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Abstract
The divergence between the Andean fox (Lycalopex culpaeus) and the South American gray fox (L. griseus) represents a 
recent speciation event in South America. These taxa are partially sympatric and share biological, morphological, and ecolog-
ical traits. Previous studies failed to recover reciprocal monophyly, suggesting the occurrence of introgression or incomplete 
lineage sorting (ILS). Here, we obtained mitochondrial and nuclear markers for 140 L. culpaeus and 134 L. griseus from the 
Southern Cone of South America to assess their inter and intraspecific divergence. We recovered reciprocal monophyly of 
L. culpaeus and L. griseus, with mild signatures of introgression or ILS. Therefore, taxonomic misidentification and the use 
of a limited number of markers may be the main reason behind the past debate about the delimitation of both species. Two 
main divergent clades were found in L. culpaeus with a phylogeographical boundary in the High Plateau of northeastern 
Chile. The southern clade along with three northern sub-clades corresponded to four morphological subspecies. Less genetic 
differentiation was found in L. griseus with a spatial population structure that does not support the occurrence of distinct 
subspecies. The results found in this study suggest the extant evolutionary significant units that need to be considered for 
biological conservation management of these species.
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Introduction

South American canids diverged from their North American 
counterpart after the rise of the Panamanian land bridge dur-
ing the late Pliocene (Berta 1987; Perini et al. 2010; Prevosti 
2010). Despite the recent expansion from North America 
into South America, the largest diversity of the family is 
found in the latter (Wozencraft 2005), favored by their 
opportunistic foraging including small and medium-sized 
preys, fruits, and seeds in their diet. This likely allowed them 
to persist and diversify after the extinction of large special-
ized canids at the end of the Pleistocene such as the Therio-
dictis platensis (Prevosti and Forasiepi 2018), when large 

herbivores went extinct (Berta 1987). The diversification of 
Lycalopex occurred rapidly and recently during the Pleisto-
cene 1.3 million years ago (Perini et al. 2010; Tchaicka et al. 
2016). This genus, endemic to South America, consists of 
six species: the sechuran fox (L. sechurae, Thomas 1900), 
the hoary fox (L. vetulus, Lund 1842), the pampas fox (L. 
gymnocercus, Fischer 1814), the Darwin’s fox (L. fulvipes, 
Martin 1837), the Andean fox (L. culpaeus, Molina 1782), 
and the South American gray fox (L. griseus, Gray 1837). 
The last four species occur across the Southern Cone of 
South America (Wozencraft 2005).

Within the evolution of Lycalopex, L. culpaeus and L. gri-
seus divergence was found as the most recent (250–800 kya) 
(Wayne et al. 1989; Bininda‐Emonds et al. 1999; Tchaicka 
et al. 2016; Favarini et al. 2022), but the internal taxonomy 
of the genus is still debated (Berta 1987; Medel et al. 1990; 
Zunino et al. 1995; Vilà et al. 2004; Favarini et al. 2022), 
leaving uncertainties about the evolutionary relationships. 
Therefore, phylogeographic studies represent a useful tool to 
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provide an evolutionary hypothesis for the divergence of the 
species (Perini et al. 2010). A few studies based on nuclear 
and mitochondrial molecular markers failed to recover the 
monophyly of both species (Yahnke 1995; Yahnke et al. 
1996; Prevosti et al. 2013; Ruiz-Garcia et al. 2013). More 
recently, Tchaicka et al. (2016) and Favarini et al. (2022) 
obtained reciprocal monophyly, but with low samples size 
by locality and species, and with some individuals found in 
different clades than the expected by the classification of the 
morphological species. Therefore, the uncertainties found 
may be attributed to introgression or incomplete lineage 
sorting (ILS), two recognized processes that have hampered 

the species delimitation in canids (Gopalakrishnan et al. 
2018).

Lycalopex culpaeus and L. griseus have a wide distri-
bution in the Southern Cone of South America (Fig. 1). 
They can be distinguished from one another mostly by their 
body size and coat color. The former is larger (total length: 
100–180 cm; weight: 4–13 kg) and displays a reddish pel-
age, while the latter is smaller (total length: 70–96 cm; 
weight: 2.5–4 kg) with a beige-grayish pelage (González 
del Solar and Rau 2004; Jiménez and Novaro 2004; Iriarte 
2008). L. culpaeus is the largest fox in its genus (Jiménez 
and Novaro 2004) and is widely distributed across western 

Fig. 1   A Geographical distribu-
tion of Lycalopex culpaeus 
(orange) and L. griseus (gray). 
The distributions are based 
on IUCN data. B Location of 
sampling sites for L. culpaeus 
(orange diamonds), L. griseus 
(gray circles), and both species 
(brown squares)
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South America. It lives along the Andes up to 4500 masl 
(Iriarte 2008) in Colombia, Ecuador, Peru, Bolivia, Chile, 
and Argentina (Novaro 1997), ranging from Nariño Prov-
ince of southern Colombia to Tierra del Fuego (Jiménez 
et al. 1995). In Chile, it can be found down to the Pacific 
shoreline in the northern desert (Jiménez and Novaro 2004), 
while in Argentina, it can reach the Atlantic shoreline from 
Río Negro to the south (Novaro 1997). Six subspecies are 
recognized: L. c. andinus, L. c. culpaeus, L. c. lycoides, 
L. c. magellanicus, L. c. reissii, and L. c. smithersi (Gray 
1837; Thomas 1914a, b; Cabrera 1931), but their distribu-
tions and genetic distinctiveness have been partially defined 
(Martinez et al. 2018). On the other hand, L. griseus inhabits 
plains and mountains on both sides of the Andes in Chile 
and Argentina, down to sea level and up to 3000 masl. In 
Chile, this species ranges from Arica to Tierra del Fuego, 
while in Argentina, it can be found south of the Río Negro 
to the Strait of Magellan (González del Solar and Rau 2004). 
There is evidence that L. griseus is also present in Peru from 
central Lima to Tacna, along the coast and western slopes of 
the Andes (Pacheco et al. 2009; Vivar and Pacheco 2014). 
Four subspecies are generally recognized based primarily on 
geographic distribution: L. g. griseus, L. g. domeykoanus, 
L.g. maullinicus, and L. g. gracilis (Osgood 1943; González 
del Solar and Rau 2004). Noteworthy, L. griseus is not native 
to Tierra del Fuego (González del Solar and Rau 2004), 
since it was introduced in the 1950s to control the European 
rabbit (Oryctolagus cuniculus, Linnaeus, 1758; Atalah et al. 
1980; Zurita et al. 2023).

Lycalopex culpaeus and L. griseus are two of the most 
broadly distributed mammals in Chile (Iriarte 2008). Despite 
their similar geographic ranges, these species do not exhibit 
high levels of sympatry at the local scale (Zapata et al. 
2005), presumably because of interspecific territoriality and 
competition, with L. culpaeus excluding L. griseus given to 
its bigger size (Fuentes and Jaksic 1979; Medel and Jak-
sic 1988; Johnson and Franklin 1994; Jiménez et al. 1996; 
Donadio and Buskirk 2006).

The occurrence of hybrid zones had emerged in previ-
ous studies (Yahnke et al. 1996) as well as the challenges 
associated with species delimitation due to intermediate 
morphology. Also, it is expected an intermediate level of 
population structure, with areas of higher genetic differen-
tiation where gene flow is limited by geographic barriers 
such as the Andean Mountain and the Atacama Desert in 
Chile. The main aim of this study was to assess the geo-
graphic distribution of genetic diversity of L. culpaeus and 
L. griseus in southern South America, exploring possible 
events of hybridization in sympatry. The specific objectives 
were (1) to compare the phylogeographical pattern of both 
species; (2) to assess the genetic diversity and degree of 
divergence between them; and (3) to determine intraspecific 
lineages of L. culpaeus and L. griseus. For this purpose, we 

characterized the Control Region (CR) and the Cytochrome-
b (MT-CYB) of the mitochondrial DNA (mtDNA) along 
with the feline sarcoma protooncogene (FES) and eight 
microsatellites.

Material and methods

Sampling and DNA isolation

We collected samples of 87 L. culpaeus and 122 L. griseus 
individuals from Chile and Argentina (Fig. 1, Tables S1 
and S2) following the guidelines of the American Soci-
ety of Mammalogists (Sikes et al. 2011). Blood, tissue, or 
hair samples were stored in sterile 95% ethanol. DNA was 
isolated using a salt-extraction method from Aljanabi and 
Martinez (1997) with modifications (Vianna et al. 2017). A 
total of 53 L. culpaeus and 12 L. griseus CR sequences avail-
able in GenBank were downloaded (Fig. 1, Tables S1 and 
S2), along with 17 sequences from L. fulvipes, L. vetulus, L. 
sechurae, and L. gymnocercus (Table S3). Also, for the FES 
intron 14, we analyzed one additional GenBank sequence 
from each one of the six species (Table S3).

Molecular procedures, sequencing, and genotyping

Two different mtDNA genes were amplified by PCR: (1) CR 
(551 bp), using primers MTLPRO2 and CCR-DR1 (Tchai-
cka et al. 2007), and (2) MT-CYB (952 bp), using primers 
MT-CYBDF1 and MT-CYBDR1 (Tchaicka et al. 2007). 
The FES intron 14 was also amplified using primers FES-F 
and FES-R (Venta et al. 1996). Finally, we amplified eight 
polymorphic microsatellites: 2001, 2137, 2140 (Francisco 
et al. 1996), Lfu 5D3a, Lfu 5F6, Lfu 5G3c, Lfu 8D5, and Lfu 
8D6b (Cabello and Dávila 2014). The first three are tetra-
nucleotide repeat loci, while the last five are dinucleotide 
repeat loci. All forward primers had a 5′-M13 tail (Boutin-
Ganache et al. 2001). The microsatellite genotypes obtained 
in this study were placed in Supplementary Material (Tables 
S4 and S5).

For the DNA amplification of mtDNA and intron loci, 
PCRs were performed in 40-µl reactions containing 1-µl 
template DNA (20 ng/µl), 1 × reaction buffer (Invitro-
gen®, Brazil), 1.5 mM MgCl2, 0.2 mM dNTPs, 0.4 µM of 
each primer, and 0.75 units of Taq DNA polymerase Plati-
num (Invitrogen®, Brazil). As for the DNA amplification 
of microsatellite markers, PCRs were performed in 30-µl 
reactions which contained 1-µl template DNA (20 ng/µl), 
1 × reaction buffer (Invitrogen®, Brazil), 1.5 mM MgCl2, 
0.2 mM dNTPs, 0.8 µM of primer mix, and 0.8 units of 
Taq DNA polymerase (Invitrogen®, Brazil). Primer mix 
contained 3 × forward primer with M13-tail, 40 × reverse 
primer, and 40 × M13-tail primer with f luorescence 
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(FAM, HEX, or NED, depending on the case). Thermo-
cycling conditions were the same for all loci and con-
sisted of a denaturation step at 95 °C for 10 min followed 
by 11 cycles (touchdown) including a denaturing step at 
95 °C for 15 s, annealing at 60 °C for 30 s and elongation 
at 72 °C for 45 s plus 40 cycles of denaturation at 95 °C 
for 15 s, annealing at 50 °C for 30 s and elongation at 
72 °C for 45 s followed by a final elongation of 30 min 
at 72 °C. PCR products were run on agarose gel (1% for 
mtDNA and FES intron; 2.5% for microsatellites) stained 
with GelRed Nucleic Acid Stain (Biotium, San Francisco, 
USA) and visualized under ultraviolet light. PCR products 
were purified and sequenced bi-directionally (mtDNA and 
intron) or scored (microsatellite) at Macrogen Inc. (Seoul, 
South Korea).

