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Abstract: Dioon holmgrenii De Luca, Sabato et Vázq.Torres is an endangered species; it is endemic
and its distribution is restricted to the biogeographic province of the Mexican Pacific Coast. The
aim of this work was to determine the diversity and genetic structure of nine populations. The
genetic diversity parameters and Wright’s F statistics were determined with six microsatellite loci.
The genetic structure was determined by using the Structure software and by a discriminant analysis.
The genetic diversity of the populations was high. The proportion of polymorphic loci was 0.89,
the observed heterogeneity was higher (Ho = 0.62 to 0.98) than expected (He = 0.48 to 0.78), and
the fixation index was negative (IF = −0.091 to −0.601). Heterozygous deficiency (FIT = 0.071) was
found at the species level and heterozygotes excess (FIS =−0.287) at the population level. The genetic
differentiation between populations was high (FST = 0.287), with the number of migrants less than
one. Three groups of populations were differentiated, and the variation within populations, between
populations, and between groups was: 65.5, 26.3, and 8.2%, respectively. Multiple factors explain the
high genetic diversity, while the genetic structure is due to geographic barriers. Community reserves
are urgent in at least one most diverse population of each group.

Keywords: heterozygosity; fixation index; genetic distance; endemic; conservation

1. Introduction

Cycads are gymnosperms that originated possibly in the Carboniferous and Permian
periods of the Paleozoic era, between 345 to 280 million years ago [1–3], while living
cycads originated during the Cenozoic era [4–6]. This group of plants has an evolutionary
importance due to their ancestral origin, and they are considered the oldest lineage of seed
plants. In addition, they maintain specific interactions with organisms for seed dispersal,
pollination, for obtaining nitrogen and water, and they constitute the only food for some
species of butterflies [7–11].

Currently, there are two families—Cycadaceae and Zamiaceae—, 10 genera, and
356 species in the world, distributed mainly in subtropical areas and, to a lesser extent in
equatorial habitats with low temperature and humidity [12,13]. Mexico is the center of
diversity for the Zamiaceae family with three genera and 63 species [13]. This represents
17.7% of the diversity of the Cycads order [13]. The 92% of these species are endemic to
Mexico and 79% are threatened [14], but according to the IUCN nomenclature, all of them
are at risk [13].
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Dioon is a neotropical genus with 16 species, with 15 of them endemic to Mexico and
one to Honduras; except for the non-evaluated species, all of them are threatened [13,14]
mainly due to changes in land use. Four clades of the Dioon genus are recognized [15–17],
all of them with a common ancestor in eastern Mexico, one clade expanded and diversified
into southeastern Mexico and Honduras (Clado Spinulosum). Another clade diversified
into three lineages that spread to the northeast (Clado Tomasellii), south (clade Purpusii),
and northwest (clade Edule) of Mexico [17]. Between the Miocene and the Pleistocene
epoch, the diversification and expansion of the Dioon genus was driven by habitat change,
from humid to arid, caused by orogenic events and climate change [15–17]. Moreover, the
biogeographic provinces could have provided ecological conditions that facilitated the
speciation of the Dioon genus [17].

Dioon holmgrenii De Luca, Sabato & Vázq. Torres is endemic to Mexico, and it is
distributed in the biogeographic province (sensu [18]) of the Mexican Pacific Coast [19–21])
on the border with the biogeographic province Sierra Madre del Sur (SMS), where some
populations may exist [17]. The change of land use for rain-fed agriculture and intensive
cattle raising decreases the density of individuals, modifies the population structure and the
spatial dispersion of the individuals of D. holmgrenii [20]; therefore, it is listed as endangered
species in the appendix II of CITES, in the Mexican NOM-059-SEMARNAT-2010 and by
the IUCN [14,22,23].

Evolutionary factors define the genetics of species, populations; and individuals;
these factors are in turn influenced by historical events and contemporary factors [24–26].
Natural selection, genetic drift, mating system, mutation, and gene flow stimulate local
adaptations and lead to the genetic differentiation of populations [27,28]. The evaluation
of diversity and genetic structure allows to identify exogamy, endogamy, gene flow, and
deleterious mutation problems [29]; it also allows to evaluate the effect of habitat man-
agement and disturbances, viability, evolutionary potential, and to estimate the threat
degree of populations and species [29–32], which in turn, allows the design of plans for
their conservation [29,33,34].

