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Chapter 7
Genetic Diversity of Odocoileus virginianus 
veraecrucis (Goldman & Kellog 1940) 
and Other’s Subspecies in Mexico: 
Implications for Its Genetic Conservation

Ricardo Serna-Lagunes, Erick Jair Pastor-Medina, Ruth Guadalupe Castillo-
Rodríguez, Anabel Cruz-Romero, Juan Salazar-Ortiz, José Luis Del Rosario-
Arellano, Miguel Ángel García-Martínez, Norma Mora-Collado, 
and Pablo Andrés-Meza

1  �Introduction

1.1  �Evolution of Odocoileus virginianus

Cervids appeared in Asia at geological period known as Oligocene about 38 million 
years ago (MYA) and about 20 MYA colonized North America through the land 
bridge that connected current Alaska with northeast Siberia (Clément et al. 2006). 
Hassanin et al. (2012) determined that the Capreolinae family, which includes the 
Odocoileus genus, originated 10 MYA.  Cap et  al. (2002) indicated that the 
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Odocoileus genus diversified approximately 3 MYA, but a fossil registry relating to 
the Odocoileus genus shows that it diverged in the Pleistocene, between approxi-
mately 2 MYA and 10,000 years ago (Kuznetsova et al. 2005; Groves and Grubb 
2011). Pitra et al. (2004) estimated that O. virginianus appeared 6.87 MYA.

During the Pleistocene, the world climate cooled down and promoted the spread-
ing of the ancestral O. virginianus towards South America, where it gradually 
became a member of specialized fauna with wide ecological plasticity (Merino and 
Vieira 2010). In the last 10,000 years, O. virginianus was free of competition or 
predators, and its population growth ratio kept increasing constantly (Halls 1981; 
Méndez 1984). Consequently, the species lineages colonized and established them-
selves in different ecosystems in the American Continent (Rees 1969), where each 
population is characterized by a likeness of morphological features as a result of the 
genotype-environment interaction (Kellogg 1956). This has allowed the recognition 
of subspecies (Halls 1984) and generating knowledge of the genetic diversity con-
stitutes primordial information to understand its evolutionary history (Douzery and 
Randi 1997) and conserve its genetic diversity through the management of its popu-
lations (Ambriz-Morales et al. 2016).

In the American Continent, there are currently 38 subspecies of O. virginianus, 
from southern Canada in North America to Peru, Brazil, and Bolivia (Nowark 
1991; Smith 1991). White-tailed deer (Odocoileus virginianus) is one of the 18 
cervid species in Latin America (Weber and Gonzalez 2003; Gallina-Tessaro 
2019), and it is the ungulate with the widest geographical distribution in Mexico 
where 14 species are recognized (Mandujano et al. 2010). Nevertheless, it is not 
easy to make a phenotypical distinction between most subspecies, as there is over-
lapping in their areas of natural distribution (Mandujano et al. 2010). In this sense, 
studies on the genetic diversity of the O. virginianus subspecies are basic to iden-
tify the genetic diversity parameters that distinguish each subspecies (Table 7.1; 
Logan-López et al. 2007; Calderón 2009; De la Rosa-Reyna et al. 2012; Ambriz-
Morales et al. 2016).

1.2  �Genetic Diversity Studies in Subspecies of O. virginianus

Studies have been carried out in different countries analysing the D-loop region of 
the O. virginianus mitochondrial DNA (mtDNA). Carr et  al. (1986) used mtDNA 
restriction patterns to report hybridization of sympatric populations of O. virginia-
nus and O. hemionus in Texas, USA; later corroborated by Bradley et al. (2003). 
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Table 7.1  Summary of genetic diversity indicators described in O. virginianus subspecies. Sample 
size (n), number of identified haplotypes (H), haplotype diversity (h), nucleotide diversity (π), and 
the source of the report are shown. Nr indicates non reported values

Subspecies n H h π Source

O. v. acapulcensis 8 8 1 0.12523 Ambriz-Morales et al. 
(2016)

16 16 1.0 ± 0.0221 0.054 ± 0.028 Serna-Lagunes (2016)
O. v. carminis 2 Nr Nr Nr Logan-López et al. (2007)
O. v. couesi 20 19 0.99474 0.12371 Hernández (2014)

26 25 0.9969 ± 0.0117 0.176 ± 0.087 Serna-Lagunes (2016)
O. v. gymnotis 16 13 0.967 0.029 Moscarella et al. (2003)
O. v. goudi 4 4 1 0.005 Moscarella et al. (2003)
O. v. margaritae 6 6 1 0.016 Moscarella et al. (2003)
O. v. 
miquihuanensis

18 16 0.894 Nr Molina (2002)
4 Nr Nr Nr Logan-López et al. (2007)
4 4 1 0.019 Hernández (2014)

O. v. mexicanus 7 7 1 0.1102 Ambriz-Morales et al. 
(2016)

8 7 0.9643 ± 0.0772 0.2773 ± 0.1521 Serna-Lagunes (2016)
43 28 0.96678 0.04117 Hernández (2014)

O. v. nelsoni 14 12 0.9780 ± 0.0345 0.5551 ± 0.2838 Serna-Lagunes (2016)
O. v. oaxacensis 6 4 0.8 ± 0.1721 0.0021 ± 0.0019 Serna-Lagunes (2016)
O. v. sinaloae 3 3 Nr 0.533 Calderón (2009)

42 32 0.97 0.0804 Ambriz-Morales et al. 
(2016)

20 19 0.9947 ± 0.0178 0.3037 ± 0.1518 Serna-Lagunes (2016)
O. v. texanus 370 15 0.41 Nr Purdue et al. (2000)

29a 30a 0.978 Nr Molina (2002)
93 13 Nr Nr Logan-López et al. (2007)
39 17 Nr 0.6 a 0.88 Calderón (2009)

O. v. toltecus 4 4 1.0 ± 0.1768 0.3863 ± 0.2536 Serna-Lagunes (2016)
O. v. thomasi 11 10 0.9818 ± 0.0463 0.5652 ± 0.2960 Serna-Lagunes (2016)
O. v. veraecrucis 3a 8a 1 Nr Molina (2002)

6 Nr Nr Nr Logan-López et al. (2007)
20 15 Nr 0.57 a 0.86 Calderón (2009)
16 13 0.95 ± 0.05 0.06 ± 0.01 In this study

O. v. yucatanensis 16 14 Nr 0.71 a 0.86 Calderón (2009)
aThere is a greater number of haplotypes than samples, due to the molecular technique used in the 
study, where each allele represented a haplotype, therefore, in one sample there could be one or 
more haplotypes
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Ellsworth et  al. (1994) investigated the biogeographic history of O. virginianus 
populations from the southeaster USA and found that the differentiation between 
the populations is due to the biogeographic isolation between the populations, while 
other studies infer that such differentiation derives from ecological and demo-
graphic effects (Darrell et al. 1994). A study evaluating the phylogeography of three 
subspecies of O. virginianus (O. v. margaritae, O. v. goudotii, and O. v. gymnotis) 
shows that O. v. gymnotis is polyphyletic, suggesting that each subspecies is an 
Evolutionarily Significant Unit (ESU) and therefore are subspecies subject to incor-
poration into a conservation program due to their genetic rarity (Moscarella 
et al. 2003).

The bibliographic analysis carried out by Mandujano (2004) reports 501 studies 
up to 2001, carried out on Cervid’s distributed in Mexico, which deal with morphol-
ogy, population density, eating habits and diet composition, incidence of diseases, 
and reproductive parameters. This analysis sheds light on the lack of studies on the 
topics of genetic diversity of O. virginianus and even more so, on the scarce knowl-
edge of the genetic diversity relationships of distributed subspecies in Mexico. 
However, genetic diversity studies of O. virginianus have been conducted in the past 
two decades and address different subspecies in different geographic regions of 
Mexico (Castillo-Rodríguez et al. 2020).

In Mexico, studies have already been carried out on subspecies of O. virginianus 
based on the analysis of the D-loop region of the mtDNA. The pioneering work was 
carried out by Molina (2002), who studied the subspecies O. v. miquihuanensis, 
O. v. texanus, and O. v. veraecrucis and reported 54 different haplotypes, suggesting 
great genetic diversity for each subspecies studied. A recent work (Calderón 2009), 
studied the subspecies O. v. carminis, O. v. sinaloae, O. v. texanus, O. v. veraecrucis, 
and O. v. yucatanensis. It does not report haplotypic diversity by subspecies, which 
is necessary if a genetic improvement program is implemented.