Sequencher v. 5.4.5 (GeneCodes Corporation, Ann 
Arbor, MI, U.S.A. 2016) was used for sequence manual 
editing and alignment. MtDNA haplotypes were identi-
fied using DnaSP v. 6.12.03 (Rozas et al. 2017), while 
those of nuclear introns with Phase, a Bayesian approach 
implemented in the same program. Microsatellite allele 
length was determined using GeneMarker v. 2.7.0 (Piry 
et  al. 2004), while automatic binning and microsatel-
lite allele scoring were performed with Tandem v. 1.09 
(Matschiner and Salzburger 2009). Quality control was 
performed using Microsatellite Toolkit for Excel to detect 
scoring errors (Park 2002).

Species divergence and hybridization

Maximum likelihood (ML) phylogenetic analyses for CR 
(Fig.  S1) were performed in RAxML-HPC2 v. 8.2.12 
(Stamatakis 2006) in the CIPRES Science Gateway (Miller 
et al. 2010) using the crab-eating fox (Cerdocyon thous, 
Linnaeus 1776) as outgroup. The reconstructions were 
based on 200 inferences on the original alignment and 1000 
bootstrap replicates, using default parameter settings and 
GTR + GAMMA model for both bootstrapping and final ML 
optimization. Trees were visualized with FigTree v. 1.4.4 
(Rambaut 2009).

Median joining networks (MJN) were constructed with 
NETWORK v. 10 (Bandelt et al. 1999) to explore relations 
among haplotypes and their possible sharing between spe-
cies (Figs. 2 and 3). The first MJN was constructed with 
CR haplotypes of L. culpaeus and L. griseus (595  bp; 
Fig. 2). A second MJN was built with MT-CYB (952 bp) 
and a third one with the nuclear intron FES (383 bp). We 
also reconstructed a MJN using the concatenated marker 
(CR + Cybt + FES, 1978 bp: Fig. 3).

Genetic diversity and population structure

Species differentiation and possible hybridization were 
explored by means of the Bayesian clustering method 
implemented in STRU​CTU​RE v. 2.3.4 (Pritchard et al. 
2000; Fig.  4), assessing the Q-value of each sample 
and comparing with the species assignation of the other 
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Fig. 2   CR Median joining network of Lycalopex griseus (gray), L. 
culpaeus (orange), L. sechurae (purple), L. gymnocercus (blue), L. 
fulvipes (red), and L. vetulus (green) individuals. The size of each 
circle is proportional to the haplotype frequency. Bars and numbers 
placed on connecting lines indicate the number of nucleotide differ-

ences between haplotypes. Connecting lines without bars or numbers 
indicate that there is only one substitution between haplotypes. The 
individual M2299 was assumed to be L. culpaeus in the network anal-
ysis
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markers and the visual identification. We also performed 
the analyses within each of the two fox species to detect 
population genetics structure excluding the individuals 
indicated as potential hybrids in the entire dataset (Figs. 5 
and 6). Given their high mobility, the sampled foxes might 
have ancestors from multiple populations which are likely 
closely related (Porras−Hurtado et al. 2013); therefore, 
we chose the admixture ancestry model with LOCPRIOR 
and correlated allele frequencies (Hubisz et al. 2009). To 
infer lambda, the hyperparameter associated with the allele 
frequency model prior (Pritchard et al. 2000), we first per-
formed one run with 150,000 iterations and 50,000 burn-
in. This run calculated a lambda of 0.71, which we used in 
the subsequent runs. We evaluated K (i.e., the number of 
clusters) with values ranging from one to the total number 
of locations (29 locations for L. culpaeus and 23 locations 
for L. griseus; Tables S1 and S2) and performed five inde-
pendent runs for each value of K, with 500,000 MCMC 
and a 50,000 burn-in period estimating the 90% probabil-
ity intervals for admixture coefficients. The web version 
of STRU​CTU​RE HARVESTER (Earl and vonHoldt 2012) 
was used for inferring the most likely K using Evanno’s 
method (Evanno et al. 2005) and the highest posterior 
mean log-likelihood (mean LnP(K)). Finally, CLUMPP 

(Jakobsson and Rosenberg 2007) was used for summariz-
ing the results of all previous runs, and DISTRUCT v. 1.1 
(Rosenberg 2004) to visualize them.

A Principal component analysis (PCA) of microsatellite 
data was performed using ADEGENET (Jombart 2008) in R 
Core Team (R Core Team 2021). We also evaluated the num-
ber of clusters with K-means and a Bayesian information 
criterion (BIC), using the function find.clusters. In ADE-
GENET, we performed a discriminant analysis of principal 
components (DAPC) (Jombart et al. 2010). For the sake of 
clarity, the STRU​CTU​RE analysis, PCA, and DAPC were 
performed for the entire dataset of both species and the spe-
cies separately excluding the potential hybrids.

Intraspecific spatial structure and phylogeographical 
boundaries of L. culpaeus and L. griseus were evaluated 
with GENELAND v. 4.0.5 in the R-package (Guillot et al. 
2005) for CR and microsatellite data excluding individu-
als indicated as potential hybrids according to STRU​CTU​
RE results. GENELAND was set with 1,000,000 Markov 
Chain Monte Carlo (MCMC) iterations sampling each 
1000 steps and a 20% thinning, using uncorrelated allele 
frequencies and the spatial model. These parameters were 
used for five repetitions of K-values (the number of clus-
ters in the data) ranging from 1 to 10. Using the same 

Fig. 3   Median joining network for Lycalopex griseus (gray), L. cul-
paeus (orange) using CR (top left), MT-CYB (top middle), the 
nuclear FES (top right), and the concatenated markers (CR + MT-

CYB + FES, bottom network). The individual M2299 was assumed to 
be L. culpaeus in the network analysis
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parameters and the K-values inferred above as a fixed vari-
able, the MCMC algorithm was run 30 times.

The outputs obtained from MJN, STRU​CTU​RE, PCA, 
DAPC, and GENELAND were considered to define the 
intraspecific genetic clusters which were used for further 
population analyses. To assess the population genetic 
structure between genetic groups and among geographi-
cal subgroups, pairwise FST values were estimated for 
CR and microsatellite data, and ΦST only for CR using 
ARLEQUIN v. 3.5.2.2 (Excoffier and Lischer 2010), using 
10,000 permutations and a significance level of 0.05.

Genetic diversity (CR data: S number of polymorphic 
sites; h number of haplotypes; Hd haplotype diversity, π 
nucleotide diversity; microsatellite data: Ho observed het-
erozygosity, He expected heterozygosity, A average num-
ber of alleles, R allele richness, FIS) was calculated for 
L. culpaeus and L. griseus, and for each genetic cluster 
identified with GENELAND, using ARLEQUIN for CR 
sequences and the microsatellite loci (Table 1).

Results

Species divergence

A higher diversity was found for L. culpaeus at both 
the CR (n = 135, h = 0.97, and π = 0.028 versus n = 122, 
h = 0.94, and π = 0.016; Table 1) and the MT-CYB (n = 70, 
h = 0.88, and π = 0.008 versus n = 78; h = 0.86; π = 0.0036) 
compared to L. griseus, since the former includes several 
divergent lineages (described below). However, L. cul-
paeus (n = 79) showed lower nuclear diversity than L. 
griseus with only one FES haplotype as opposed to 16 
(n = 120; h = 0.71; π = 0.004). Likewise, microsatellite 
diversity was lower in L. culpaeus (n = 65, Ho = 0.57, 
He = 0.65, A = 7.75, R = 4.08) than in L. griseus (n = 112, 
Ho = 0.57, He = 0.78, A = 11.12, R = 6.37).

The CR tree (Figure S1) and MJNs (Figs. 2 and 3) 
concordantly supported the reciprocal monophyly and 

Fig. 4   A PCA based on microsatellite data for Lycalopex culpaeus 
(orange) and L. griseus (gray) and (B) DAPC K = 4. C STRU​CTU​RE 
results for the entire dataset (K = 2), where each vertical line repre-
sents one individual, and the two genetic clusters are represented with 
two colors: orange for L. culpaeus genotype and gray for L. griseus 
genotype. In the PCA and DAPC the three potential hybrids identified 

as L. griseus are in green and the one identified as L. culpaeus in pur-
ple. For STRU​CTU​RE, the fraction of each individual color within a 
bar represents the probability of assignment to species of that color. 
The nine individuals with a degree of introgression between 20 and 
30% are indicated just with an arrow and those higher than 76% with 
an arrow and an asterisk. **possible misidentified in the field
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different genetic clusters for all Lycalopex species, includ-
ing L. culpaeus and L. griseus (Figs. 2 and 3). However, 
the phylogeny shows low bootstrap support for branches 
leading to the main species (Figure S1).

Eight individuals were not assigned to the putative 
species: one L. griseus from Argentina was grouped with 
L. gymnocercus based on CR, and another seven mixed 
between L. griseus and L. culpaeus. An individual identified 
as L. culpaeus showed only microsatellites assigned as L. 
griseus (M2554), while another one showed a CR and MT-
CYB haplotype belonging to L. griseus (M2376). For L. gri-
seus, one showed a FES haplotype pertaining to L. culpaeus 
(M2320, Fig. 3 and Table 2), three L. griseus individuals 
had only the microsatellites classifying to the other species 
(M2580, M2597, M2599), and one L. griseus showed all 
the molecular markers assigned to L. culpaeus (M2299), 
possibly misidentified in the field (Table 2).

CR phylogenetic reconstruction and MJN consistently 
supported two main clusters for L. culpaeus separated by 
12 nucleotide differences: (1) northern clade including 
foxes from Peru, Bolivia, northeastern Chile, and Cor-
doba in central Argentina; (2) southern clade including 
foxes from most of Chile and Argentina. Individuals from 
the northeastern location from Chile (Salar Punta Negra 
in Antofagasta region) belonged to the two main clusters 
(Fig. 3). The northern cluster contained three divergent 
sub-clusters/clades consistent with a geographic structure 

without overlap between locations belonging to (1.1) Cor-
doba; (1.2) Salar Punta Negra (Antofagasta region) in Chile 
and Oruru, Potosí, Uyuni in Bolivia; and (1.3) Ancash and 
Junín in Peru.

Concerning L. griseus, four main CR clusters were iden-
tified and they revealed a strong spatial genetic pattern 
described as follows: (1) most of the locations from Chile; 
(2) most of locations from northern Argentine Patagonia 
and a few from northern Chile; (3) Monte León in southern 
Argentine Patagonia; (4) Tecka in Argentina (Fig. 3).

Species delimitation and population genetics 
structure

Signatures of genetic structure were detected for both spe-
cies. The Bayesian clustering analysis for microsatellite data 
for the entire dataset suggests that the highest posterior mean 
log-likelihood (mean LnP(K)) and Evanno’s method most 
likely K was 2, clearly separating L. culpaeus from L. griseus 
(Figs. 4 and S2).