The genetic variation of species is related to the size of their populations [29]. Relict
and endangered populations have less genetic variation than large and non-threatened
populations [29,30,35]. Therefore, low levels of diversity and genetic structure would be
expected for the Dioon genus due to its endangered status and endemism [13,14]. How-
ever, D. edule Lind., D. angustifolium Miq., D. sonorense (De Luca, Sabato et Vázq.Torres)
Chemnick, T.J. Greg. & Salas-Mor., D. tomasellii De Luca, Sabato & Vázq.Torres, D. merolae
De Luca, Sabato et Vázq.Torres, D. caputoi De Luca, Sabato & Vázq.Torres, and D. spinu-
losum Dyer ex Eichler [26,36–41] show high genetic diversity. The high genetic diversity
of rare plants may be due to the recent reduction of their populations and to the recur-
rent and excessive flow of genes [42]. The magnitude and distribution of the genetic
diversity of species of the Dioon genus is defined by its life and biogeographic history
related to the Pleistocene glaciations, recent local ecological factors, and gene flow between
populations [26,41,43].

Dominant markers revealed low genetic diversity of two D. holmgrenii populations
(Rancho el Limón and San Bartolomé) compared to two species from the Pacific Coast [38]
and other species from the Purpusii clade [39,41]. However, SSR markers showed high
genetic diversity of the Rancho el Limón and San Bartolomé populations [44]. According
to this, only the genetic diversity of two populations have been evaluated, out of 10 pop-
ulations that have been reported [20,21] in a small portion of the Mexican Pacific Coast
biogeographic province. Knowledge of the diversity and genetic structure of D. holm-
grenii populations is necessary to design the necessary conservation plans because of its
endangered condition [13,14]). Therefore, the aim of this study was to determine the level
and differences in genetic diversity between populations, as well as to know the genetic
structure of nine populations of D. holmgrenii with microsatellite markers.
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2. Results
2.1. Genetic Diversity

In the D. holmgrenii populations, 66 alleles were found in the six loci included in this
study. Additionally, 20 to 39 alleles were found in the populations, where 18 to 37 were
common, 2 to 7 were rare, and only in four populations there were 1 to 4 exclusive alleles
(Table 1).

Table 1. Genetic diversity obtained with six nuclear microsatellites for nine Dioon holmgrenii populations. Different letters
within one column denote statistically significant differences (p < 0.05) by Friedman test. NTA, number of total alleles;
NCA, number of common alleles; NRA, number of rare alleles; NAE, number of exclusive alleles; PLP, percentage of
polymorphic loci; NA, number of alleles per locus; EA, effective alleles per locus; He, expected heterozygosity, Ho, observed
heterozygosity; F, fixation index.

Populations NTA NCA NRA NAE PLP NA EA He Ho F

Río Leche 37 32 5 3 100 6.17 ab 4.02 ab 0.72 ab 0.97 ab −0.352 Ab
La Lima 24 21 3 0 100 4.00 bc 2.89 bc 0.63 bc 0.98 a −0.601 A
Ocotlán 39 37 2 1 100 6.50 a 4.76 a 0.78 a 0.95 ab −0.231 Bc

Rancho Viejo 20 18 2 0 83 3.33 c 2.41 c 0.48 c 0.66 bc −0.121 Bc
Rancho el Limón 22 18 4 1 83 3.67 c 2.55 bc 0.49 bc 0.62 c −0.108 C

Cerro Antiguo 26 22 4 4 83 4.33 bc 3.46 bc 0.60 bc 0.63 c −0.091 C
Cieneguilla 23 20 3 0 67 3.83 bc 3.07 bc 0.51 bc 0.64 bc −0.209 Bc

Cerro Caballo 25 32 7 0 100 4.17 bc 2.55 bc 0.56 bc 0.74 abc −0.299 Bc
San Bartolomé 37 21 4 0 83 4.00 bc 2.72 bc 0.56 bc 0.69 bc −0.227 Bc