Logan-López et al. (2007) developed the first study to analyse the genetic varia-
tion of four subspecies: O. v. texanus, O. v. carminis, O. v. veraecrucis, and O. v. 
miquihuanensis in the states of Nuevo León, Coahuila and Tamaulipas, Mexico, in 
order to detect genetic introgression between subspecies resulting from transloca-
tion. In 105 samples of these deer they found shared haplotypes between subspe-
cies, derived from hybridization between subspecies O. v. texanus, O. v. veraecrucis, 
and O. v. miquihuanensis, particularly in a habitat convergence zone. This induced 
changes in the genetic pool and affected the adaptation and speciation processes of 
each subspecies (Galindo-Leal and Weber 1994).

Ambriz (2010) analysed the genetic structure and variability of three subspecies: 
O. v. sinaloae, O. v. mexicanus, and O. v. acapulcencis distributed in four 
biogeographical regions (delimited by mountain ranges, vegetation and climates) of 
the Michoacán state, Mexico. The results show a differential genetic structure 
between subspecies due to geographic barriers and the environment that each sub-
species inhabits. Subsequently, Ambriz (2012) sequenced the mitochondrial genome 
of four subspecies: O. v. texanus, O. v. veraecrucis, O. v. sinaloe, and O. v. yucata-
nensis, identifying phylogenetic separation between the subspecies of the southeast, 
north, centre, and south of the country (Ambriz-Morales et al. 2016). Hernández 
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(2014) analyzed the subspecies O. v. mexicanus, O. v. couesi, and O. v. miquihua-
nensis determining that these last two form a single phylogenetic clade, which is 
associated with the geographical proximity of these two subspecies.

The phylogenetic relationship tree showed a greater number of interspecific vari-
ations between O. v. sinaloe and O. v. yucatanensis, while the most related subspe-
cies O. v. texanus, O. v. veraecrucis, and O. v. yucatanensis were grouped into a 
clade. Another study evidenced that the O. v. yucatanensis, O. v. texanus, O. v. car-
minis, O. v. veraecrucis, and O. v. sinaloae subspecies show a genetic-geographical 
association pattern (De la Rosa-Reyna et al. 2012).

For his part, Serna-Lagunes (2016) characterized the genetic diversity and struc-
ture, the genealogical and phylogenetic relationships of eight subspecies of O. vir-
ginianus distributed in Western Mexico: O. v. acapulquensis, O. v. couesi, O. v. 
mexicanus, O. v. nelsoni, O. v. sinaloae, O. v. oaxaquensis, O. v. thomasi, and O. v. 
toltecus. Gene genealogy showed that O. v. acapulcensis and O. v. couesi present 
ancestral haplotypes that originated haplotypes of O. v. sinaloae. No isolation pat-
tern was detected by distance, this due to the limited geographic-gene flow between 
subspecies, so each subspecies must be considered an ESU and a Conservation 
Operational Unit (OCU).

This geographical-genetic diversity association of O. virginianus subspecies, it’s 
a hypothesis of a possible indicator of a genetic structure associated with the geo-
graphical region where each O. virginianus subspecies is distributed (Moscarella 
et al. 2003). Hence the importance of their conservation since they are genetic res-
ervoirs (Pisanty et al. 2016) that, after to their genetic characterization, could be 
used in gene restoration programs in populations (wild and/or captivity) with genetic 
erosion processes (Moscarella et al. 2003; Serna-Lagunes 2016).

1.3  �The Management of O. virginianus in Mexico

The management of O. virginianus is carried out by Units for the Conservation, 
Management and Sustainable Use of Wildlife (UMAs) which regulates populations 
through habitat management (INE 2000). These UMAs aim to ensure that the 
annual harvest rate of deer is less than the annual population growth rate. However, 
there is no data to support the design of genetic conservation programs for the sub-
species of O. virginianus in western Mexico (Castillo-Rodríguez et al. 2020). Such 
programs should include, for example, artificially restocking populations that have 
a genetic diversity deficit with genetically different individuals in order to improve 
the stability in the genetic structure.

Currently, UMAs operate as breeding foot production systems, gene-banks, 
examples of conservation and reproduction alternatives, environmental education 
and training (García-Marmolejo et al. 2008). This has led to research to generate 
optimal management strategies for ungulates under the UMA scheme (Escalante 
and Martínez-Meyer 2013). In the case of O. virginianus, there is already a White 
Tail Deer Management Plan for temperate and tropical zones, which proposes gen-
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eral management actions in-situ and ex-situ and population studies are required to 
extract individuals (SEMARNAT 2014). Population report to SEMARNAT who 
rules the harvest rate of specimens in the UMA at established times (SEMARNAP 
1997). To achieve the objectives of this system of production of wild fauna and 
flora, it is necessary to adequately manage the genetic component of populations in 
the long term of populations to improve productivity parameters (Castillo-Rodríguez 
et al. 2020). However, the management plans authorized for the white-tailed deer 
UMAs do not have genetic diversity conservation programs or genetic improvement 
plans that help to obtain specimens with phenotypic characteristics demanded by 
the hunting sector. To achieve this, it is important to characterize the genetic diver-
sity of the populations and subspecies of O. virginianus, which will eventually 
allow making decisions for genetic management such as: the design of genetic 
improvement programs and the application of concepts of genetic conservation 
biology for the rescue of populations and/or subspecies identified with low genetic 
diversity.

Particularly, the O. v. veraecrucis subspecies is subject to different anthropic 
pressures, like cynegetic use (Weber 1993) and selective harvesting of specimens 
with cynegetic interesting features (Logan-López et  al. 2006; Cienfuegos-Rivas 
et al. 2011), although it has not been included in the list of species at risk of the 
Mexican legislation and globally (IUCN red list), but in Mexico, Central America 
and South America most of the populations are declining, and most of the subspe-
cies status are unknown (Gallina and Lopez-Arevalo 2016). Therefore, generating 
information on reproductive biology, its genetic diversity, and the status of its popu-
lations will help guide the level of risk found. This subspecies shows seasonal repro-
duction (Ahuja-Aguirre et al. 2017) and has a lower population density (4.2 ± 2.8 
deer km2) than other subspecies (Del Ángel and Mandujano 2017), while its habitat 
is constantly being fragmented (Gallina-Tessaro et  al. 2007; Gallina et  al. 2010; 
Delfín-Alfonso et al. 2009).

The objectives of this study are (a) to review of studies of the genetic diversity of 
O. virginianus subspecies, (b) to describe the genetic diversity, genetic structure, 
and phylogenetic relationships of the D-loop region of the mtDNA of O. virginianus 
subspecies; information that could be incorporated into conservation programs to 
restore genetic processes in wild populations (Xiang-Dong et al. 2005). To achieve 
this last objective we described the phylogenetic relationships and compare the pat-
terns of genetic diversity of the D-loop region between the subspecies of O. virgin-
ianus reported with distribution in Mexico, since the sequences of the D-loop region 
are often capable of providing information to study the genetic conservation status 
of a subspecies and determine the genetic limits between infraspecific taxa (Avise 
2006, 2009) and this information can contribute to the restoration of populations, in 
decision-making in genetic improvement programs and consequently implement 
more effective genetic conservation strategies (Arif and Khan 2009). This study is 
an incentive for technicians and managers of subspecies of O. virginianus to geneti-
cally characterize their populations and for this information to be incorporated into 
improvement programs that guarantee the conservation of the genetic diversity of 
subspecies under the UMA scheme.

R. Serna-Lagunes et al.
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2  �Material and Methods

2.1  �Bibliometric Analysis

The review of the investigations carried out in Mexico on the genetic diversity of 
subspecies of O. virginianus was carried out by means of a bibliometric analysis 
(Ávila-Nájera et al. 2018) applied in the scientific databases available in the virtual 
library of the Universidad Veracruzana (BiVUV; https://www.uv.mx/bvirtual/). The 
collected information was synthesized and the genetic diversity values of the O. vir-
ginianus subspecies reported in the literature were analysed. This information was 
included in the introductory section of this chapter to describe the current state of 
the implications for conservation genetics in O. virginianus subspecies.