The microsatellite results also suggest that few individu-
als could have a signature of introgression or ILS. A total 
of four individuals, one L. culpaeus and three L. griseus, 
were assigned to the other species based on the degree of 
introgression (≥ 76%), even though the assignment based on 
mtDNA was consistent with the morphological identification 
in the field (Table 2). These four individuals, together with 

Fig. 5   STRU​CTU​REof Lycalopex culpaeus (A), PCA of L. culpaeus microsatellite data (B); PCA of L. griseus (C), STRU​CTU​RE of L. griseus 
microsatellite data (D). Each vertical line represents one individual in the STRU​CTU​RE. Location acronyms are included in Table S1 and S2 
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the other two that were assigned to the other species based 
on mtDNA (M2376, Table 2) or FES (M2320, Table 2), cor-
responded to 3.2% of the total number of samples analyzed 
for microsatellite loci and sequences evaluated (n = 188). 
One additional fox (M2299) might represent a case of 
misidentification since even though first identified as L. 
griseus, genetic evidence univocally labeled it as L. cul-
paeus. These seven individuals were excluded for posterior 
population analyses within species. Additionally, another 
five foxes had a small percentage (20−30%) of microsatel-
lite data not assigned to the morphological species, which 
might be indicative of a lower degree of introgression or 
ILS (Table 2). PCA clustered the two species with the first 
principal component explaining only 2.6% of the variance, 
with the potential hybrids found in an intermediate position 
along with other individuals. DAPC showed K = 4 with the 
clear distinction of the two species, but also the separation 
of the two clusters for L. griseus and the potential hybrids 
clustering more closely to L. griseus (Fig. 4).

The Bayesian clustering, PCA, and DAPC results also 
showed population structure within species (Figs. 5 and 
S2–S6). The highest posterior mean log-likelihood (mean 
LnP (K)) and the Evanno’s method most likely K for L. cul-
paeus (n = 65) was K = 2: a northern cluster from Antofa-
gasta region (north), and the southern cluster with most 
samples from Chile and Argentina (south, Figs. 5 and S2). 
Concordantly, PCA and DAPC using microsatellite data for 
L. culpaeus (Figs. 5 and S5) also revealed two well-differ-
entiated groups discriminated by the first component. Spa-
tial structure inferred at the microsatellite loci showed two 
clusters (i and ii) with high posterior support (0.8−0.9) for 
L. culpaeus, and similar boundary differentiating the north-
eastern of Chile from the remaining locations in southern 
Chile and Argentina (Figs. 6 and S7). The CR spatial struc-
ture, which was based on a larger sampling area including 
the surrounding countries for L. culpaeus (n = 135), showed 
5 groups (posterior support of 0.36−0.38; Figs. 6 and S7) 
in accordance with the northern boundary identified for 

Fig. 6   Map with sample loca-
tions representing the results of 
spatial model in GENELAND 
for Lycalopex griseus (left) 
and L. culpaeus (right). For 
L. griseus, four CR groups 
were defined (different colors, 
I to IV) and so was based on 
microsatellite data (dashed line, 
i to iv). For L. culpaeus, two 
groups were delimited using 
microsatellites (i and ii), and 
five groups were defined using 
CR (different colors, except the 
gray circle, I to V); however, 
one sample from Calbuco was 
grouped with a northern group 
(gray circle). The three groups 
from north and northeast (red, 
pink, and dark pink) correspond 
to clade 1 (I to III) from the 
phylogeny and MJN, and the 
two groups from south and 
southwest (yellow and orange) 
to clade 2 (IV and V). Both 
clades overlap at Salar Punta 
Negra, Chile, (indicated by the 
arrow). GENELAND posterior 
probabilities of population 
membership for L. culpaeus 
and L. griseus were 0.36–0.38 
and 0.55–0.65, respectively, 
for mtDNA and 0.8–0.9 and 
0.45–0.5, respectively, based on 
microsatellites (Figure S7)
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microsatellite data. The clades found are similar to those 
found in the tree and the network (Figs. 3, and S1): the three 
groups identified by GENELAND from north and northeast-
ern I, II, and III corresponded to the three sub-clades from 
the main clade 1 (sub-clades 1.1, 1.2, and 1.3, respectively), 
with the two southern groups both falling within clade 2 (IV 
and V, Fig. 6).

Structure of L. griseus (n = 112) showed that the most 
likely K was 2 using Evanno’s method, and the highest 
posterior mean log-likelihood (mean LnP (K)) was K = 8. 
For L. griseus, the first two groups included all individuals 
from Chile plus one fox from Tecka in Argentina and all 
those from the remaining locations from southern Argen-
tina, respectively. The subsequent subdivisions distinguish 
four groups for L. griseus: (i) northern group of Chile (Pan 
de Azucar to Coquimbo); (ii) north-central Chile with Río 
Mayo in Argentina; (iii) the Parque Nacional Monumento 
Bosques Petrificados de Jaramillo (MBP); and (iv) Monte 
León in Argentina (Fig. 5). PCA for microsatellite data of L. 
griseus showed some overlap between geographic regions 
with a gradual differentiation from north to south explained 
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) Table 2   Putative hybrids between Lycalopex culpaeus and L. griseus 

identified by the combination of field identification, mtDNA (CR 
and MT-CYB), nuclear intron (FES), and Bayesian clustering using 
microsatellite data

ID sample identifier; CL Chile; AR Argentina; CU Andean fox; 
CH South American gray fox; MBP Parque Nacional Monumento 
Bosques Petrificados de Jaramillo
*Molecular inconsistency with morphological identification
**Possible misidentified in the field
***Microsatellite assigned to the other species based on 20−30%

ID Location Field Ident mtDNA FES Microsatellite

M2554 Lo Vasquez, 
CL

CU CU CU CH (0.863)*

M2580 MBP, AR CH CH CH CU (0.764)*
M2597 MBP, AR CH CH CH CU (0.762)*
M2599 Monte León, 

AR
CH CH CH CU (0.806)*

M2376 Calbuco, CL CU CH* CU CU
M2320 Coquimbo, CL CH CH CU* CH
M2299** Coquimbo, 

CL
CH CU* CU* CU*

M2590 MBP, AR CH CH CH CH 
(0.812)***

M2595 MBP, AR CH CH CH CH 
(0.705)***

M2614 Monte León, 
AR

CH CH CH CH 
(0.711)***

M2622 MBP, AR CH CH CH CH 
(0.785)***

M2555 Iquique, CL CU CU CU CU 
(0.799)***
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by the first component (Fig. 5). DAPC (Fig. S6) revealed 
K = 3, discriminating by the first component the northern 
individuals from the other locations, with the second com-
ponent the Central region of Chile from the location from 
Argentina, finding some overlap between all groups (Fig. 
S6). Spatial microsatellite structure (n = 112) supported the 
same four groups found in STRU​CTU​RE with intermediate 
posterior support of 0.45−0.5: (i) northern Chile (Pan de 
Azúcar and Coquimbo); (ii) central Chile including Teka in 
Argentina; (iii) Río Mayo and MBP both in Argentina; (iv) 
Monte León in Argentina (Figs. 6 and S7). GENELAND 
results based on the CR (Figs. 6 and S7) including a larger 
number of sequences (n = 122) and geographic locations 
than for the microsatellite data, showed four genetic groups 
(I to IV) with similar boundaries with posterior support of 
0.55−0.65 (I–IV).

Significant population genetic structure between the two 
groups (northern and southern) was detected for L. culpaeus 
for CR (FST = 0.06152, ΦST = 0.06224, p < 0.0001) and 
microsatellite data (FST = 0.12, p < 0.0001). The southern 
group for L. culpaeus showed a higher haplotype diversity 
but a lower nucleotide diversity than the northern group, 
which also showed slightly higher values for all microsatel-
lite diversity indexes (Table 1).

A significant genetic differentiation was found among 
the four mtDNA clusters of L. griseus (FST = 0.13−0.28; 
ΦST = 0.13−0.27, p < 0.0001) and microsatellite data 
(FST = 0.07−0.19; p < 0.0001), with the highest values for 
both marker systems between northern Chile and Argentina 
(Fig. S8, Tables S6 and S7). The group from the central 
region of Chile and Argentina 1 showed higher CR hap-
lotype diversity and lower nucleotide diversity but higher 
diversity for most of the microsatellite diversity indexes 
(Table 1).

Discussion

Species delimitation of L. culpaeus and L. griseus have been 
under debate due to potentially incomplete lineage sorting, 
introgression, and/or misidentification. Likewise, morpho-
logical studies have shown discrepancies for the subspecies 
described. This genetic study contributes to assessing these 
questions and investigates the biogeography of the region 
in areas with well-established boundaries. Our results sup-
port the reciprocal monophyly of L. culpaeus and L. griseus 
as recently divergent species, with low signature of intro-
gression or ILS (about 3%). The reciprocal monophyly for 
both species agrees with Tchaicka et al. (2016) who found 
a high support (≥ 0.9) using 32 samples of L. culpaeus and 
28 of L. griseus, and Favarini et al. (2022), which used 7 
and 8 samples, respectively, restricted geographically, but 
with greater representativeness of the mitochondrial genome 

with 6000 bp sequenced. However, our conclusions do not 
agree with Yahnke et al. (1996), who did not confirm L. 
culpaeus and L. griseus as separate monophyletic clades, 
possibly because of the small portion of mtDNA (344 bp) 
and limited sample size (six L. culpaeus and 14 L. griseus).

Despite both species co-occur in Chile and Argentina 
across a wide range of habitat types from mountain ter-
rains, steppes, grasslands, scrublands, and open deserts to 
broad-leaved temperate southern beech forest in the south 
(González del Solar and Rau 2004; Jiménez and Novaro 
2004), L. culpaeus tends to prefer mountainous habitats, 
while L. griseus is a lowland species that is rarely seen at high 
altitudes (Fuentes and Jaksic 1979; Iriarte 2008). Therefore, 
sympatry mostly occurs at the boundary between the Andes 
and lowlands, which can limit the degree of introgression 
between the species. Several cases in which both distributions 
do overlap have been reported in Chile, north-western Argen-
tina and southern regions of Argentina (Johnson and Franklin 
1994; Jiménez et al. 1995, 1996; Zunino et al. 1995; Jayat 
et al. 1999; Jiménez and Novaro 2004; Novaro et al. 2004). In 
southern Chile and Argentina, species sympatry is facilitated 
by the southward altitudinal decrease of the Andes (Fuentes 
and Jaksic 1979) and body size differences (de Moura 
Bubadué et al. 2016b). The latter are higher in overlapping 
areas of distribution, allowing L. culpaeus and L. griseus to 
differentiate their feeding strategies and coexist in the same 
habitat (Rosenzweig 1966; Fuentes and Jaksic 1979; Zapata 
et al. 2008; Guzmán et al. 2009; de Moura Bubadué et al. 
2016a). Other factors that may allow the coexistence of both 
species are (1) high availability of prey; (2) higher hunting 
pressures over L. culpaeus compared to L. griseus, allowing 
higher densities and expansion of the latter; (3) presence of 
top predators like the puma (Puma concolor), which would 
keep L. culpaeus numbers low (Díaz−Ruiz et al. 2020); and 
(4) habitat modification, since most of these areas have a 
homogeneous habitat structure because of high modification 
made by humans (Novaro et al. 2004).