All loci were polymorphic in four populations, and in five, at least one locus was
monomorphic; however, the level of polymorphism was high per population since the
percentage of polymorphic loci ranged from 67 to 100% (Table 1). Statistical differences
between populations were found for the number of alleles per locus (p = 0.0035), effective
alleles per locus (p = 0.0062), expected heterozygosity (p = 0.0062), observed heterozygosity
(p = 0.0123), and fixation index (p = 0.004). The Ocotlán population showed the highest
values of genetic diversity, opposing to the Rancho Viejo population, which resulted in the
lowest values, except for the observed heterozygosity, where the La Lima population had
the highest value and the Rancho el Limón and Cerro Antiguo populations presented the
lowest values (Table 1). The Rancho el Limón population also had the lowest values for the
number of alleles per locus and observed heterozygosity. The fixation index was negative
in all populations, with less fixation in La Lima (Table 1).

2.2. Genetic Structure

The mean value of the total fixation index (FIT) was positive and low. Half of the loci
had negative values, and the Zam29 locus had the highest value (Table 2). The fixation
index at population level (FIS) was negative for all loci, except for the Zam29 locus (Table 2).
The fixation index between populations (FST) showed a higher genetic diversity (72.2%)
inside populations than between them (27.8%, FST = 0.278) (Table 2); and lastly, the Ed6
locus showed the highest differentiation between populations.

Table 2. Values of Wright’s F statistics (total fixation index (FIT); fixation index at population level
(FIS); The fixation index between populations (FST)) and number of migrants per generation (Nm) for
six loci in nine Dioon holmgrenii populations.

Locus FIT FIS FST Nm

Ed3 −0.143 −0.526 0.251 0.746
Cap5 −0.095 −0.433 0.236 0.812
Ed5 0.009 −0.288 0.230 0.836
Ed6 0.296 −0.453 0.515 0.235
1660 −0.155 −0.310 0.118 1.865

Zam29 0.515 0.290 0.317 0.539
Average 0.071 −0.287 0.278 0.839



Plants 2021, 10, 2250 4 of 16

The number of migrants per generation (Nm) was lower than one for the five loci
(Table 2); whereas more than one migrant per generation was found in one locus (Table 2).
Nei’s genetic distances and FST values between pairs of populations showed that the
lowest genetic differentiation was found between the Cerro Caballo and San Bartolomé
populations, and between Rancho el Limón and Cieneguilla, while the highest genetic
differentiation occurred between Río Leche and La Lima with Rancho Viejo, Rancho El
Limón, and Cieneguilla (Tables S1 and S2). The genetic distance between populations had
a positive and significant correlation (r = 0.6822, p = 0.0040) with the geographic distance
of the populations (Figure 1).
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Figure 1. Relationship between genetic distances and geographic distances for Dioon holm-
grenii populations.

The number of groups suggested by the Structure Harvester software was equal
to three (K = 3), followed by four (K = 4) (Figure 2). For K equal to 3, a clear genetic
differentiation was observed between populations; group one was made up of the Río
Leche, La Lima, and Ocotlán towns; group two included Rancho Viejo, Rancho el Limón,
and Cieneguilla; and group three consisted of the Cerro Antiguo, Cerro Caballo, and San
Bartolomé populations (Figure 2). The previous result was consistent with the result of the
Discriminant Analysis of Principal Components (DAPC) (Figure 3). In the ADCP, 96.8% of
the total variance was explained by 40 principal components. The analysis of molecular
variance, considering the groups (K = 3) suggested by the Structure software, showed that
65.54% of the genetic variation is found within populations, 26.25% between populations,
and 8.21% between groups (Table 3).
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Table 3. Molecular variance analysis (AMOVA) between groups, between populations, and within populations of Dioon holmgrenii.

Variation Source Degrees of
Freedom

Sum of
Squares Mean Squares Probability Variance

Component Percentage

Between groups 2 118.07 59.03 0.0700 0.53 8.21
Between populations 6 194.72 32.45 0.0001 1.7 26.25
Within populations 139 589.2 4.24 0.0001 4.24 65.54

Total 147 901.99 6.14 6.47 100
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3. Discussion
3.1. Genetic Diversity

Generally, genetic diversity in plant species with small populations is reduced as a
consequence of genetic drift and inbreeding [45–47]. However, in this study, it was found
that the level of genetic diversity in D. holmgrenii was high and superior (Table 1) to the
values of genetic diversity found in endemic and woody perennial species [48,49], despite
the fact that D. holmgrenii usually grows in fragmented and isolated populations as a
consequence of the change in land use for rainfed agriculture and livestock [20,21]. These
observations confirmed that rare species conserve high levels of genetic diversity [50,51].