2.2  �Description of the Deer Samples of O. v. veraecrucis

We studied 16 adult deer of the O. v. veraecrucis subspecies kept in captivity in the 
“El Pochote” UMA, located in the municipality of Ixtaczoquitlán, Veracruz, Mexico, 
authorized to handle this species (registry: SEMARNAT-UMA-IN-CR-0196-
VER/18). The studied deer come from different geographical zones due to the inter-
change of specimens with other UMAs in order to avoid inbreeding problems. Thus, 
six deer come from the municipality of Las Vigas, four deer from the municipality 
of Tuxpan, three deer from the municipality of Paso de Ovejas, and three deer from 
the municipality of Ixtaczoquitlán, Veracruz, Mexico (Fig. 7.1). These places are 
within the geographical distribution area of O. v. veraecrucis (Mandujano 
et al. 2010).

Prior to selecting the sample and in order to guarantee that the studied deer 
belong to the O. v. veraecrucis subspecies, we used the values of the body charac-
teristics of the deer under study and contrasted them against those reported in the 
literature for this subspecies (Logan-López et al. 2006). Those specimens that did 
not correspond morphologically were discarded from the sample. The deer were 
sedated, and 2 mL of blood were extracted from each one with a Vaccutainer® with 
EDTA as anticoagulant (Serna-Lagunes 2016). To do this, we considered the ethical 
norms for the treatment of each animal (Sikes et al. 2016).

2.3  �DNA Extraction and Amplification of the D-Loop Region

The DNA was extracted with the Promega® DNA extraction kit. To verify the DNA 
quality an aliquot of 3μL of the DNA extraction was used, mixed with 1μL Diamond® 
(Promega®) and 1μL Green GoTaq (Promega®) buffer. The mix was run in agar gel 
at 1% under a horizontal electrophoresis camera at 90 V for 30 min.

7  Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940…
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To describe the genetic diversity of O. virginianus specimens we used the D-loop 
region of mtDNA, since it represents a non-codifying genetic region and it is easy to 
obtain and analyze (Purdue et al. 2006); it has a simple genetic structure with no 
repetitions or presence of pseudogenes or introns, and an exclusively matrilineal 
transmission marker. Moreover, it has no genetic recombination or genetic fixes, 
and therefore tends to homoplasmy and a high nucleotide substitution ratio 
(Yamamoto 2001). In this sense, the D-loop region is genetically very variable and 
provides valuable information to infer relationships between individuals (Avise 
et al. 1987; Avise 2000, 2004).

The D-loop region of mtDNA was amplified through PCR in triplicate in order to 
discard the origin of the variation being from PCR artifice. The PCR amplifications 
were done at a final volume of 25μL, containing 2.5μL ADN, 0.5μL primer (final 
concentration of 10μM) DL-F (5′-ATC GCC CAC TCT TTC CTC TT-3′), and 
0.5μL primer DL-R (5′ TCA GTG CCT TGC TTT ATT GT-3′) developed for 
Capreolus capreolus (Tsaparis et  al. 2019), 7.2μL PCR Master Mix 2× (25 mM 
Tris-HCl pH 9, 25 mM NaCl, 2.5 mM MgCl2, 100μM of each nucleotide, 0.5 U Taq 
DNA polymerase, 0.05 mg mL BSA) Promega®, and 14.3μL nuclease-free water.

The amplification program through PCR of the D-loop region was done in a 
thermocycler (Axygen® MaxyGeneTM II Thermal Cycler) with the following 
sequence: polymerase activation at 95 °C for 3 min, denaturation at 95 °C for 30 s, 
followed by 31 cycles that included: 95 °C for 30 s (denaturation), 55 °C for 30 s 

Fig. 7.1  Geographical origin of the O. v. veraecrucis specimens analysed in this study
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(alignment), and 72 °C for 30 s (polymeration). Finally, a conservation cycle was 
programmed at 4 °C. The amplification of the target region was verified using an 
aliquot of 3μL of the PCR product mixed with 0.5μL Diamond® and set in an agar 
gel at 1% to test the presence of a fragment between 400 and 550 base pairs (bp), 
based on a known molecular weight marker. The standard sequencing of nucleo-
tides was done with an Applied Biosystems 3130 Genetic Analyzer sequencer, 
through the Sanger and Coulson technique (Sanger and Coulson 1975).

2.4  �Phylogenetic and Molecular Evolutionary Analyses of  
O. virginianus Subspecies

The electropherograms of each sequence were edited manually with the Chromas v 
2.1.1 software (Technelysium 2012), compared against the sequences deposited in 
the GenBank database (National Center for Biotechnology Information) to deter-
mine its identity and deposited in the GenBank (number accession GenBank: 
MH800299-MH800314). After that, the sequences were aligned with the Clustal W 
algorithm of Molecular Evolutionary Genetics Analysis Version X software 
(MEGA; Kumar et al. 2018).

Before building the phylograms (Hall 2013) in MEGA version X (Kumar et al. 
2018), three sequences of the D-loop region of O. virginianus were downloaded 
(idGenBank: KX171760.1, KX171759, and KX171758.1) and used as external 
group (Heffelfinger 2011). Additionally, sequences from the D-loop region of other 
subspecies with geographic distribution in the West of Mexico, reported on the 
GenBank platform were obtained to compare the diversity and genetic structure 
with that found in O. v. veraecrucis in this study. The sequences used were (popset 
Genbank accession: 307088077), of which 7 sequences belonged of O. v. mexica-
nus, 32 sequences to O. v. sinaloe, and 8 from O. v. acapulcencis (Ambriz-Morales 
et al. 2016). In total, this study analysed a total of 66 sequences (including external 
group) of the D-loop region of four subspecies of O. virginianus.

Phylogenetic and molecular evolutionary analyses were conducted using MEGA 
version X (Kumar et  al. 2018). Nucleotide substitution models were tested to 
describe the substitution pattern the best (Nei and Kumar 2000; Kumar et al. 2018) 
and substitution of nucleotide matrix in the control region of mtDNA was calculate. 
The genetic distance measurements within and between subspecies were overall 
mean distance (d  ±  s.e.) (Tamura and Nei 1993), within group mean distance, 
between group mean distance, and net between group mean distance (Tamura et al. 
2004). The measures of genetic diversity within and between subspecies were mean 
diversity within subspecies, mean diversity in entire subspecies, mean inter-
subspecies diversity and coefficient of differentiation (Nei and Kumar 2000; Tamura 
et al. 2004).

7  Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940…
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Initial tree(s) for the heuristic search were obtained automatically by applying 
Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances estimated 
using the Maximum Composite Likelihood (MCL) approach, and then selecting the 
topology with superior log likelihood value. A discrete Gamma distribution was 
used to model evolutionary rate differences among sites (5 categories (+G, param-
eter = 0.3108)). There were a total of 377 positions in the final dataset.

Since the phylogram did not show a grouping structure by subspecies (see 
Results), the historical demographic structure for the set of sequences obtained 
from O. virginianus (n = 66 sequences) was studied to have an estimate of whether 
changes in population size promoted changes in nucleotide diversity. The analysis 
included a Mismatch distribution test under the model in a constant population 
that compares the observed frequencies with respect to the expected frequencies, 
where a population expansion is inferred if the distribution is unimodal and does 
not differ from the distribution expected (Rozas et al. 2017). This analysis was 
developed in DNA Sequence Polymorphism (DnaSP) software version 6.11 
(Rozas et al. 2017).

Finally, to test the geographic-genetic association process of the subspecies of 
O. virginianus that have been inferred in the literature (Table 7.1), a haplotype net-
work with Median Joining Network algorithm was built in the Population Analysis 
with Reticulate Trees software (PopArt) version 1.7 (Leigh and Bryant 2015). 
Network structures are used in population genetics to summarise the genetic diver-
sity in a population (Leigh and Bryant 2015).

3  �Results

The sequences had an average length of 395 bp and with a nucleotide composition 
mainly represented by a higher proportion of T (31.2%). In these sequences 333 
identical nucleotide bases, 32 transitional pairs, and 23 transverse pairs were 
obtained (ratio = 1.38). The best substitution evolutionary model was Hasegawa-
Kishino-Yano (HKY) + G (BIC = 10223.988425279). Substitution of nucleotide 
matrix in the control region of mtDNA indicated up to 20 nucleotides between A and 
G (Table 7.2, data in parentheses).

