genomes of two CTVT tumors, 608T and 178 

609T. 608T is a CTVT tumor from the skin of a ten-month-old puppy which was likely engrafted 179 

from its mother’s vaginal tumor (609T) during birth. We identified mutations with a clock-like 180 

mutational process which were present in 608T, but not detectable in 609T, and used these to derive 181 

a lower bound for a somatic mutation rate for CTVT (3). Applying this rate to the total burden of 182 

clock-like somatic mutation in the CTVT lineage (3), we estimated that the CTVT founder dog 183 
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lived up to 8,225 years ago (3). This time frame postdates the initial arrival of dogs into the 184 

Americas, raising the possibility that CTVT may have originated in a dog living in North America. 185 

 186 

To further assess this scenario, we quantified the degree of introgression between North American 187 

endemic canids (coyotes and North American wolves), PCD dogs, modern Arctic dogs, and the 188 

CTVT founder dog. Our analyses indicated that, unlike Arctic dogs, PCD dogs share number of 189 

derived alleles with coyotes and North American wolves, indicative of admixture (Fig. S16; Fig. 190 

S17). The CTVT founder dog also showed some weak evidence of coyote ancestry, but did not 191 

appear to possess admixture with North American wolves (Fig. S16; Fig. S17). Because coyotes are 192 

restricted to North America, this suggests that CTVT may have originated there. Since we did not 193 

ascertain the degree of coyote ancestry in ancient PCD-related dogs in Northern Siberia (such as the 194 

Zhokov Island dogs, Fig 1), however, this analysis does not establish the location in which CTVT 195 

originated. Furthermore, studies that used somatic mutations to reconstruct the phylogeography of 196 

the CTVT clone indicated a deep divergence in Asia and a recent introduction to the Americas (21). 197 

Altogether, these results suggest a scenario in which CTVT originated in Asia from a dog that was 198 

closely related to PCD, although we cannot exclude the possibility that the clone arose in America, 199 

then dispersed early into Asia before being reintroduced to America. 200 

 201 

The legacy of PCD in modern American dog populations is uncertain. It has been suggested that 202 

some North American wolves obtained a mutation leading to black coat color possibly via 203 

admixture with early American dogs (23). This allele was not present, however, in either of the two 204 

higher coverage ancient PCD dogs in this study (3) or in CTVT (20). Additional ancient genomes 205 

are necessary to determine if this allele was present in the PCD population.  206 

 207 

In addition, previous studies have argued that some modern American dog populations possess a 208 

genetic signature from indigenous American dogs (8, 9, 24). To test this hypothesis, we analyzed 209 

nuclear data obtained from more than 5,000 modern dogs (including American village dogs) 210 

genotyped on a 180K SNP array (9). We found 7-20% PCD ancestry in modern American Arctic 211 

dogs using f4 ratios (Alaskan husky, Alaskan malamute and Greenland dogs; Table S10&S11; 212 

Supplementary Material). This result, however, could reflect ancient population substructure in 213 

Arctic dogs rather than genuine admixture (Supplementary Material). Our f4 ratio analysis did not 214 

detect a significant admixture signal from PCD into any modern American dogs of European 215 

ancestry (Table S10). 216 

 217 

Our ADMIXTURE analysis detected varying degrees of PCD/Arctic ancestry in three individual 218 

Carolina dogs (0-33%; Fig. S20). This analysis, however, could not distinguish between PCD and 219 

Arctic ancestry, and we cannot rule out that this was result of admixture from modern Arctic dogs 220 

and not from PCD (3).The majority of modern American dog populations, including 138 village 221 

dogs from South America and multiple “native” breeds (e.g., hairless dogs and Catahoulas), possess 222 

no detectable traces of PCD ancestry (Fig. S20; Table S10; Fig. 2a), though this analysis may suffer 223 

from ascertainment bias. 224 

 225 

To further assess the contribution of PCD to modern American dog populations, we also analyzed 226 

590 additional modern dog mitogenomes, including 169 village and breed dogs that were sampled 227 

in North and South America (21). We identified two modern American dogs (a chihuahua and a 228 

mixed breed dog from Nicaragua) that carried PCD mitochondrial haplotypes (Fig. S5); consistent 229 
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with a limited degree of PCD ancestry (<2%) in modern American dogs. We also identified three 230 

East Asian dogs that carried a PCD haplotype, possibly as a result of ancient population 231 

substructure or recent dog dispersal (Fig. S5; (3)). Although greater degrees of PCD ancestry may 232 

remain in American dogs which have not yet been sampled, our results suggest that European dogs 233 

almost completely replaced native American dog lineages. This near disappearance of PCD likely 234 

resulted from the arrival of Europeans, which led to shifts in cultural preferences and the 235 

persecution of indigenous dogs (25). Introduced European dogs may also have brought infectious 236 

diseases to which PCD were susceptible. 237 

 238 

The first appearance of dogs in the North American archaeological record occurs ~6,000 years after 239 

the earliest evidence of human activity (4, 11). In addition, our molecular clock analysis indicates 240 

that the PCD lineage appeared ~6,500 years after North American human lineages (Fig. 1b)(10). 241 

These discrepancies suggest that dogs may not have arrived into the Americas alongside the first 242 

human migration. A recent human genetic study suggests that Northern Native American 243 

populations admixed with an East Siberian population ~11,500 years ago(12). This timing is 244 

compatible with both the archaeological record and our PCD divergence time estimate and suggests 245 

a scenario in which dogs were brought to the Americas several thousand years after the first people 246 

arrived. 247 

 248 

This initial dog population entered North America then dispersed throughout the Americas where it 249 

remained isolated for at least 9,000 years. Within the past 1,000 years, however, there have been at 250 

least three independent re-introductions of dogs. The first may have consisted of Arctic dogs that 251 

arrived with the Thule culture ~1,000 years ago (6). Then, beginning in the 15th century, Europeans 252 

brought a second wave of dogs that appear to have almost completely replaced indigenous dogs. 253 

Lastly, Siberian huskies were introduced to the American Arctic during the Alaskan gold rush (25). 254 

As a result of these more recent introductions, the modern American dog population is largely 255 

derived from Eurasian breeds, and the closest known extant vestige of the first American dogs now 256 

exists as a worldwide transmissible cancer. 257 

 258 
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modern dogs. Blue horizontal bars on nodes represent 95% High Density Posterior age. The grey 659 

shaded area represents the time frame during which people entered the Americas (10–12) c. A 660 

neighbor-joining tree built with whole genomes (3). d An admixture graph constructed with 661 

TreeMix (based on transversions; Supplementary Material) depicting the relationship between PCD 662 

(including the Port Du Choix [AL3194] and Weyanoke Old Town [AL3223] samples) and other 663 

dog and wolf populations. We only used Greenland dogs and Malamute (American Arctic dogs) for 664 

this analysis as these are the least admixed with Western Eurasian dogs (3). 665 

 666 

Figure 2 Legacy of pre-contact dogs in modern american dogs a. A map showing the locations 667 

of dog populations obtained from (9) and their degree of relatedness (D-statistics) with the ~4ky old 668 

Port au Choix dog (AL3194; see (3) and Fig. S14). Higher values (in red) represent closer 669 

relatedness. b. A map depicting the multiple introductions of dogs into the Americas.   670 
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