The challenges of discriminating both species in the field 
are based on their recent divergence (Tchaicka et al. 2016). 
Lycalopex culpaeus and L. griseus are morphologically 
similar in terms of general appearance, and both share bio-
logical and ecological characteristics; however, there is an 
intraspecific variation along their extensive distribution as 
well as in terms of life stages (juveniles/adults) which may 
cause misidentification. These two taxa have similar climatic 
requirements, with the same optimum tolerance of mean 
annual temperature of about 8−10 °C, and both inhabit arid 
regions with an annual rainfall below 300 mm, representing 
the species with the highest niche overlap inside the genus 
(Zurano et al. 2017). Moreover, both species are crepuscular, 
omnivorous, and opportunistic predators with a seasonally 
and locally variable diet (Atalah et al. 1980; González del 
Solar and Rau 2004; Jiménez and Novaro 2004; Novaro et al. 
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2004; Núñez and Bozzolo 2006; Guzmán-Sandoval et al. 
2007; Iriarte 2008; Zúñiga et al. 2008; Rubio et al. 2013; 
Galende and Raffaele 2016; Lagos et al. 2021).

Morphological studies completely support the divergence 
of L. culpaeus and L. griseus even in areas of sympatry, with 
cranial segregation mainly in dental pattern suggesting past 
selective pressure by intraguild competition dominated by L. 
culpaeus (Zapata et al. 2008, 2014). However, further stud-
ies encompassing the entire distribution of both species are 
required. In the case of L. griseus and L. gymnocercus, pre-
vious studies concluded that both are different forms of the 
same species (conserving the name L. gymnocercus) based 
on traditional morphometrics using cranio-dental measure-
ments (Zunino et al. 1995) and 3D geometric morphomet-
rics using cranium and mandible size and shape (Prevosti 
et al. 2013). Here, our molecular analysis suggests that L. 
griseus and L. gymnocercus form reciprocally monophyl-
etic clades, thus not supporting the synonymy of these two 
species. Although we have identified one L. griseus from 
Argentina within the L. gymnocercus clade, this could rep-
resent a misidentification or a potential event of hybridiza-
tion between both species. This agrees with Tchaicka et al. 
(2016) and Favarini et al. (2022); reciprocal monophylly was 
obtained, but still found some individuals of L. gymnocer-
cus in the L. griseus clade and individuals of L. vetulus in 
the L. gymnocercus clade, respectively, potentially resulting 
from interspecific hybridization. However, further studies 
are required to provide convincing evidence in this respect.

Distinguishing phylogenetic signals of species diver-
gences from those of ILS and introgression, and the contri-
bution of each, is limited by the number of loci and samples 
analyzed. Here, we report six cases of potential events of 
hybridization and/or ILS between L. culpaeus and L. griseus 
inferred from genetic data in sympatric areas of their distri-
bution, supporting interspecific hybridization that commonly 
occurs in wildlife (O’Brien and Mayr 1991; Hindrikson et al. 
2012), sometimes leading to fertile hybrids better adapted to 
the environment and even favoring speciation (Lehman et al. 
1991; Yahnke et al. 1996; Schwartz et al. 2004; Lancaster 
et al. 2006; Trigo et al. 2008). For the potential hybrids and/
or ILS, the visual identification of the species was consistent 
in most cases with the species assignment of mtDNA haplo-
type (maternal lineage, 5 out of 6 cases), but discordant with 
the species assignment according to microsatellites or FES 
(biparental, 5 out of 6 cases); this suggests a male-mediated 
introgression. The asymmetric hybridization between sexes 
is common for other canids (e.g., Hindrikson et al. 2012), 
and genomic evidence of introgression was recently found 
within the Lycalopex genus (Chavez et al. 2022). However, 
further studies carried out with population genomic data are 
required to fully distinguish the contribution of introgression 
from ILS across the distribution of both species.

Different phylogeographic patterns were found for L. 
culpaeus and L. griseus with environmental characteris-
tics and geographical barriers limiting their distribution. 
For L. culpaeus, two main divergent genetic groups were 
detected: one belongs to the Andean region of Peru, Bolivia, 
and northern Chile and Argentina; the other one belongs to 
the remaining southern distribution in Chile and Argentina. 
This agrees with the subspecies classification described by 
Guzmán et al. (2009) based on skull morphology. The latter 
suggests that the genetic clusters found could be associated 
with adaptive phenotypes for each species, since skull mor-
phology is highly conserved and its variation correlates to a 
wide range of functions such as foraging behavior (Machado 
2020). The clear environmental and geographic delimitation 
of each group, along with the morphological and genetic 
differences including reciprocal monophyly, strongly sup-
ports two evolutionarily significant units (ESUs) that should 
be considered for conservation actions. The northern clade 
includes three clusters (MJN clade 1.1, 1.2 and 1.3, Fig. 3) 
as the clusters found by Martinez et al. (2018) explained 
by environmental resistance, probably associated with the 
Andean Mountains, the desert, and the lack of climatic 
homogeneity between Córdoba and the Andean Mountains 
(Martinez et al. 2018).

Initially, six subspecies had been described for L. cul-
paeus, four of them present in Chile (Cabrera 1931): (1) L. 
c. reissii (Hilzheimer, 1906) from the Andes of Ecuador, (2) 
L. c. andinus (Thomas 1914a, b) from the South American 
Altiplano (high plateau), (3) L. c. smithersi (Thomas 1914a, 
b) from mountains of Córdoba in Argentina, (4) L. c. cul-
paeus (Molina, 1782) from central Chile and the eastern side 
of the corresponding section of the Andes, (5) L. c. magel-
lanicus (Gray, 1836) from Patagonia and southern Chile, 
and (6) L. c. lycoides (Philippi, 1896) from Tierra del Fuego 
region. However, Guzmán et al. (2009) support only two 
morphological groups in Chile, one found in northern Chile 
(Tarapacá and Antofagasta), with a slender skull, and the 
other one in central and southern Chile, Patagonia, and the 
austral islands of Tierra del Fuego and Hoste, with a more 
robust skull. The authors suggested that these two groups 
would respectively correspond to the subspecies L. c. andi-
nus and L. c. culpaeus, the last one presenting synonymy 
with L. c. smithersi, L. c. magellanicus and L. c. lycoides. 
Therefore, our results (mtDNA sequences and microsatellite 
loci) are concordant with two main genetic and morpho-
logical groups for L. culpaeus present in Chile. However, 
when including CR sequences from other locations in South 
America, we found that cluster 1 was composed by three 
divergent monophyletic clades including individuals from 
(1.1) Cordoba; (1.2) Antofagasta region in Chile and Oruru, 
Potosí and Uyuni in Bolivia; and (1.3) Ancash and Junín in 
Peru. These groups could correspond to L. c. smithersi, L. 
c. andinus, and L. c. reissii, respectively. The latter three 
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subspecies together with L. c. culpaeus support the exist-
ence of at least four subspecies. Therefore, L. c. smithersi 
would not be synonymy with L. c. culpaeus as suggested by 
Guzmán et al. (2009).

In L. griseus, four subspecies have been described based 
on morphological traits (Osgood 1943): (1) L. g. domey-
koanus (from the southern part of the Province of Atacama 
and southward to the vicinity of Concepción in Central-
Southern Chile), (2) L. g. maullinicus (Valdivian forest 
region of south-central Chile), (3) L. g. gracilis (western 
Argentina from Santiago del Estero Province to west Rio 
Negro Province), and (4) L. g. griseus (Argentinean and 
Chilean Patagonia such as Pampas of western Argentina 
from the Straits of Magellan northward at least to Chubut; 
passes into Chile locally along the western valleys of the 
Andes). Our results show that the clusters identified in the 
MJN for mtDNA and the concatenated markers do not mir-
ror the geographic distribution of the clusters identified 
using microsatellite results. Rather, the latter could roughly 
correspond to the distribution of the subspecies as follows: 
(i) northern cluster to L. g. domeykoanus; (ii) central to L. g. 
maullinicus; (iii) Argentina 1 to the L. g. gracilis distributed 
in the north of Argentina; and (iv) Argentina 2 to the L. g. 
griseus in southern Argentina. However, our microsatellite 
results show a population structure for the species rather 
than high divergence supported by reciprocal monophyly 
of mtDNA and nuclear markers required for subspecies 
delimitation. Therefore, even though the population genetic 
structure does not show enough evidence of high genetic 
divergence, it supports the existence of management units, 
which should be considered for conservation management 
actions. Future studies are required to refine the geographic 
scale at which each of the populations is delimited and to 
fully understand the evolutionary history of the species.

The boundary between the two main northern clades of 
L. culpaeus coincides with that of several mammal species, 
such as the subspecies of South American camelids, guanaco 
(Lama guanicoe, Marín et al. 2013) and vicuña (Vicugna 
vicugna, Marín et al. 2007), and small mammals such as 
lineages of the mountain Degu (Octodontomys gliroides, 
Rivera et al. 2016), or the Andean altiplano mouse (Abro-
thrix andinus) in the Andean Altiplano-pre-Puna region 
and the olive grass mouse (A. olivaceus) in the lowlands of 
northern Chile (Palma et al. 2005), or the white-bellied fat-
tailed mouse opossum (Thylamys pallidior) and the elegant 
fat-tailed mouse opossum (T. elegans) in the two environ-
ments respectively (Palma et al. 2014). This historical bar-
rier to gene flow for L. culpaeus in the Altiplano also applies 
to other organisms such as birds (Phrygilus, Álvarez-Varas 
et al. 2015), and the diversification of reptiles (Liolaemus, 
Guerrero et al. 2013) or plants (Chaetanthera, Malesherbia, 
Nolana, Guerrero et al. 2013). This pattern would be related 
to the presence of the Atacama Desert, which has a severe 

climate that promotes this biogeographical break. During 
the Pleistocene, other important geographic barriers were 
located in this region. The glacial cycles caused contractions 
and expansions of several paleolakes in the Altiplano (Plac-
zek et al. 2009). The paleolake Tauca covered a large area in 
the past on the Bolivian Altiplano with the Chilean border 
(Nester et al. 2007), which is the exact position between the 
two main phylogenetic clades identified here for L. culpaeus. 
Toward the south, the Andes decrease in altitude, but can 
still be an effective barrier for species along with the drastic 
change of environment from the humid temperate rain forest 
in the west to dry Pampas in the east. Therefore, they could 
limit gene flow in the southern region between Chile and 
Argentina for the groups identified by the different analysis 
and markers in L. griseus and by GENELAND mtDNA in 
L. culpaeus.

Although both species are listed as “least concern” in 
the IUCN Red List, the combined effects of hunting (for 
their fur, or retaliation by ranchers who attribute diminu-
tions of their livestock to the foxes), disease spill-overs from 
dogs (Di Cataldo et al. 2021), and predation by or competi-
tion with puma could be generating a decrease in popula-
tion numbers of both species in some parts of their ranges 
(González del Solar and Rau 2004; Iriarte 2008; Silva-
Rodríguez et al. 2009; Lucherini 2016a, b). In L. culpaeus, 
our results support four monophyletic clades (Fig. S1) that 
corresponded to the distribution of previously described 
subspecies. This could be indicative of long-term isolation 
between these groups, which are independently evolving 
and should hence be preserved as independent subspecies 
for L. culpaeus; also the clades found in L. griseus should 
be preserved as distinct Management Units (MU: Moritz 
1999). The high genetic diversity detected in these two spe-
cies might be indicative of large effective population sizes. 
However, given their ecological role and exposure to several 
threats, we highlight the need to consider the population 
structure that emerged in this study, and the importance of 
the distribution boundaries of each genetic group for L. cul-
paeus and L. griseus as crucial elements for their conserva-
tion. These findings should be considered when establish-
ing management plans (e.g., translocating individuals and 
releasing rehabilitated individuals) to preserve the ecologi-
cal role, adaptive variation, and evolutionary processes of 
such important top predators of the Southern Cone of South 
America ecosystems.