Table 7.2  Estimates of Evolutionary Divergence over Sequence Pairs between Groups (below the 
diagonal) and standard deviation (above the diagonal) and substitution of nucleotide (in 
parentheses) of sequences of mtDNA D-loop of O. virginianus subspecies

From
To
A T C G

A – 0.059 (6.15) 0.044 (4.57) 0.105 (11.85)
T 0.054 (5.65) – 0.145 (12.21) 0.032 (3.32)
C 0.054 (5.65) 0.195 (16.43) – 0.032 (3.32)
G 0.179 (20.1) 0.059 (6.15) 0.044 (4.57) –
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The number of base substitutions per site from averaging over all sequence pairs 
and net evolutionary divergence between groups is shown in Table  7.3. Overall 
mean distance (d  =  0.21  ±  0.04), within mean group distance (O. v. mexicanus: 
d = 0.13 ± 0.02; O. v. sinaloe: d = 0.1 ± 0.02; O. v. acapulcensis: d = 0.12 ± 0.02; 
O. v. veraecrucis: 0.08 ± 0.01).

The evolutionary history of O. virginianus subspecies inferred by using the 
Maximum Likelihood method and the Hasegawa-Kishino-Yano model showed two 
defined clades (Fig. 7.2). The phylogram with the highest log likelihood (−3869.46) 
with the percentage of trees in which the associated taxa clustered together next to 
the branches is shown. The clades grouped the sequences of the four subspecies 
indistinctly, the groupings show close genetic distances between haplotypes, which 
may be an indicator that the genetic diversity between subspecies is similar. This 
inference could reject the hypothesis of the genetic recognition of the subspecies 
that make up the group of O. virginianus, since the structure of the phylogram does 
not represent a genetic structure associated with the geographical distribution of the 
subspecies of O. virginianus (Fig. 7.2).

Expected values for constant population size of the sequence set of O. virginia-
nus shows that nucleotide diversity (π = 0.12694), the average number of pairs of 
differences (k  =  42.78; variance of k  =  1988.74; observed CV of k  =  1.0464), 
Raggedness statistic (r = 0.0017) mean absolute error (MAE = 0.9176) and Ramos-
Onsins and Rozas (R2 statistic = 0.0885), and parameters estimation (estimate of 
Theta initial = 44.113; estimate of Tau = 0.000) conform to a multimodal distribu-
tion. This is indicative of no population expansion and implies that the changes in 
the genetic diversity of O. virginianus are not due to population expansions 
(Fig. 7.3).

The 66 analysed sequences presented high values of haplotype diversity 
(H = 0.95), a moderate nucleotide diversity (π = 0.176), 235 segregating sites, and 
220 parsimoniously informative sites. According to the results of the Tajima’s test 
(D = 0.711) [(p(D ≥ 0.711317) = 0.48)] the sequences do not show departures of 
DNA polymorphisms from the neutral expectations. The frequencies of the poly-
morphisms do not represent evidence of selection, recombination, population sub-
division, or changes in population size. The haplotype network does not show a 
structure that allows inferring any phylogeographic relationship between the 

Table 7.3  Estimates of Net Evolutionary Divergence between Groups of Sequences (under the 
diagonal) and Estimates of Evolutionary Divergence over Sequence Pairs (above the diagonal) of 
O. v. subspecies in Mexico. References: 1. O. v. mexicanus, 2. O. v. sinaloe, 3. O. v. acapulcensis, 
4. O. v. outgroup, 5. O. v. veraecrucis

1 2 3 4 5

1 0.01 ± 0.00 0.04 ± 0.01 1.06 ± 0.38 0.02 ± 0.00
2 0.13 ± 0.02 0.04 ± 0.01 1.02 ± 0.37 0.02 ± 0.00
3 0.16 ± 0.02 0.15 ± 0.02 1.06 ± 0.40 0.05 ± 0.01
4 1.15 ± 0.03 1.09 ± 0.31 1.14 ± 0.34 1.04 ± 0.37
5 0.12 ± 0.02 0.10 ± 0.01 0.14 ± 0.02 1.10 ± 0.32
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subspecies of O. virginanus evaluated in this study (Fig. 7.4). The small sample size 
(n  =  66) is another factor that limits the identification of a pattern of genetic-
geographic association that supports the assumption of recognition of subspecies, 
which until now have been recognized by their morphometric, phenotypic, or delim-
ited traits based on the correspondence of the type of vegetation and the range of 
geographic distribution.

Fig. 7.2  Hypothesis of the phylogenetic relations between sequences of the D-loop region of 
mtDNA of O. virginianus subspecies. The branches show the values obtained by Bootstrap based 
on maximum likelihood (ML)

R. Serna-Lagunes et al.
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4  �Discussion

In the bibliographic review carried out in this work, we found around ten research 
works related to the study of the genetic diversity of subspecies of O. virginianus in 
Mexico. This represents a challenge to increase knowledge on this and other topics 
related to the management of wild or captive populations and under different exploi-
tation schemes in Mexico (Mandujano 2004). On the other hand, the information 
reported in the literature shows variations in the components of genetic diversity 
(haplotype diversity and nucleotide diversity) of each subspecies of O. virginianus. 
However, the low sizes of samples analysed prevent to reach more precise 
conclusions on the genetic differentiation of subspecies and to test genetic-geo-
graphic or phylogeographic hypotheses. It is important that technicians, wildlife 
managers, the Secretary of Environment and Natural Resources of Mexico and 
researchers specializing in studies of genetic diversity in cervids, articulate efforts 
to increase knowledge about the genomic, nuclear, and mitochondrial diversity of 
subspecies of O. virginianus that are under management in intensive UMA systems, 
in order to generate a pattern of white-tailed deer with outstanding genetic charac-
teristics and that can be considered in a genetic improvement program. With this 

Fig. 7.3  Multimodal curve resulting from the Mismatch distribution analysis. The observed mul-
timodal distribution does not indicate processes of population expansion that have modified the 
genetic diversity observed in O. virginianus

7  Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940…
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information, the translocation of deer with desirable morphological characteristics 
to geographic regions where other subspecies are distributed would be avoided, 
since the information would be available on where to acquire stallions or even arti-
ficial insemination techniques can be chosen due to the different advantages that 
this represents.

The D-loop region of mtDNA is often used in studies to describe genetic diversity 
due to its high level of polymorphism (Serna-Lagunes 2016). The haplotypic diver-
sity (h) and moderate nucleotide diversity (π) values reported in the literature and 
recorded for subspecies of O. virginianus have been attributed to an increase in new 
mutations (Avise et al. 1984). These patterns of genetic diversity may be the result 
of the reproductive biology of O. virginianus and that the frequency of haplotypes 
in the population decreases. The haplotypes registered in the present study showed 
low frequency, which could be due to the reproductive biology of the species, as the 
females maintain philopatry and the males migrate great distances to mate with 
other females (Nelson and Mech 1992; Nelson 1993). This behaviour decreases the 
frequency in mtDNA transference of O. virginianus (Purdue et al. 2000, 2006) and 

Fig. 7.4  Haplotype network of sequences of the D-loop region of the mtDNA of four subspecies of 
O. virginianus with distribution in Mexico
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mould the heterogeneity of the genetic flow (Nelson 1993) and the socio-genetic 
structure of the species (Mathews and Porter 1993).

The h and π values for the sequences of the four subspecies of O. virginianus 
studied as a single population, indicate that these genetic diversity parameters in this 
population are stable due to a long evolutionary history, or, it is the result of a 
genetic exchange between populations that were geographically isolated; females 
would colonize new types of vegetation, thereby dispersing new haplotypes due to 
cross-breeding between different lineages (Purdue et al. 2006). This result implies 
that the analyses of the genetic structure of O. virginianus carried out for the D-loop 
region, infer that the sample studied is composed of a single population without 
subdivisions (subspecies), while the observed genetic differences are represented by 
variations at the individual level between or within populations (Cronin et al. 1991).