The results of the present study showed that D. holmgrenii populations have high levels
of genetic diversity (Table 1) compared to D. edule, D. angustifolium, and D. sonorense [37,44,52]
evaluated with SSR and ISSR markers. Likewise, the Ho of the D. holmgrenii populations
was higher than that reported in several species of the Zamia genus evaluated with SSR
markers [53–61]. On the other hand, the genetic diversity values were higher in comparison
with other species of the Dioon genus evaluated with dominant markers [26,36,38–40]. The
latter was expected because it has been shown that SSR markers show higher values of
genetic diversity than dominant markers; for example, the genetic diversity values of the
Rancho el Limón and San Bartolomé populations evaluated with SSR markers were higher
(Ho = 0.677, He = 0.605, NA = 1.6, Table 4) [44] compared to enzymatic markers (Ho = 0.204,
He = 0.170, NA = 1.71, Table 4) [38]. Among the species of the Zamiaceae family evaluated
with SSR markers, only D. edule [44] showed levels of genetic diversity similar to those in
the D. holmgrenii populations considered in this study (Table 1); the He and the number of
alleles per locus of D. edule was higher than all the populations of D. holmgrenii (except Río
Leche and Ocotlán), while the Ho of D. edule was higher than in Rancho Viejo, Rancho el
Limón, Cerro Antiguo, and Cieneguilla populations.

Table 4. Summary of the genetic and genetic diversity of the genus Dioon and Zamia. NA, number of alleles per locus;
PLP, percentage of polymorphic loci; PA, private alleles, Ho, observed heterozygosity, He, expected heterozygosity, F,
fixation index, FIT, total fixation index; FIS, fixation index at population level; FST, fixation index between populations; Nm,
migrants per generation; –, no data.

Species Markers
Genetic Diversity Genetic Structure

ReferenceNA PLP PA Ho He F FIT FIS FST Nm

Dioon angustifolium Allozyme – 52.4 – 0.215 0.218 – 0.165 −0.007 0.167 1.55 [36]
D. angustifolium SSR 2.86 – – 0.519 0.478 – – – – – [44]

C. caputoi Allozyme 45.5 76.9 – 0.522 0.358 – −0.354 −0.452 0.060 – [41]
D. caputoi Allozyme 1.91 78.95 – 0.490 0.450 – −0.242 −0.379 0.099 – [39]
D. edule Allozyme – 54.78 – 0.273 0.239 – −0.172 −0.270 0.075 2.980 [26]
D. edule Allozyme 2.09 95.41 – 0.323 0.386 0.274 0.336 0.173 0.194 – [40]
D. edule SSR – – – 0.304 0.264 – – – – – [37]
D. edule SSR 5.86 – – 0.664 0.714 – – – – – [44]

D. holmgrenii Allozyme 1.71 63.16 – 0.204 0.170 – −0.116 −0.201 0.069 – [38]
D. homgrenii SSR 3.57 – – 0.677 0.605 – – – – – [44]

D. merolae Allozyme 29.5 92.3 – 0.713 0.446 – −0.482 −0.592 0.070 – [41]
D. spinulosum SSR 3.57 – – 0.452 0.514 – – – – – [44]
D. sonorense Allozyme 2.00 81.58 – 0.330 0.314 – 0.130 −0.025 0.151 – [38]
D. sonorense ISRR – 41.46 – 0.078 0.082 0.027 – – 0.045 – [52]
D. tomasellii Allozyme 1.96 83.15 – 0.309 0.295 – 0.116 −0.035 0.145 – [38]

Zamia amblyphyllidia SSR 5.37 – 4.00 0.466 0.482 0.039 – – 0.160 0.720 [56]
Z. erosa SSR 5.55 100.00 24.00 0.545 0.549 0.008 – – – 0.095 [55]

Z. incognita SSR – – – 0.402 0.401 – – – 0.155 – [60]
Z. inermis SSR 5.95 70.84 – 0.212 0.402 0.473 – – 0.734 0.091 [58]

Z. integrifolia SSR 5.20 – 0.572 0.603 0.041 – – – – [53]
Z. lacayana SSR 4.70 – 12.33 0.484 0.490 0.061 – – 0.066 3.596 [57]