Our results support the recognition of L. culpaeus and L. 
griseus as recently diverged species, with a low signature 
of introgression or ILS. Past debate about species delimita-
tion is apparently related to the low number of markers and 
samples/individuals used in previous studies as well as to 
the external morphological similarities between species in 
some areas. Population genomic studies could elucidate the 
degree of introgression between both species or ILS, their 
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degree of divergence and the underlying local adaptations to 
the wide range of environments they inhabit.
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Acknowledgements  We would like to dedicate this study to one of 
the co−authors, Daniel González−Acuña, a great scientist and con-
servationist that passed away last December 2020. Credits for the fox 
illustrations and the figures to Toni Llobet in Wilson, D.E. and Mit-
termeier, R.A. eds. (2009). Handbook of the Mammals of the World. 
Vol. 1. Carnivores. Lynx Edicions, Barcelona.

Author contribution  E.J.P., B.J-K., J.C.M., and J.A.V. obtained the 
samples from foxes, undertook molecular laboratory and analyses, 
interpreted the results, wrote the manuscript and prepared the figures. 
V. M. undertook molecular laboratory. J.A.V. and J.C.M. secured fund-
ing support. J.C., G.A.J., N.S-P., D.G-A., C.B., A.I., A.R., A.T., A.C., 
J.L.B., J.M., and J.C.M. collected and provided samples for the study. 
All authors reviewed the full manuscript.

Funding  This work has been supported by the Millennium Insti-
tute Center for Genome Regulation–CRG (ANID-MILENIO-
ICN2021_044), the Millennium Institute Biodiversity of Antarctic and 
Subantarctic Ecosystems ICN2021_002 (BASE), NCN2021-050 (LiLi), 
DID-UBB (grant N°2020416 IF/R), and Fondo Nacional de Desarrollo 
Científico y Tecnologico (Fondecyt 1181677 and 1161593). During the 
collection of samples in Santa Cruz (Argentina), A.R. and A.T. were 
supported by the Spanish Ministry of Science and Innovation (grant 
CGL2011-27469) and the European Regional Development Fund.

Data availability  All haplotypes found in this study were depos-
ited in GenBank under accession numbers OM169041-OM169067, 
OM677763 (L. culpaeus CR), OM169012-OM169040 (L. griseus 
CR), OM169082-OM169102 (L. culpaeus MT-CYB), OM169068-
OM169081 (L. griseus MT-CYB), OM169113 (L. culpaeus FES), and 
OM169103-OM169112 (L. griseus FES).

Declarations 

Ethics approval  Capture and sampling methods was carried out in strict 
accordance with the guidelines of the American Society of Mammal-
ogists. The research protocols were approved by all the institutions 
involved in sample collection in accordance with local regulations from 
Chile and Argentina as well as and the ARRIVE (Animal Research: 
Reporting of In Vivo Experiments) guidelines.

Competing interests  The authors declare no competing interests.

References

Aljanabi SM, Martinez I (1997) Universal and rapid salt−extraction 
of high quality genomic DNA for PCR−based techniques. Nucl 
Acids Res 25:4692–4693. https://​doi.​org/​10.​1093/​nar/​25.​22.​4692

Álvarez-Varas R, González-Acuña D, Vianna JA (2015) Compara-
tive phylogeography of co−distributed Phrygilus species (Aves, 
Thraupidae) from the Central Andes. Mol Phylogenet Evol 
90:150–163. https://​doi.​org/​10.​1016/j.​ympev.​2015.​04.​009

Atalah GA, Sieldfeld KW, Venegas Canelo C (1980) Antecedentes 
sobre el nicho trófico de Canis g. griseus Gray 1836 en Tierra 
del Fuego. An Inst Patagon 11:259–271

Bandelt HJ, Forster P, Röhl A (1999) Median−joining networks for 
inferring intraspecific phylogenies. Mol Biol Evol 16:37–48. 
https://​doi.​org/​10.​1093/​oxfor​djour​nals.​molbev.​a0260​36

Berta A (1987) Origin, diversification, and zoogeography of the South 
American Canidae. In: Patterson BD, Timm RM (eds) Studies in 
neotropical mammalogy: essays in honor of Philip Hershkovitz, 39. 
Zoology, United States of America, Fieldiana, Chicago, Ill, Field 
Museum of Natural History, pp 455–471. Available at: https://​archi​
ve.​org/​detai​ls/​cbarc​hive_​34134_​origi​ndive​rsifi​catio​nandz​oogeo​1987

Bininda-Emonds ORP, Gittleman JL, Purvis A (1999) Building large 
trees by combining phylogenetic information: a complete phylog-
eny of the extant Carnivora (Mammalia). Biol Rev 74:143–175. 
https://​doi.​org/​10.​1111/j.​1469−185X.​1999.​tb001​84.x

Boutin-Ganache I, Raposo M, Raymond M, Deschepper CF (2001) 
M13−tailed primers improve the readability and usability of 
microsatellite analyses performed with two different allele− 
sizing methods. BioTechniques 31:25–28. https://​doi.​org/​10.​
2144/​01311​bm02

Cabello JE, Dávila JA (2014) Isolation and characterization of micro-
satellite loci in Darwin’s fox (Lycalopex fulvipes) and cross−
amplification in other canid species. Conserv Genet Resour 
6:759–761. https://​doi.​org/​10.​1007/​s1268​6−014−0208−6

Cabrera A (1931) On some South American Canine Genera. J Mam-
mal 12:54–67. https://​doi.​org/​10.​2307/​13738​06

Chavez DE, Gronau I, Hains T, Dikow RB, Frandsen PB, Figueiró 
HV et al (2022) Comparative genomics uncovers the evolution-
ary history, demography, and molecular adaptations of South 
American canids. PNAS 119:e2205986119. https://​doi.​org/​10.​
1073/​pnas.​22059​86119

de Moura Bubadué J, Cáceres N, dos Santos Carvalho R, Meloro C 
(2016a) Ecogeographical variation in skull shape of South−
American canids: abiotic or biotic processes? Evol Biol 
43:145–159. https://​doi.​org/​10.​1007/​s1169​2−015−9362−3

de Moura Bubadué J, Cáceres N, dos Santos Carvalho R, Sponchiado 
J, Passaro F, Saggese F et al (2016b) Character displacement 
under influence of Bergmann’s rule in Cerdocyon thous (Mam-
malia: Canidae). Hystrix 27:1–8. https://​doi.​org/​10.​4404/​hystr​
ix−27.​2−11433

Di Cataldo S, Cevidanes A, Ulloa-Contreras C, Sacristán I, 
Peñaloza-Madrid D, Vianna J, González-Acuña D, Sallaberry-
Pincheira N, Cabello J, Napolitano C, Hidalgo-Hermoso E, 
Acosta-Jamett G, Millán J (2021) Widespread infection with 
hemotropic mycoplasmas in free-ranging dogs and wild foxes 
across six bioclimatic regions of Chile. Microorganisms 9:919. 
https://​doi.​org/​10.​3390/​micro​organ​isms9​050919

Díaz-Ruiz F, Rodríguez A, Procopio D, Zapata S, Zanón-Martínez 
JI, Travaini A (2020) Inferring species interactions from long-
term monitoring programs: carnivores in a protected area from 
Southern Patagonia. Diversity 12:319. https://​doi.​org/​10.​3390/​
d1209​0319

Donadio E, Buskirk SW (2006) Diet, Morphology, and interspecific 
killing in Carnivora. Am Nat 167:524–536. https://​doi.​org/​10.​
1086/​501033

Earl DA, vonHoldt BM (2012) STRU​CTU​RE HARVESTER: a 
website and program for visualizing STRU​CTU​RE output 
and implementing the Evanno method. Conserv Genet Resour 
4:359–361. https://​doi.​org/​10.​1007/​s1268​6−011−9548−7

Evanno G, Regnaut S, Goudet J (2005) Detecting the number of 
clusters of individuals using the software structure: a simula-
tion study. Mol Ecol 14:2611–2620. https://​doi.​org/​10.​1111/j.​
1365−294X.​2005.​02553.x

Excoffier L, Lischer HEL (2010) Arlequin suite ver 3.5: a new series 
of programs to perform population genetics analyses under 
Linux and Windows. Mol Ecol Resour 10:564–567. https://​
doi.​org/​10.​1111/j.​1755−0998.​2010.​02847.x

https://doi.org/10.1007/s13364-023-00717-y
https://doi.org/10.1093/nar/25.22.4692
https://doi.org/10.1016/j.ympev.2015.04.009
https://doi.org/10.1093/oxfordjournals.molbev.a026036
https://archive.org/details/cbarchive_34134_origindiversificationandzoogeo1987
https://archive.org/details/cbarchive_34134_origindiversificationandzoogeo1987
https://doi.org/10.1111/j.1469−185X.1999.tb00184.x
https://doi.org/10.2144/01311bm02
https://doi.org/10.2144/01311bm02
https://doi.org/10.1007/s12686−014−0208−6
https://doi.org/10.2307/1373806
https://doi.org/10.1073/pnas.2205986119
https://doi.org/10.1073/pnas.2205986119
https://doi.org/10.1007/s11692−015−9362−3
https://doi.org/10.4404/hystrix−27.2−11433
https://doi.org/10.4404/hystrix−27.2−11433
https://doi.org/10.3390/microorganisms9050919
https://doi.org/10.3390/d12090319
https://doi.org/10.3390/d12090319
https://doi.org/10.1086/501033
https://doi.org/10.1086/501033
https://doi.org/10.1007/s12686−011−9548−7
https://doi.org/10.1111/j.1365−294X.2005.02553.x
https://doi.org/10.1111/j.1365−294X.2005.02553.x
https://doi.org/10.1111/j.1755−0998.2010.02847.x
https://doi.org/10.1111/j.1755−0998.2010.02847.x


84	 Mammal Research (2024) 69:71–87

1 3

Favarini MO, Simão TL, Macedo GS, Garcez FS, Oliveira LR, 
Cárdenas-Alayza S et al (2022) Complex evolutionary his-
tory of the South American fox genus Lycalopex (Mammalia, 
Carnivora, Canidae) inferred from multiple mitochondrial and 
nuclear markers. Diversity 14:642. https://​doi.​org/​10.​3390/​
d1408​0642

Francisco LV, Langsten AA, Mellersh CS, Neal CL, Ostrander EA 
(1996) A class of highly polymorphic tetranucleotide repeats for 
canine genetic mapping. Mamm Genome 7:359–362. https://​doi.​
org/​10.​1007/​s0033​59900​104

Fuentes ER, Jaksic FM (1979) Latitudinal size variation of chilean 
foxes: tests of alternative hypotheses. Ecology 60:43–47. https://​
doi.​org/​10.​2307/​19364​66

Galende GI, Raffaele E (2016) Predator feeding ecology on Patagonian 
rocky outcrops: implications for colonies of mountain vizcacha 
(Lagidium viscacia). Stud Neotrop Fauna Environ 51:104–111. 
https://​doi.​org/​10.​1080/​01650​521.​2016.​11852​70

González del Solar R, Rau J (2004) Chilla. Pseudalopex griseus (Gray, 
1837). In: Sillero-Zubiri C, Hoffmann M, Macdonald DW (eds) 
Canids: foxes, wolves, jackals and dogs: status survey and con-
servation action plan. IUCN/SSC Canid Specialist Group Gland, 
Switzerland and Cambridge, pp 56–63. Available at: https://​porta​
ls.​iucn.​org/​libra​ry/​node/​8500. Accessed 9 April 2021