Our results show that the studied sample of O. virginianus presents a genetic 
diversity that has not been modified by historical demographic processes such as 
population expansions (Rogers and Harpending 1992; Rogers et al. 1996). However, 
the pressure of clandestine hunting and legal hunting of the specie in Mexico 
(SEMARNAT 2013), its ecology and management (Gallina and Mandujano 2009), 
habitat fragmentation, poaching, consumption by local communities, and predators 
(Mandujano 2011; Gallina-Tessaro et al. 2019) are constant pressures on the popu-
lations of this species. This decreases the effective size of the mating population in 
wild populations (Mandujano and González-Zamora 2009), thus only a few lin-
eages go on to the next generation while other lineages go extinct or are less fre-
quent within the population (Rogers et  al. 1996; Vázquez-Domínguez 2002). As 
expected for important game species, with poaching or commercial hunting, a simi-
lar effect was observed in the Tibetan antelope (Pantholops hodgsonii), a species at 
risk of extinction due to the loss of its genetic diversity (Xiang-Dong et al. 2005).

The phylogram showed two groups, the first consisting of eight sequences of 
O. v. acapulcensis, two of O. v. sinaloae, two of O. v. veraecrucis, and one of O. v. 
mexicanus. The other group was made up of the remaining 50 sequences where a 
polymorphic arrangement of subgroups is presented, showing a mix in the forma-
tion of the group between the different sequences, but without an arrangement that 
allows differentiating subspecies. Haplotypes are grouped as two monophyletic 
clades but they do not correspond to the subspecies studied, possibly because the 
sample studied corresponds to individuals with ancestral lineages that became 
established in the population and therefore there has not been enough evolutionary 
time to accumulate mutations that allow to genetically differentiating subpopula-
tions (Cerritos 2007). Another fundamental aspect of the phylogram is that it also 
differentiates the phylogroups with a lower number of haplotypes. This means that 
haplotypes showed substitution rates of differential nucleotides and high levels of 
intraspecific polymorphism in the D-loop region, associated with an individual spe-
ciation process (Lunt et al. 1998). The branches of the phylograms showed a length 
over 95%, which indicated a similar divergence time between the haplotypes (Ruiz-
García et al. 2007).
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4.1  �Implications of Genetic Management of the Subspecies 
of O. virginianus in Mexico

The deer of the subspecies of O. virginianus have socioeconomic, cultural, nutri-
tional, and ecological importance; this species has been exploited since pre-
Columbian times by providing meat, skin, bones, oil, fat, bait, pigments, medicinal, 
and natural properties aphrodisiac (Naranjo et al. 2010). The use of O. virginianus 
in UMA should be planned to avoid the unfavourable selective impact towards cer-
tain specimens of greater size and morphometry of antlers (characters of hunting 
interest) and to avoid the reduction of genetic diversity (Cienfuegos-Rivas 
et al. 2011).

Some biological conditions that this implies are morpho-physiological changes 
that limit their average longevity (Galindo-Leal and Weber 1998) because the suc-
cessful mating of males with large antlers is correlated with the size of the individ-
ual and the structure of its antlers, a reflection of its genetic expression (Monteith 
et al. 2013). The loss of genetic diversity in subspecies of O. virginianus not only 
affects biological aspects such as the evolutionary potential to adapt to the environ-
ment (physical and biological) (Piñero et al. 2008a, b), but also affects the environ-
mental services that the species generates for rural communities (Wright et al. 2000).

It is a priority to describe and conserve the genetic diversity of O. v. veraecrucis 
populations in captivity as a genetic reservoir to restore genetic erosion processes in 
wild populations. In the deer samples, we observed haplotypes that were frequently 
shared and haplotypes that were infrequent and which differ from the others by a 
few mutational changes (Cronin et al. 1991). This information shows unique genetic 
collections associated with specific geographical regions and could be useful to 
increase the frequency of rare genes in wild populations of the O. v. veraecrucis 
subspecies with problems of genetic erosion (Ellsworth et al. 1994).

The reduction of pressures on O. virginianus is necessary for its conservation 
(Crandall et al. 2000). Although we do not have information on the number, age, and 
sex of deer authorized for legal hunting in Mexico, we are aware of poaching of the 
subspecies O. v. veraecrucis in the centre of Veracruz, Mexico (Tlapaya and Gallina 
2010). This is a threat to the genetic diversity of this subspecies in wildlife; there-
fore, studies of genetic diversity of populations of this subspecies in UMAs could 
generate a pool for use in genetic conservation programs.

5  �Conclusions

The genetic diversity of the O. v. veraecrucis subspecies in the present study showed 
a genetic pattern characteristic of this subspecies, but different from other subspe-
cies reported in the literature. A high number of unique haplotypes and low nucleo-
tide diversity could be due to the geographical independence of the origin of deers 
and a low mutation rate, respectively. The genetic diversity of the deer in the El 
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Pochote UMA represents a valuable genetic reservoir to restore genetic processes in 
wild populations through a planned crossing program between deer with contrasting 
genetic patterns, previously genetically characterized, to conserve the genetic diver-
sity of this subspecies.

Acknowledgments  The authors would like to thank the Unidad de Manejo y Conservación de 
Recursos Genéticos and the Laboratorio de Bioinformática y Bioestadística of the Facultad de 
Ciencias Biológicas y Agropecuarias, Universidad Veracruzana, for the bioinformation help. The 
Project: “Caracterización de Recursos Zoogenéticos de Las Altas Montañas, Veracruz: aplicación 
de la filogeografía y modelación ecológica” (PRODEP: 511-6/18-9245/PTC-896) for their finan-
cial and technical support to this study. The El Pochote UMA personals, for facilitating the deer 
samples.

References

Ahuja-Aguirre C, Pérez-Gutiérrez O, López-deBuen L et al (2017) Early onset of the reproductive 
season in captive white-tailed deer (Odocoileus virginianus veraecrucis) in eastern Mexico. J 
Zoo Wildl Med 48(4):1031–1038. https://doi.org/10.1638/2016-0148.1

Ambriz MP (2010) Evolución del polimorfismo mitocondrial en subespecies de venado cola 
blanca Odocoileus virginianus del estado de Michoacán, México. Tesis de Licenciatura en 
Biología. Universidad Michoacana de San Nicolás de Hidalgo, Mexico

Ambriz MP (2012) Secuenciación y análisis del genoma mitocondrial de subespecies de venado 
cola blanca (Odocoileus virginianus). Tesis de Maestría en Ciencias en Biotecnología 
Genómica. Centro de Biotecnología Genómica, Instituto Politécnico Nacional. p 86

Ambriz-Morales P, De La Rosa-Reyna XF, Sifuentes-Rincón AM et  al (2016) The complete 
mitochondrial genomes of nine white-tailed deer subspecies and their genomic differences. J 
Mamm 97(1):234–245. https://doi.org/10.1093/jmammal/gyv172

Arif AI, Khan HA (2009) Molecular markers for biodiversity analysis of wildlife animals: a brief 
review. Anim Biodiv Conserv 32(1):9–17

Ávila-Nájera DM, Mendoza GD, Villarreal O et al (2018) Uso y valor cultural de la herpetofauna 
en México: una revisión de las últimas dos décadas (1997-2017). Acta Zool Mex 34:1–15. 
https://doi.org/10.21829/azm.2018.3412126

Avise JC (2000) Phylogeography. The history and formation of species. Harvard University Press, 
Cambridge

Avise JC (2004) Molecular markers, natural history and evolution, 2nd edn. Sinauer Associates, 
Sunderland

Avise JC (2006) Evolutionary pathways in nature: a phylogenetic approach. Cambridge University 
Press, New York

Avise JC (2009) Phylogeography: retrospect and prospect. J Biogeogr 36:3–15
Avise JC, Neigel JE, Arnold J (1984) Demographic influences on mitochondrial DNA lineage sur-

vivorship in animal populations. J Mol Evol 20:99–105. https://doi.org/10.1007/BF02257369
Avise JC, Arnold J, Balla RM et al (1987) Intraspecific phylogeography: The mitochondrial DNA 

bridge between population genetics and systematics. Annu Rev Ecol Evol Syst 18:489–522. 
https://doi.org/10.1146/annurev.es.18.110187.002421

Bradley RD, Bryant FC, Bradley LC et  al (2003) Implications of hybridization between 
white-tailed deer and mule deer. Southwestern Naturalist. 48(4):654–660.  https://doi.
org/10.1894/0038-4909(2003)048