Gopalakrishnan S, Sinding MHS, Ramos-Madrigal J, Niemann J, Cas-
truita JAS, Vieira FG et al (2018) Interspecific gene flow shaped 
the evolution of the genus Canis. Curr Biol 28:3441–3449. 
https://​doi.​org/​10.​1016/j.​cub.​2018.​08.​041

Guerrero PC, Rosas M, Arroyo MTK, Wiens JJ (2013) Evolutionary 
lag times in an ancient desert. PNAS 110:11469–11474. https://​
doi.​org/​10.​1073/​pnas.​13087​21110

Guillot G, Mortier F, Estoup A (2005) Geneland: a computer package 
for landscape genetics. Mol Ecol Notes 5:712–715. https://​doi.​
org/​10.​1111/j.​1471−8286.​2005.​01031.x

Guzmán JA, D’Elía G, Ortiz JC (2009) Variación geográfica del zorro 
Lycalopex culpaeus (Mammalia, Canidae) en Chile: implica-
ciones taxonómicas. RBT 57:421–432. https://​doi.​org/​10.​15517/​
rbt.​v57i1​−2.​11358

Guzmán-Sandoval J, Sielfeld W, Ferrú M (2007) Diet of Lycalopex 
culpaeus (Mammalia: Canidae) in Northernmost Chile (Tarapaca 
Region). Gayana 71:1–7. https://​doi.​org/​10.​4067/​S0717-​65382​
00700​01000​01

Hindrikson M, Männil P, Ozolins J, Krzywinski A, Saarma U (2012) 
Bucking the trend in wolf−dog hybridization: first evidence 
from Europe of hybridization between female dogs and male 
wolves. PLoS ONE 7:e46465. https://​doi.​org/​10.​1371/​journ​al.​
pone.​00464​65

Hubisz MJ, Falush D, Stephens M, Pritchard JK (2009) Inferring weak 
population structure with the assistance of sample group infor-
mation. Mol Ecol Resour 9:1322–1332. https://​doi.​org/​10.​1111/j.​
1755−0998.​2009.​02591.x

Iriarte A (2008) Lycalopex culpaeus. In: Mamíferos de Chile, Primera 
Edición. Lynx Ediciones, Barcelona, pp 237–239

Jakobsson M, Rosenberg NA (2007) CLUMPP: a cluster matching 
and permutation program for dealing with label switching and 
multimodality in analysis of population structure. Bioinformatics 
23:1801–1806. https://​doi.​org/​10.​1093/​bioin​forma​tics/​btm233

Jayat JP, Barquez RM, Díaz MM (1999) Aportes al conocimiento de 
la distribución de los carnívoros del noroeste de Argentina. Mas-
tozool Neotrop 6:15–30

Jiménez JE, Yáñez JL, Tabilo EL, Jaksić FM (1995) Body size of 
Chilean foxes: a new pattern in light of new data. Acta Theriol 
40:321–326. https://​doi.​org/​10.​4098/​AT.​arch.​95−31

Jiménez J, Yañez JL, Tabilo EL, Jaksic FM (1996) Niche−complemen-
tarity of South American foxes: reanalysis and test of a hypoth-
esis. Rev Chil De Hist Nat 63:113–123

Jiménez JE, Novaro AJ (2004) Culpeo. Pseudalopex culpaeus (Molina, 
1782). In: Sillero-Zubiri C, Hoffmann M, Macdonald DW (eds) 
Canids: foxes, wolves, jackals and dogs: status survey and con-
servation action plan. IUCN/SSC Canid Specialist Group, Gland, 
pp 44–49. Available at: https://​porta​ls.​iucn.​org/​libra​ry/​node/​
8500. Accessed 9 April 2021

Johnson WE, Franklin WL (1994) Spatial resource partitioning by 
sympatric grey fox (Dusicyon griseus) and culpeo fox (Dusicyon 
culpaeus) in southern Chile. Can J Zool 72:1788–1793. https://​
doi.​org/​10.​1139/​z94−242

Jombart T (2008) adegenet: a R package for the multivariate analysis 
of genetic markers. Bioinformatics 24:1403–1405. https://​doi.​
org/​10.​1093/​bioin​forma​tics/​btn129

Jombart T, Devillard S, Balloux F (2010) Discriminant analysis of 
principal components: a new method for the analysis of geneti-
cally structured populations. BMC Genet 11:94. https://​doi.​org/​
10.​1186/​1471−2156−11−94

Lagos N, Villalobos R, Vianna JA, Espinosa-Miranda C, Rau JR, Iri-
arte A (2021) The spatial and trophic ecology of culpeo foxes 
(Lycalopex culpaeus) in the high Andes of northern Chile. Stud 
Neotrop Fauna Environ https://​doi.​org/​10.​1080/​01650​521.​2021.​
20053​93

Lancaster ML, Gemmell NJ, Negro S, Goldsworthy S, Sunnucks P 
(2006) Ménage à trois on Macquarie Island: hybridization among 
three species of fur seal (Arctocephalus spp.) following historical 
population extinction. Mol Ecol 15:3681–3692. https://​doi.​org/​
10.​1111/j.​1365−294X.​2006.​03041.x

Lehman N, Eisenhawer A, Hansen K, Mech LD, Peterson RO, Gogan 
PJP et al (1991) Introgression of coyote mitochondrial Dna into 
sympatric North American gray wolf populations. Evolution 
45:104–119. https://​doi.​org/​10.​1111/j.​1558−5646.​1991.​tb052​
70.x

Lucherini M (2016a) Lycalopex culpaeus. IUCN Red List of Threat-
ened Species. https://​doi.​org/​10.​2305/​IUCN.​UK.​2016−1.​RLTS.​
T6929​A8532​4366.​en

Lucherini M (2016b) Lycalopex griseus (errata version published in 
2017). IUCN Red List of Threatened Species. https://​doi.​org/​10.​
2305/​IUCN.​UK.​2016−1.​RLTS.​T6927​A8644​0397.​en

Machado FA (2020) Selection and constraints in the ecomorphologi-
cal adaptive evolution of the skull of living Canidae (Carnivora, 
Mammalia). Am Nat 196:197–215. https://​doi.​org/​10.​1086/​
709610

Marín JC, Casey CS, Kadwell M, Yaya K, Hoces D, Olazabal J et al 
(2007) Mitochondrial phylogeography and demographic history 
of the Vicuña: implications for conservation. Heredity 99:70–80. 
https://​doi.​org/​10.​1038/​sj.​hdy.​68009​66

Marín JC, González BA, Poulin E, Casey CS, Johnson WE (2013) The 
influence of the arid Andean high plateau on the phylogeog-
raphy and population genetics of guanaco (Lama guanicoe) in 
South America. Mol Ecol 22:463–482. https://​doi.​org/​10.​1111/​
mec.​12111

Martinez PA, Pia MV, Bahechar IA, Molina WF, Bidau CJ, Montoya-
Burgos JI (2018) The contribution of neutral evolution and adap-
tive processes in driving phenotypic divergence in a model mam-
malian species, the Andean fox Lycalopex culpaeus. J Biogeogr 
45:1114–1125. https://​doi.​org/​10.​1111/​jbi.​13189

Matschiner M, Salzburger W (2009) TANDEM: integrating automated 
allele binning into genetics and genomics workflows. Bioinfor-
matics 25:1982–1983. https://​doi.​org/​10.​1093/​bioin​forma​tics/​
btp303

Medel RG, Jaksic F (1988) Ecología de los cánidos sudamericanos: 
Una revisión. Rev Chil De Hist Nat 61:67–79

Medel RG, Jiménez JE, Jaksić FM, Yáñez J, Armesto JJ (1990) Dis-
covery of a continental population of the rare Darwin’s fox, 

https://doi.org/10.3390/d14080642
https://doi.org/10.3390/d14080642
https://doi.org/10.1007/s003359900104
https://doi.org/10.1007/s003359900104
https://doi.org/10.2307/1936466
https://doi.org/10.2307/1936466
https://doi.org/10.1080/01650521.2016.1185270
https://portals.iucn.org/library/node/8500
https://portals.iucn.org/library/node/8500
https://doi.org/10.1016/j.cub.2018.08.041
https://doi.org/10.1073/pnas.1308721110
https://doi.org/10.1073/pnas.1308721110
https://doi.org/10.1111/j.1471−8286.2005.01031.x
https://doi.org/10.1111/j.1471−8286.2005.01031.x
https://doi.org/10.15517/rbt.v57i1−2.11358
https://doi.org/10.15517/rbt.v57i1−2.11358
https://doi.org/10.4067/S0717-65382007000100001
https://doi.org/10.4067/S0717-65382007000100001
https://doi.org/10.1371/journal.pone.0046465
https://doi.org/10.1371/journal.pone.0046465
https://doi.org/10.1111/j.1755−0998.2009.02591.x
https://doi.org/10.1111/j.1755−0998.2009.02591.x
https://doi.org/10.1093/bioinformatics/btm233
https://doi.org/10.4098/AT.arch.95−31
https://portals.iucn.org/library/node/8500
https://portals.iucn.org/library/node/8500
https://doi.org/10.1139/z94−242
https://doi.org/10.1139/z94−242
https://doi.org/10.1093/bioinformatics/btn129
https://doi.org/10.1093/bioinformatics/btn129
https://doi.org/10.1186/1471−2156−11−94
https://doi.org/10.1186/1471−2156−11−94
https://doi.org/10.1080/01650521.2021.2005393
https://doi.org/10.1080/01650521.2021.2005393
https://doi.org/10.1111/j.1365−294X.2006.03041.x
https://doi.org/10.1111/j.1365−294X.2006.03041.x
https://doi.org/10.1111/j.1558−5646.1991.tb05270.x
https://doi.org/10.1111/j.1558−5646.1991.tb05270.x
https://doi.org/10.2305/IUCN.UK.2016−1.RLTS.T6929A85324366.en
https://doi.org/10.2305/IUCN.UK.2016−1.RLTS.T6929A85324366.en
https://doi.org/10.2305/IUCN.UK.2016−1.RLTS.T6927A86440397.en
https://doi.org/10.2305/IUCN.UK.2016−1.RLTS.T6927A86440397.en
https://doi.org/10.1086/709610
https://doi.org/10.1086/709610
https://doi.org/10.1038/sj.hdy.6800966
https://doi.org/10.1111/mec.12111
https://doi.org/10.1111/mec.12111
https://doi.org/10.1111/jbi.13189
https://doi.org/10.1093/bioinformatics/btp303
https://doi.org/10.1093/bioinformatics/btp303


85Mammal Research (2024) 69:71–87	

1 3

Dusicyon fulvipes (Martin, 1837) in Chile. Biol Conserv 51:71–
77. https://​doi.​org/​10.​1016/​0006−3207(90)​90033​−L

Miller MA, Pfeiffer W, Schwartz T (2010) Creating the CIPRES sci-
ence gateway for inference of large phylogenetic trees. In: 2010 
Gateway Computing Environments Workshop (GCE). IEEE, 
New Orleans, pp 1–8. https://​doi.​org/​10.​1109/​GCE.​2010.​56761​
29

Moritz C (1999) Conservation units and translocations: strategies for 
conserving evolutionary processes. Hereditas 130:217–228. 
https://​doi.​org/​10.​1111/j.​1601−5223.​1999.​00217.x