7  Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940…

https://doi.org/10.1638/2016-0148.1
https://doi.org/10.1093/jmammal/gyv172
https://doi.org/10.21829/azm.2018.3412126
https://doi.org/10.1007/BF02257369
https://doi.org/10.1146/annurev.es.18.110187.002421
https://doi.org/10.1894/0038-4909(2003)048
https://doi.org/10.1894/0038-4909(2003)048


166

Calderón LRD (2009) Análisis genético para la conservación y manejo de subespecies de 
Odocoileus virginianus (Zimmermann, 1780) en México. Dissertation, Instituto Politécnico 
Nacional

Cap H, Aulagnier S, Deleporte P (2002) The phylogeny and behavior of Cervidae (Ruminantia 
Pecora). Ethol Ecol Evol 14(3):199–216. https://doi.org/10.1080/08927014.2002.9522740

Carr ST, Ballinger SW, Derr JN et al (1986) Mitochondrial DNA analysis of hybridization between 
sympatric white-tailed deer and mule deer in West Texas. Proceedings of the National Academy 
of Sciences 83(24):9576–9580. https://doi.org/10.1073/pnas.83.24.9576  

Castillo-Rodríguez RG, Serna-Lagunes R, Cruz-Romero A et al (2020) Characterization of the 
genetic diversity of a population of Odocoileus virginianus veraecrucis in captivity using mic-
rosatellite markers. Neotrop Biol Conserv 15(1):29–41. https://doi.org/10.3897/neotropical.15.
e47262

Cerritos FR (2007) La especie como unidad evolutiva: uso de marcadores moleculares para su 
reconocimiento y delimitación, con especial énfasis en microorganismos. In: Eguiarte LE, 
Souza V, Aguirre X (eds) Ecología Molecular. Secretaría de Medio Ambiente y Recursos 
Naturales. Instituto Nacional de Ecología, Universidad Nacional Autónoma de México, 
Mexico, pp 325–349

Cienfuegos-Rivas E, Cantú-Medica FG, Logan-López KG et  al (2011) La cosecha selectiva: 
un factor de cambio en las astas del venado cola blanca (Odocoileus virginianus texanus). 
Agrociencia 45(7):771–783

Clément G, Ropiquet A, Hassanin A (2006) Mitochondrial and nuclear phylogenies of Cervidae 
(Mammalia, Ruminantia): Systematics, morphology, and biogeography. Mol Phylogenet Evol 
40(1):101–117. https://doi.org/10.1016/j.ympev.2006.02.017

Crandall KA, Bininda-Emonds OR, Mace GM et  al (2000) Considering evolutionary pro-
cesses in conservation biology. Trends Ecol Evol 15(7):290–295. https://doi.org/10.1016/
S0169-5347(00)01876-0

Cronin MA, Nelson ME, Pac DF (1991) Spatial heterogeneity of mitochondrial DNA and allo-
zymes among populations of white-tailed deer and mule deer. J Hered 82(2):118–127. https://
doi.org/10.1093/oxfordjournals.jhered.a111045

Darrell LE, Rodney LH, Nova JS et  al (1994) Historical biogeography and contemporary pat-
terns of mitochondrial DNA variation in white-tailed deer from the Southeastern United State. 
Evolution 48(1):122–136. https://doi.org/10.1111/j.1558-5646.1994.tb01299.x 

De la Rosa-Reyna XF, Calderón-Lobato RD, Parra-Bracamonte GM (2012) Genetic diversity 
and structure among subspecies of white-tailed deer in Mexico. J Mammal 93(4):1158–1168. 
https://doi.org/10.1644/11-MAMM-A-212.2

Del Ángel R, Mandujano S (2017) Density of white-tailed deer in relation to vegetation in a land-
scape of northern Veracruz. Therya 8(2):1–8. https://doi.org/10.12933/therya-17-475

Delfín-Alfonso CA, Gallina S, López CA (2009) Evaluación del hábitat del venado cola blanca 
utilizando modelos espaciales y sus implicaciones para el manejo en el centro de Veracruz, 
México. Trop Conserv Sci 2(2):215–228. https://doi.org/10.1177/194008290900200208

Douzery E, Randi E (1997) The mitochondrial control region of Cervidae: Evolutionary patterns 
and phylogenetic content. Mol Biol Evol 14(11):1154–1166. https://doi.org/10.1093/oxford-
journals.molbev.a025725

Ellsworth DL, Honeycutt RL, Silvy NJ et al (1994) Historical biogeography and contemporary 
patterns of mitochondrial DNA variation in white-tailed deer from the southeastern United 
State. Evolution 48(1):122–136. https://doi.org/10.1111/j.1558-5646.1994.tb01299.x

Escalante T, Martínez-Meyer E (2013) Ecological niche modeling and wildlife management 
units (UMAS): an application to deer in Campeche, México. Trop Subtrop Agroecosyst 
16(2):183–191

Galindo-Leal C, Weber M (1994) Translocation of deer subspecies: reproductive implications. 
Wild Soc Bull 22(1):117–120

Galindo-Leal C, Weber M (1998) El venado de la Sierra Madre Occidental. Ecología, Manejo y 
Conservación. EDICUSA-CONABIO. México. D. F. p 272

R. Serna-Lagunes et al.

https://doi.org/10.1080/08927014.2002.9522740
https://doi.org/10.1073/pnas.83.24.9576
https://doi.org/10.3897/neotropical.15.e47262
https://doi.org/10.3897/neotropical.15.e47262
https://doi.org/10.1016/j.ympev.2006.02.017
https://doi.org/10.1016/S0169-5347(00)01876-0
https://doi.org/10.1016/S0169-5347(00)01876-0
https://doi.org/10.1093/oxfordjournals.jhered.a111045
https://doi.org/10.1093/oxfordjournals.jhered.a111045
https://doi.org/10.1111/j.1558-5646.1994.tb01299.x
https://doi.org/10.1644/11-MAMM-A-212.2
https://doi.org/10.12933/therya-17-475
https://doi.org/10.1177/194008290900200208
https://doi.org/10.1093/oxfordjournals.molbev.a025725
https://doi.org/10.1093/oxfordjournals.molbev.a025725
https://doi.org/10.1111/j.1558-5646.1994.tb01299.x


167

Gallina S, Lopez-Arevalo H (2016) Odocoileus virginianus. The IUCN red list of threat-
ened species 2016:e.T42394A22162580. https://doi.org/10.2305/IUCN.UK.2016-2.RLTS.
T42394A22162580.en. Downloaded on 8 Mar 2020

Gallina S, Mandujano S (2009) Research on ecology, conservation and management of wild ungu-
lates in Mexico. Trop Conserv Sci 2(2):116–127

Gallina S, Mandujano S, Bello J et al (2010) White-tailed deer Odocoileus virginianus (Zimmerman, 
1780). In: Duarte JMB, González S (eds) Neotropical cervidology: Biology and medicine of 
Latin American deer. Jaboticabal: Funep. IUCN, Gland, pp 101–118

Gallina-Tessaro S (2019) Ecology and conservation of tropical ungulates in Latin America. 
Springer Nature Switzerland AG, Cham

Gallina-Tessaro SA, Delfín-Alfonso CA, Mandujano RS (2007) Situación actual del venado cola 
blanca en la zona centro del estado de Veracruz, México. Deer Specialist Group 22:29–33

Gallina-Tessaro S, López-Tello E, Mandujano S (2019) Recent studies on white-tailed deer in the 
Neotropics. In: Gallina-Tessaro S (ed) Ecology and conservation of tropical ungulates in Latin 
America. Springer Nature Switzerland AG, Cham, pp 371–394

García-Marmolejo G, Escalona-Segura G, Van Der Wal H (2008) Multicriteria evaluation of wild-
life management units in Campeche, Mexico. J Wildl Manag 72(5):1194–1202.  https://doi.
org/10.2193/2006-050

Groves C, Grubb P (2011) Ungulate taxonomy. The Johns Hopkins University Press, Baltimore
Hall EP (1981) The mammals of North America. Wiley, New York
Hall BG (2013) Building phylogenetic trees from molecular data with MEGA. Mol Biol Evol 

30(5):1229–1235. https://doi.org/10.1093/molbev/mst012
Halls LK (1984) White-tailed deer ecology and management. Stackpole Books, Harrisburg
Hasegawa M, Kishino H, Yano T (1985) Dating the human-ape split by a molecular clock of mito-

chondrial DNA. J Mol Evol 22:160–174. https://doi.org/10.1007/BF02101694
Hassanin A, Delsuc F, Ropiquet A et  al (2012) Pattern and timing of diversification of 

Cetartiodactyla (Mammalia, Laurasiatheria), as revealed by a comprehensive analysis of mito-
condrial genomes. C R Biol 335(1):32–50. https://doi.org/10.1016/j.crvi.2011.11.002 

Heffelfinger JR (2011) Taxonomy, evolutionary history, and distribution. In: Hewitt DG (ed) 
Biology and management of white-tailed deer. CRC Press, Boca Raton, pp 16–55

Hernández LAR (2014) Variabilidad genética y relación filogeográfica de tres subespecies de 
venado cola blanca (Odocoileus virgnianus) en la región Centro-Norte de México. Tesis de 
Maestría en Ciencias. Colegio de Postgraduados, México

INE (2000) Estrategia Nacional para la Vida Silvestre. Instituto Nacional de Ecología, México
Kellogg R (1956) What and where are the whitetails? In: Taylor WP (ed) The deer of North 

America. The Stackpole Company, Harrisburg, pp 31–55
Kumar S, Stecher G, Li M et al (2018) MEGA X: molecular evolutionary genetics analysis across 

computing platforms. Mol Biol Evol 35:1547–1549. https://doi.org/10.1093/molbev/msy096
Kuznetsova MV, Kholodova MV, Danilkin AA (2005) Molecular phylogeny of deer (Cervidae: 

Artiodactyla). Russ J Genet 41(7):742–749. https://doi.org/10.1007/s11177-005-0154-1
Leigh JW, Bryant D (2015) PopART: full-feature software for haplotype network construction. 

Methods Ecol Evol 6(9):1110–1116
Logan-López K, Cienfuegos-Rivas E, Clemente-Sánchez F (2006) Caracterización morfométrica 

de cuatro subespecies de venado cola blanca (Odocoileus virginianus) en la zona noreste de 
México. Revista Científica 16(1):14–22

Logan-López K, Cienfuegos-Rivas E, Sifuentes-Rincón A et  al (2007) Patrones de variación 
genética en cuatro subespecies de venado cola blanca al noreste del México. Agrociencia 
41(1):13–21

Lunt DH, Whipple LE, Hyman BC (1998) Mitochondrial DNA variable number tandem repeats 
(VNTRs): utility and problems in molecular ecology. Mol Ecol 7(11):1441–1455. https://doi.
org/10.1046/j.1365-294x.1998.00495.x

Mandujano S (2004) Análisis bibliográfico de los estudios de venados en México. Acta Zool Mex 
20(1):211–251

7  Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940…

https://doi.org/10.2305/IUCN.UK.2016-2.RLTS.T42394A22162580.en
https://doi.org/10.2305/IUCN.UK.2016-2.RLTS.T42394A22162580.en
https://doi.org/10.2193/2006-050
https://doi.org/10.2193/2006-050
https://doi.org/10.1093/molbev/mst012
https://doi.org/10.1007/BF02101694
https://doi.org/10.1016/j.crvi.2011.11.002
https://doi.org/10.1007/s11177-005-0154-1
https://doi.org/10.1046/j.1365-294x.1998.00495.x
https://doi.org/10.1046/j.1365-294x.1998.00495.x


168

Mandujano S (2011) Consideraciones ecológicas para el manejo del venado cola blanca en UMA 
extensivas en bosques tropicales. In: Sánchez O, Zamorano P, Peters ER, Moya H (eds) Temas 
sobre conservación de vertebrados silvestres en México. Instituto Nacional de Ecología y 
Cambio Climático, Mexico, pp 249–275

Mandujano S, González-Zamora A (2009) Evaluation of natural conservation areas and wildlife 
management units to support minimum viable populations of white-tailed deer in Mexico. Trop 
Conserv Sci 2(2):237–250. https://doi.org/10.1177/194008290900200210

Mandujano S, Delfín-Alfonso CA, Gallina S (2010) Comparison of geographic distribution mod-
els of white-tailed deer Odocoileus virginianus (Zimmermann, 1780) subspecies in Mexico: 
Biological and management implications. Therya 1(1):41–68.  https://doi.org/10.12933/
therya-10-5 

Mathews NE, Porter WF (1993) Effect of social structure on genetic structure of free rang-
ing white-tailed deer in the Adirondack mountains. J Mammal 74(1):33–43. https://doi.
org/10.2307/1381903

Méndez E (1984) Origin, classification and distribution. In: Halls LK (ed) White-tailed deer: 
Ecology and management. Stackpole book, Harrisburg, pp 513–524

Merino ML, Vieira RR (2010) Origin, systematics, and morphological radiation. In: Barbanti 
DGM, González S (eds) Neotropical cervidology: Biology and medicine of Latin American 
deer. IUCN, FUNEP, Jaboticabal, Gland, pp 2–11

Molina GVM (2002) Diferenciación genética de poblaciones de venado cola blanca (Odocoileus 
virginianus Boddaert). Tesis de Licenciatura. Facultad de Ciencias Forestales, Universidad 
Autónoma de Nuevo León, Mexico

Monteith KL, Long RA, Bleich VC et al (2013) Effects of harvest, culture, and climate on trends 
in size of horn-like structures in trophy ungulates. Wildl Monogr 183(1):1–28.  https://doi.
org/10.1002/wmon.1007

Moscarella RA, Aguilera M, Escalante AA (2003) Phylogeography, population structure, and 
implications for conservation of white-tailed deer (Odocoileus virginianus) in Venezuela. J 
Mammal 84(4):1300–1315. https://doi.org/10.1644/BRB-028

Naranjo EJ, López-Acosta JC, Dirzo R (2010) La cacería en México. Biodiversitas 91:6–10
Nei M, Kumar S (2000) Molecular evolution and phylogenetic. Oxford University Press, New York
Nelson ME (1993) Natal dispersal and gene flow in white-tailed deer in northeastern Minnesota. J 

Mammal 74(2):316–322. https://doi.org/10.2307/1382386
Nelson ME, Mech LD (1992) Dispersal in female white-tailed deer. J Mammal 73(4):891–894. 

https://doi.org/10.2307/1382212
Nowark RM (1991) Walker’s mammals of the word, 5th edn. The Johns Hopkins University Press, 

Baltimore
Piñero D, Barahona A, Eguiarte L et al (2008a) La variabilidad genética de las especies: aspectos 

conceptuales y sus aplicaciones y perspectivas en México. In: Capital natural de México, Vol. 
I: Conocimiento actual de la biodiversidad. Conabio, Mexico, pp 415–435

Piñero D, Caballero-Mellado J, Cabrera-Toledo D et  al (2008b) La diversidad genética como 
instrumento para la conservación y el aprovechamiento de la biodiversidad: Estudios en espe-
cies mexicanas. In: Capital natural de México Vol. I: Conocimiento actual de la biodiversidad. 
Conabio, Mexico, pp 437–494

Pisanty I, Urquiza-Haas E, Vargas-Mena A et al (2016) Instrumentos de conservación in situ en 
México: logros y retos. In: CONABIO (ed) Capital natural de México: Capacidades humanas 
e institucionales. CONABIO, Mexico, pp 245–302

Pitra C, Fickel J, Meijaard E et  al (2004) Evolution and phylogeny of old world deer. Mol 
Phylogenet Evol 33:880–895. https://doi.org/10.1016/j.ympev.2004.07.013

Purdue JR, Smith MH, Patton JC (2000) Female philopatry and extreme spatial 
genetic heterogeneity in White-Tailed Deer. J Mammal 81(1):179–185. https://doi.
org/10.1644/1545-1542(2000)081<0179:FPAESG>2.0.CO;2

R. Serna-Lagunes et al.

https://doi.org/10.1177/194008290900200210
https://doi.org/10.2307/1381903
https://doi.org/10.2307/1381903
https://doi.org/10.1002/wmon.1007
https://doi.org/10.1002/wmon.1007
https://doi.org/10.1644/BRB-028
https://doi.org/10.2307/1382386
https://doi.org/10.2307/1382212
https://doi.org/10.1016/j.ympev.2004.07.013
https://doi.org/10.1644/1545-1542(2000)081<0179:FPAESG>2.0.CO;2
https://doi.org/10.1644/1545-1542(2000)081<0179:FPAESG>2.0.CO;2