Nester PL, Gayó E, Latorre C, Jordan TE, Blanco N (2007) Perennial 
stream discharge in the hyperarid Atacama Desert of northern 
Chile during the latest Pleistocene. PNAS 104:19724–19729. 
https://​doi.​org/​10.​1073/​pnas.​07053​73104

Novaro AJ, Funes MC, Jiménez JE (2004) Patagonian foxes. Selec-
tion for introduced prey and conservation of culpeo and chilla 
foxes in Patagonia. In: Macdonald DW, Sillero-Zubiri C (eds) 
The biology and conservation of wild Canids. Oxford Uni-
versity Press, New York, pp 243–254. https://​doi.​org/​10.​1093/​
acprof:​oso/​97801​98515​562.​001.​0001

Novaro, A. J. (1997) Pseudalopex culpaeus. Mamm Species. pp 1–8. 
https://​doi.​org/​10.​2307/​35044​83

Núñez MB, Bozzolo L (2006) Diet analysis of gray fox, Pseu-
dalopex griseus (Canidae) (Gray, 1869), in Sierra de las Qui-
jadas National Park, San Luis, Argentina. Gayana 70:163–167. 
https://​doi.​org/​10.​4067/​S0717​−65382​00600​02000​02

O’Brien SJ, Mayr E (1991) Bureaucratic mischief: recognizing 
endangered species and subspecies. Science 251:1187–1188. 
https://​doi.​org/​10.​1126/​SCIEN​CE.​251.​4998.​1187

Osgood WH (1943) Order Carnivora. In: The mammals of Chile. 
Field Museum of Natural History, Zoological Series 30:1-268. 
pp 63–105. Available at: https://​www.​biodi​versi​tylib​rary.​org/​
bibli​ograp​hy/​3842

Pacheco V, Cadenillas R, Salas E, Tello C, Zeballos H (2009) Diver-
sidad y endemismo de los mamíferos del Perú. Rev Peru Biol 
16:5–32

Palma RE, Marquet PA, Boric-Bargetto D (2005) Inter− and 
intraspecific phylogeography of small mammals in the Ata-
cama Desert and adjacent areas of northern Chile. J Biogeogr 
32:1931–1941. https://​doi.​org/​10.​1111/j.​1365−2699.​2005.​
01349.x

Palma RE, Boric-Bargetto D, Jayat JP, Flores DA, Zeballos H, Pacheco 
V, Cancino RA, Alfaro FD, Rodríguez-Serrano E, Pardiñas UFJ 
(2014) Molecular phylogenetics of mouse opossums: new find-
ings on the phylogeny of Thylamys (Didelphimorphia, Didelphi-
dae). Zool Scr 43:217–234. https://​doi.​org/​10.​1111/​zsc.​12051

Park SDE (2002) Trypanotolerace in West African cattle and the popu-
lation genetic effects of selection. Available at: http://​www.​tara.​
tcd.​ie/​handle/​2262/​89035. Accessed 10 April 2021

Perini FA, Russo CAM, Schrago CG (2010) The evolution of South 
American endemic canids: a history of rapid diversification and 
morphological parallelism. J Evol Biol 23:311–322. https://​doi.​
org/​10.​1111/j.​1420−9101.​2009.​01901.x

Piry S, Alapetite A, Cornuet J-M, Paetkau D, Baudouin L, Estoup A 
(2004) GENECLASS2: a software for genetic assignment and 
first−generation migrant detection. J Hered 95:536–539. https://​
doi.​org/​10.​1093/​jhered/​esh074

Placzek C, Quade J, Betancourt JL, Patchett PJ, Rech JA, Latorre C 
et al (2009) Climate in the dry central andes over geologic, mil-
lennial, and interannual timescales. Ann Mo Bot Gard 96:386–
397. https://​doi.​org/​10.​3417/​20080​19

Porras-Hurtado L, Ruiz Y, Santos C, Phillips C, Carracedo Á, Lareu 
MV (2013) An overview of STRU​CTU​RE: applications, parame-
ter settings, and supporting software. Front Genet 4:1–13. https://​
doi.​org/​10.​3389/​fgene.​2013.​00098

Prevosti FJ (2010) Phylogeny of the large extinct South American Can-
ids (Mammalia, Carnivora, Canidae) using a “total evidence” 
approach. Cladistics 26:456–481. https://​doi.​org/​10.​1111/j.​
1096−0031.​2009.​00298.x

Prevosti FJ, Forasiepi AM (2018) South American Fossil Carnivorans 
(Order Carnivora). In: Prevosti FJ, Forasiepi AM (eds) Evolu-
tion of South American mammalian predators during the Ceno-
zoic: paleobiogeographic and paleoenvironmental contingencies. 
Springer International Publishing, Cham, pp 85–136

Prevosti FJ, Segura V, Cassini G, Martin GM (2013) Revision of the 
systematic status of Patagonian and Pampean Gray foxes (Cani-
dae: Lycalopex griseus and L. gymnocercus) using 3D geometric 
morphometrics. Mastozool Neotrop 20:289–300

Pritchard JK, Stephens M, Donnelly P (2000) Inference of population 
structure using multilocus genotype data. Genetics 155:945–959. 
https://​doi.​org/​10.​1093/​genet​ics/​155.2.​945

R Core Team (2021) R: A language and environment for statistical 
computing. In: R Foundation for Statistical Computing. Vienna, 
Austria. Available at: https://​www.R-​proje​ct.​org/

Rambaut A (2009) FigTree v1. 3.1. Tree figure drawing tool. Institute 
of Evolutionary Biology, University of Edinburgh, Edinburgh. 
http://​tree.​bio.​ed.​ac.​uk/​softw​are/​figtr​ee/

Rivera DS, Vianna JA, Ebensperger LA, Palma RE (2016) Phyloge-
ography and demographic history of the Andean degu, Octo-
dontomys gliroides (Rodentia: Octodontidae). Zool J Linn Soc 
178:410–430. https://​doi.​org/​10.​1111/​zoj.​12412

Rosenberg NA (2004) DISTRUCT: a program for the graphical display 
of population structure. Mol Ecol Notes 4:137–138. https://​doi.​
org/​10.​1046/j.​1471−8286.​2003.​00566.x

Rosenzweig ML (1966) Community structure in sympatric Carnivora. 
J Mammal 47:602–612. https://​doi.​org/​10.​2307/​13778​91

Rozas J, Ferrer-Mata A, Sánchez-DelBarrio JC, Guirao-Rico S, Lib-
rado P, Ramos-Onsins SE et al (2017) DnaSP 6: DNA sequence 
polymorphism analysis of large data sets. Mol Biol Evol 
34:3299–3302. https://​doi.​org/​10.​1093/​molbev/​msx248

Rubio AV, Alvarado R, Bonacic C (2013) Introduced European rab-
bit as main prey of the native carnivore culpeo fox (Lycalopex 
culpaeus) in disturbed ecosystems of central Chile. Stud Neo-
trop Fauna Environ 48:89–94. https://​doi.​org/​10.​1080/​01650​521.​
2013.​831521

Ruiz-Garcia M, Rivas-Sánchez D, Lichilín-Ortiz N (2013) Phylogenet-
ics relationships among four putative taxa of foxes of the Pseu-
doalopex Genus. In: Ruiz-Garcia M, Shostell JM (eds) Molecular 
population genetics, evolutionary biology, and biological conser-
vation of neotropical carnivores. Nova Science Publishers Inc, 
New York, pp 97–128

Schwartz MK, Pilgrim KL, McKelvey KS, Lindquist EL, Claar JJ, 
Loch S et al (2004) Hybridization between Canada lynx and 
bobcats: genetic results and management implications. Conserv 
Genet 5:349–355. https://​doi.​org/​10.​1023/B:​COGE.​00000​31141.​
47148.​8b

Sikes RS, Gannon WL, the Animal Care and Use Committee of the 
American Society of Mammalogists (2011) Guidelines of the 
American Society of Mammalogists for the use of wild mam-
mals in research. J Mammal 92:235–253. https://​doi.​org/​10.​1644/​
10−MAMM−F−355.1

Silva-Rodríguez EA, Soto-Gamboa M, Ortega-Solís GR, Jiménez JE 
(2009) Foxes, people and hens: human dimensions of a conflict 
in a rural area of southern Chile. Rev Chil Hist Nat 82:375–386. 
https://​doi.​org/​10.​4067/​S0716​−078X2​00900​03000​05

Stamatakis A (2006) RAxML−VI−HPC: maximum likelihood−based 
phylogenetic analyses with thousands of taxa and mixed mod-
els. Bioinformatics 22:2688–2690. https://​doi.​org/​10.​1093/​bioin​
forma​tics/​btl446

https://doi.org/10.1016/0006−3207(90)90033−L
https://doi.org/10.1109/GCE.2010.5676129
https://doi.org/10.1109/GCE.2010.5676129
https://doi.org/10.1111/j.1601−5223.1999.00217.x
https://doi.org/10.1073/pnas.0705373104
https://doi.org/10.1093/acprof:oso/9780198515562.001.0001
https://doi.org/10.1093/acprof:oso/9780198515562.001.0001
https://doi.org/10.2307/3504483
https://doi.org/10.4067/S0717−65382006000200002
https://doi.org/10.1126/SCIENCE.251.4998.1187
https://www.biodiversitylibrary.org/bibliography/3842
https://www.biodiversitylibrary.org/bibliography/3842
https://doi.org/10.1111/j.1365−2699.2005.01349.x
https://doi.org/10.1111/j.1365−2699.2005.01349.x
https://doi.org/10.1111/zsc.12051
http://www.tara.tcd.ie/handle/2262/89035
http://www.tara.tcd.ie/handle/2262/89035
https://doi.org/10.1111/j.1420−9101.2009.01901.x
https://doi.org/10.1111/j.1420−9101.2009.01901.x
https://doi.org/10.1093/jhered/esh074
https://doi.org/10.1093/jhered/esh074
https://doi.org/10.3417/2008019
https://doi.org/10.3389/fgene.2013.00098
https://doi.org/10.3389/fgene.2013.00098
https://doi.org/10.1111/j.1096−0031.2009.00298.x
https://doi.org/10.1111/j.1096−0031.2009.00298.x
https://doi.org/10.1093/genetics/155.2.945
https://www.R-project.org/
http://tree.bio.ed.ac.uk/software/figtree/
https://doi.org/10.1111/zoj.12412
https://doi.org/10.1046/j.1471−8286.2003.00566.x
https://doi.org/10.1046/j.1471−8286.2003.00566.x
https://doi.org/10.2307/1377891
https://doi.org/10.1093/molbev/msx248
https://doi.org/10.1080/01650521.2013.831521
https://doi.org/10.1080/01650521.2013.831521
https://doi.org/10.1023/B:COGE.0000031141.47148.8b
https://doi.org/10.1023/B:COGE.0000031141.47148.8b
https://doi.org/10.1644/10−MAMM−F−355.1
https://doi.org/10.1644/10−MAMM−F−355.1
https://doi.org/10.4067/S0716−078X2009000300005
https://doi.org/10.1093/bioinformatics/btl446
https://doi.org/10.1093/bioinformatics/btl446


86	 Mammal Research (2024) 69:71–87

1 3

Tchaicka L, Eizirik E, Oliveira TGD, Cândido JF, Freitas TRO (2007) 
Phylogeography and population history of the crab−eating fox 
(Cerdocyon thous). Mol Ecol 16:819–838. https://​doi.​org/​10.​
1111/j.​1365−294X.​2006.​03185.x