169

Purdue JR, Oleksiyk TK, Smith MH (2006) Independent occurrences of multiple repeats in the 
control region of mitochondrial DNA of white-tailed deer. J Hered 97(3):235–243. https://doi.
org/10.1093/jhered/esj032

Rees JW (1969) Morphologic variation in the cranium and mandible of the white-tailed deer 
(Odocoileus virginianus): a comparative study of geographical and four biological distances. J 
Morphol 128(1):95–112. https://doi.org/10.1002/jmor.1051280105

Rogers AR, Harpending H (1992) Population growth makes waves in the distribution of pairwise 
genetic differences. Mol Biol Evol 9(3):552–569. https://doi.org/10.1093/oxfordjournals.mol-
bev.a040727

Rogers AR, Fraley AE, Bamshad MJ et al (1996) Mitochondrial mismatch analysis in insensitive to 
the mutational process. Mol Biol Evol 13(7):895–902. https://doi.org/10.1093/molbev/13.7.895

Rozas J, Ferrer-Mata A, Sánchez-DelBarrio JC (2017) DnaSP 6: DNA sequence polymorphisms 
analysis of large data sets. Mol Biol Evol 34(12):3299–3302. https://doi.org/10.1093/molbev/
msx248

Ruiz-García M, Randi E, Martínez-Agüero M et al (2007) Relaciones filogenéticas entre géneros 
de ciervos neotropicales (Artiodactyla: Cervidae) mediante secuenciación de ADN mitocon-
drial y marcadores microsatelitales. Rev Biol Trop 55(2):723–741

Sanger F, Coulson AR (1975) A rapid method for determining sequences in DNA by 
primed synthesis with DNA polymerase. J Mol Biol 94(3):441–448. https://doi.
org/10.1016/0022-2836(75)90213-2

SEMARNAP (1997) Programa de Conservación de la Vida Silvestre y Diversificación Productiva 
en el Sector Rural 1997–2000. Instituto Nacional de Ecología y Secretaria de Medio Ambiente 
y Recursos Naturales, México

SEMARNAT (2013) Aprovechamientos. Relación de Unidades de Manejo autorizadas. Periodos 
de aprovechamiento de 2001 al 2010. SEMARNAT, Mexico. http://www.semarnat.gob.mx. 
Accessed 5 Jun 2015

SEMARNAT (2014) Plan de manejo tipo para la conservación y aprovechamiento sustentable 
del venado cola blanca (Odocoileus virginianus) en climas templados y tropicales de México: 
Extensivo y cría en cautiverio. Secretaría de Medio Ambiente y Recursos Naturales, México

Serna-Lagunes R (2016) Filogeografía de ocho subespecies de Odocoileus virginianus 
(Zimmermann, 1780) del Pacífico Mexicano. Tesis de Doctorado en Ciencias, Colegio de 
Postgraduados, Montecillo, Texcoco, Estado de México

Sikes RS, Gannon WL, The Animal Care and Use Committee of the American Society of 
Mammalogists (2016) Guidelines of the American Society of Mammalogists for the use of 
wild mammals in research and education. J Mammal 97(3):663–688. https://doi.org/10.1093/
jmammal/gyw078

Smith WP (1991) Mammalian species. Odocoileus virginianus. Am Soc Mamm 388:1–13. https://
doi.org/10.2307/3504281

Tajima F (1996) The amount of DNA polymorphism maintained in a finite population when the 
neutral mutation rate varies among sites. Genetics 143(3):1457–1465

Tamura K, Nei M (1993) Estimation of the number of nucleotide substitutions in the control region 
of mitochondrial DNA in humans and chimpanzees. Mol Biol Evol 10:512–526. https://doi.
org/10.1093/oxfordjournals.molbev.a040023

Tamura K, Nei M, Kumar S (2004) Prospects for inferring very large phylogenies by using the 
neighbor-joining method. Proc Natl Acad Sci USA 101:11030–11035. https://doi.org/10.1073/
pnas.0404206101

Tlapaya L, Gallina S (2010) Cacería de mamíferos medianos en cafetales del centro de Veracruz, 
México. Acta Zool Mex 26(2):259–277

Tsaparis D, Sotiropoulos K, Legakis A et  al (2019) New phylogeographic insights support the 
distinctiveness and conservation value of the little-known greek roe deer populations. Mamm 
Biol 96(1):23–27. https://doi.org/10.1016/j.mambio.2019.03.010

Vázquez-Domínguez E (2002) Phylogeography, historical patterns and conservation of natural 
areas. In: Nelson G, Day JC, Sportza LM, Loucky J, Vásquez C (eds) Protected areas and 

7  Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940…

https://doi.org/10.1093/jhered/esj032
https://doi.org/10.1093/jhered/esj032
https://doi.org/10.1002/jmor.1051280105
https://doi.org/10.1093/oxfordjournals.molbev.a040727
https://doi.org/10.1093/oxfordjournals.molbev.a040727
https://doi.org/10.1093/molbev/13.7.895
https://doi.org/10.1093/molbev/msx248
https://doi.org/10.1093/molbev/msx248
https://doi.org/10.1016/0022-2836(75)90213-2
https://doi.org/10.1016/0022-2836(75)90213-2
http://www.semarnat.gob.mx
https://doi.org/10.1093/jmammal/gyw078
https://doi.org/10.1093/jmammal/gyw078
https://doi.org/10.2307/3504281
https://doi.org/10.2307/3504281
https://doi.org/10.1093/oxfordjournals.molbev.a040023
https://doi.org/10.1093/oxfordjournals.molbev.a040023
https://doi.org/10.1073/pnas.0404206101
https://doi.org/10.1073/pnas.0404206101
https://doi.org/10.1016/j.mambio.2019.03.010


170

the regional planning imperative in North America. University of Calgary Press, Calgary, 
pp 369–378

Weber M (1993) Ganadería de ciervos: ¿alternativa o amenaza a la conservación de la fauna 
nativa? Agrociencia 3:99–113

Weber M, Gonzalez S (2003) Latin American deer diversity and conservation: A review of status and 
distribution. Ecoscience 10(4):443–454. https://doi.org/10.1080/11956860.2003.11682792

Wright J, Zeballos H, Domínguez I et  al (2000) Poachers alter mammal abundance, seed dis-
persal, and seed predation in a Neotropical forest. Conserv Biol 14:227–239. https://doi.
org/10.1046/j.1523-1739.2000.98333.x

Xiang-Dong R, Pei-Jian H, Jian-Long Z et al (2005) Evolutionary history and current population 
relationships of the Chiru (Pantholops hodgsonii) inferred from mtDNA variation. J Mammal 
86(5):881–886. https://doi.org/10.1644/1545-1542(2005)86[881:EHACPR]2.0.CO;2

Yamamoto Y (2001) D-loop. In: Sydney B, Miller JH (eds) Encyclopedia of genetics. Academic, 
San Diego, pp 539–540

R. Serna-Lagunes et al.

https://doi.org/10.1080/11956860.2003.11682792
https://doi.org/10.1046/j.1523-1739.2000.98333.x
https://doi.org/10.1046/j.1523-1739.2000.98333.x
https://doi.org/10.1644/1545-1542(2005)86[881:EHACPR]2.0.CO;2

	Chapter 7: Genetic Diversity of Odocoileus virginianus veraecrucis (Goldman & Kellog 1940) and Other’s Subspecies in Mexico: Implications for Its Genetic Conservation
	1 Introduction
	1.1 Evolution of Odocoileus virginianus
	1.2 Genetic Diversity Studies in Subspecies of O. virginianus
	1.3 The Management of O. virginianus in Mexico

	2 Material and Methods
	2.1 Bibliometric Analysis
	2.2 Description of the Deer Samples of O. v. veraecrucis
	2.3 DNA Extraction and Amplification of the D-Loop Region
	2.4 Phylogenetic and Molecular Evolutionary Analyses of  O. virginianus Subspecies

	3 Results
	4 Discussion
	4.1 Implications of Genetic Management of the Subspecies of O. virginianus in Mexico

	5 Conclusions
	References