Tchaicka L, de Freitas TRO, Bager A, Vidal SL, Lucherini M, Iri-
arte A et  al (2016) Molecular assessment of the phylogeny 
and biogeography of a recently diversified endemic group 
of South American canids (Mammalia: Carnivora: Cani-
dae). Genet Mol Biol 39:442–451. https://​doi.​org/​10.​1590/​
1678−4685−GMB−2015−0189

Thomas O (1914a) LXVI.—Three new S.−American mammals. Ann 
Mag Nat Hist 13:573–575. https://​doi.​org/​10.​1080/​00222​93140​
86935​26

Thomas O (1914b) XLI.—On various South−American mammals. 
Ann Mag Nat Hist 13:345–363. https://​doi.​org/​10.​1080/​00222​
93140​86934​92

Trigo TC, Freitas TRO, Kunzler G, Cardoso L, Silva JCR, Johnson WE 
et al (2008) Inter−species hybridization among Neotropical cats 
of the genus Leopardus, and evidence for an introgressive hybrid 
zone between L. geoffroyi and L. tigrinus in southern Brazil. 
Mol Ecol 17:4317–4333. https://​doi.​org/​10.​1111/j.​1365−294X.​
2008.​03919.x

Venta PJ, Brouillette JA, Yuzbasiyan-Gurkan V, Brewer GJ (1996) 
Gene−specific universal mammalian sequence−tagged sites: 
application to the canine genome. Biochem Genet 34:321–341. 
https://​doi.​org/​10.​1007/​BF023​99951

Vianna JA, Noll D, Dantas GPM, Petry MV, Barbosa A, González-
Acuña D et al (2017) Marked phylogeographic structure of Gen-
too penguin reveals an ongoing diversification process along the 
Southern Ocean. Mol Phylogenet Evol 107:486–498. https://​doi.​
org/​10.​1016/j.​ympev.​2016.​12.​003

Vilà C, Leonard JA, Iriarte A, O’Brien SJ, Johnson WE, Wayne RK 
(2004) Detecting the vanishing populations of the highly endan-
gered Darwin’s fox, Pseudalopex fulvipes. Anim Conserv 7:147–
153. https://​doi.​org/​10.​1017/​S1367​94300​40012​71

Vivar E, Pacheco V (2014) Status of gray fox Lycalopex griseus (Gray, 
1837) (Mammalia: Canidae) from Peru. Rev Peru Biol 21:071–
078. https://​doi.​org/​10.​15381/​rpb.​v21i1.​8249

Wayne RK, Van Valkenburgh B, Kat PW, Fuller TK, Johnson WE, 
O’Brien SJ (1989) Genetic and morphological divergence among 
sympatric canids. J Hered 80:447–454. https://​doi.​org/​10.​1093/​
oxfor​djour​nals.​jhered.​a1108​96

Wozencraft WC (2005) Order carnivora. In: Wilson DW, Reeder DM 
(eds) Mammal species of the world: a taxonomic and geographic 
reference. The Johns Hopkins University Press, Baltimore, pp 
532–628

Yahnke CJ (1995) Metachromism and the insight of Wilfred Osgood: 
evidence of common ancestory for Darwin’s fox and the Sechura 
fox. Rev Chil De Hist Nat 68:459–461

Yahnke CJ, Johnson WE, Geffen E, Smith D, Hertel F, Roy MS et al 
(1996) Darwin’s fox: a distinct endangered species in a vanish-
ing habitat. Conserv Biol 10:366–375. https://​doi.​org/​10.​1046/j.​
1523−1739.​1996.​10020​366.x

Zapata SC, Travaini A, Delibes M, Martínez-Peck R (2005) Food hab-
its and resource partitioning between grey and culpeo foxes in 
southeastern Argentine Patagonia. Stud Neotrop Fauna Environ 
40(97):103. https://​doi.​org/​10.​1080/​01650​52050​01298​36

Zapata SC, Procopio DE, Martínez-Peck R, Zanón JI, Travaini A 
(2008) Morfometría externa y reparto de recursos en zorros 
simpátricos (Pseudalopex culpaeus y P. griseus) en el sureste de 
la Patagonia Argentina. Mastozool Neotrop 15(103):111

Zapata SC, Delibes M, Travaini A, Procopio D (2014) Co−occurrence 
patterns in carnivorans: correspondence between morphological 
and ecological characteristics of an assemblage of Carnivorans in 
Patagonia. J Mamm Evol 21:417–426. https://​doi.​org/​10.​1007/​
s1091​4−013−9237−2

Zúñiga A, Muñoz-Pedreros A, Fierro A (2008) Diet of Lycalopex 
griseus (Gray, 1837) (Mammalia: Canidae) in the intermediate 
depression of Southern Chile. Gayana (Concepc) 72(113):116. 
https://​doi.​org/​10.​4067/​S0717​−65382​00800​01000​13

Zunino G, Vaccaro O, Caevari M, Gardner A (1995) Taxonomy of the 
genus Lycalopex (Carnivora: Canidae) in Argentina. Proc Biol 
Soc Wash 108:729–747

Zurano JP, Martinez PA, Canto-Hernandez J, Montoya-Burgos JI, 
Costa GC (2017) Morphological and ecological divergence in 
South American canids. J Biogeogr 44:821–833. https://​doi.​org/​
10.​1111/​jbi.​12984

Zurita C, Soto N, Jaksic FM (2023) Historical ecology and current 
abundance of the translocated Chilla or Grey fox Lycalopex gri-
seus on the large Tierra del Fuego Island shared by Argentina 
and Chile. Austral Ecol 48:481–497. https://​doi.​org/​10.​1111/​aec.​
13285

Publisher's Note  Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

Springer Nature or its licensor (e.g. a society or other partner) holds 
exclusive rights to this article under a publishing agreement with the 
author(s) or other rightsholder(s); author self-archiving of the accepted 
manuscript version of this article is solely governed by the terms of 
such publishing agreement and applicable law.

https://doi.org/10.1111/j.1365−294X.2006.03185.x
https://doi.org/10.1111/j.1365−294X.2006.03185.x
https://doi.org/10.1590/1678−4685−GMB−2015−0189
https://doi.org/10.1590/1678−4685−GMB−2015−0189
https://doi.org/10.1080/00222931408693526
https://doi.org/10.1080/00222931408693526
https://doi.org/10.1080/00222931408693492
https://doi.org/10.1080/00222931408693492
https://doi.org/10.1111/j.1365−294X.2008.03919.x
https://doi.org/10.1111/j.1365−294X.2008.03919.x
https://doi.org/10.1007/BF02399951
https://doi.org/10.1016/j.ympev.2016.12.003
https://doi.org/10.1016/j.ympev.2016.12.003
https://doi.org/10.1017/S1367943004001271
https://doi.org/10.15381/rpb.v21i1.8249
https://doi.org/10.1093/oxfordjournals.jhered.a110896
https://doi.org/10.1093/oxfordjournals.jhered.a110896
https://doi.org/10.1046/j.1523−1739.1996.10020366.x
https://doi.org/10.1046/j.1523−1739.1996.10020366.x
https://doi.org/10.1080/01650520500129836
https://doi.org/10.1007/s10914−013−9237−2
https://doi.org/10.1007/s10914−013−9237−2
https://doi.org/10.4067/S0717−65382008000100013
https://doi.org/10.1111/jbi.12984
https://doi.org/10.1111/jbi.12984
https://doi.org/10.1111/aec.13285
https://doi.org/10.1111/aec.13285


87Mammal Research (2024) 69:71–87	

1 3

Authors and Affiliations

Eduardo J. Pizarro1,2,3,4   · Bernardita Julio‑Kalajžić1 · Nicole Sallaberry‑Pincheira5 · Valentina Muñoz1 · 
Daniel González‑Acuña6 · Javier Cabello7 · Gerardo Acosta‑Jamett8 · Cristian Bonacic9   · Agustín Iriarte10 · 
Alejandro Rodríguez11 · Alejandro Travaini12 · Aitor Cevidanes13,14 · José Luis Brito15 · Javier Millán13,16,17   · 
Juan Carlos Marín18 · Juliana A. Vianna1,2,3,4 

 *	 Juliana A. Vianna 
	 jvianna@uc.cl

1	 Laboratorio de Biodiversidad Molecular, Facultad de 
Ciencias Biológicas, Instituto para el Desarrollo Sustentable, 
Pontificia Universidad Católica de Chile, Santiago, Chile

2	 Millennium Institute Center for Genome Regulation (CGR), 
Santiago, Chile

3	 Millennium Institute Biodiversity of Antarctic 
and Subantarctic Ecosystems (BASE), Santiago, Chile

4	 Millennium Nucleus of Patagonian Limit of Life (LiLi), 
Santiago, Chile

5	 Unidad de Rehabilitación de Fauna Silvestre, Escuela 
de Medicina Veterinaria, Facultad Ciencias de La Vida, 
Universidad Andrés Bello, Santiago, Chile

6	 Facultad de Ciencias Veterinarias, Universidad de 
Concepción, Chillán, Chile

7	 Facultad de Medicina Veterinaria, Campus Pichi Pelluco, 
Universidad San Sebastián, Puerto Montt, Chile

8	 Instituto de Medicina Preventiva Veterinaria y Center 
for Surveillance and Evolution of Infectious Diseases 
(CSEID), Facultad de Ciencias Veterinarias, Universidad 
Austral de Chile, Valdivia, Chile

9	 Fauna Australis & Biodiversity and Sustainability Chair 
(CMPC ‑ UC), School of Agriculture and Natural Systems, 
Pontificia Universidad Católica de Chile, Santiago, Chile

10	 Center of Applied Ecology & Sustainability (CAPES), 
Santiago, Chile

11	 Department of Conservation Biology, Estación Biológica de 
Doñana, CSIC, Seville, Spain

12	 Centro de Investigaciones Puerto Deseado, Universidad 
Nacional de La Patagonia Austral, Puerto Deseado, 
Argentina

13	 Facultad de Ciencias de la Vida, Universidad Andrés Bello, 
Santiago, Chile

14	 Department of Animal Health, NEIKER−Basque Institute 
for Agricultural Research and Development, Basque 
Research and Technology Alliance (BRTA), Parque 
Científico y Tecnológico de Bizkaia, Zamudio, Bizkaia, 
Spain

15	 Museo de Historia Natural e Histórico de San Antonio, 
San Antonio, Chile

16	 Instituto Agroalimentario de Aragón−IA2 (Universidad de 
Zaragoza−CITA), Zaragoza, Spain

17	 Fundación ARAID, Zaragoza, Spain
18	 Laboratorio de Genómica y Biodiversidad, Departamento de 

Ciencias Básicas, Universidad del Bio−Bío, Chillán, Chile

http://orcid.org/0000-0003-3427-1194
http://orcid.org/0000-0003-2175-076X
http://orcid.org/0000-0001-5608-781X
http://orcid.org/0000-0003-2330-7825

	Species delimitation and intraspecific diversification in recently diverged South American foxes
	Abstract
	Introduction
	Material and methods
	Sampling and DNA isolation
	Molecular procedures, sequencing, and genotyping
	Species divergence and hybridization
	Genetic diversity and population structure

	Results
	Species divergence
	Species delimitation and population genetics structure

	Discussion
	Anchor 13
	Acknowledgements 
	References