Z. melanorrhachis SSR – – – 0.264 0.284 – – – – – [60]
Z. pumila Complex SSR 8.27 97.33 – 0.489 0.520 0.071 – – 0.137 1.780 [59]

Z. pumila L. Complex SSR 4.00 75.60 6.90 0.398 0.385 0.040 – – 0.175 – [61]
Z. pumila Complex SSR 5.11 100.00 11.80 0.625 0.436 0.307 – – – – [54]

Z. pumila SSR 5.55 100.00 20.33 0.549 0.565 0.019 – – – 2.400 [55]
Z. pumila SSR 6.00 – 0.00 0.454 0.477 0.015 – – – – [56]

Z. portorensis SSR 6.30 100.00 18.33 0.517 0.521 −0.004 – – – 2.633 [55]
Z. portoricensis SSR 5.67 – 1.67 0.450 0.446 0.007 – – 0.038 2.650 [56]

The high level of genetic diversity observed in this study (Table 1) partially agreed
with a previous evaluation of individuals from the Rancho el Limón and San Bartolomé
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populations using different SSR markers than those used in this research [44]. Compared
to another study [44], all populations (except Rancho Viejo) had higher values of NA, He,
and Ho, respectively; while, San Bartolomé had Ho similar to that reported by Prado [44].

In all D. holmgrenii populations, Ho was higher than He (Table 1). This pattern was
also observed for the Rancho el Limón and San Bartolomé D. holmgrenii populations in
previous studies, both with SSR (Ho = 0.677, He = 0.605, Table 4) [44] and enzymatic
markers (Ho = 0.204, He = 0.170, Table 4) [38]. In addition, this pattern is common in Dioon
species, such as D. edule [26,37], D. caputoi [39], D. sonorense, D. tomasellii [38], D. merolae [41],
and D. angustifolium [44], as well as in the Zamia pumila L. complex [54] (Table 4). The fact
that He was higher than Ho in D. holmgrenii was congruent with the excess of heterozygous
individuals shown by the negative values of the fixation index (F) (Table 1), which means
that the possible effect of gene drift and inbreeding is counteracted by natural selection that
favors the highest percentage of heterozygous individuals who can adapt to environmental
changes [26]. Therefore, it can be assumed that the D. holmgrenii populations are in good
genetic conditions.

The high genetic diversity in this species may be a consequence of the combined
effect of factors such as: longevity of the individuals, interbreeding system, the extensive
geographical distribution, the variety of environments it occupies, and the evolutionary
history that it shares with other species of the Dioon genus [38,39,41]. The longevity of the
D. holmgrenii individuals is unknown; however, in the populations under study, there were
individuals of up to 6.5 m tall [20,21], which might be around 3892 years old, if the growth
rate was similar to the average growth rate of D. edule [62]. The longevity of this species
together with its phenotypic plasticity might be the reasons of its survival for several
decades under adverse environmental conditions, which is the time when recombination
can produce better adapted genotypes [49]. On the other hand, the D. holmgrenii dioecious
breeding system is a mechanism that prevents self-fertilization, decreasing the probability
of inbreeding depression and keeping high genetic loads due to higher mutation rates per
generation [63,64].

The area occupied by the populations evaluated in this study was 4197.33 ha (Table 5);
however, the distribution is broader, considering the Llano de León population of 620 ha [20,21],
as well as the Jamiltepec and Juchatenco populations (which extensions are unknown) [15,17].
In addition to the above, other factors contributing to the high genetic diversity might be
the wide ranges of elevation and variations of the soil compositions, climate, and vegetation
(Table 5) where D. holmgrenii is distributed.

3.2. Genetic Structure

In this study, half of the polymorphic loci of D. holmgrenii were excessively heterozy-
gous (negative FIT) (Table 2), and the other half were deficient in heterozygous individ-
uals [65–67]. However, average FIT showed a slight heterozygous deficiency (Table 2).
Similarly, higher deficiencies of heterozygotes (FIT = 0.116 a 0.336) have been reported
for D. angustifolium, D. sonorense, D. tomasellii, and D. edule [36,38,40]. On the contrary,
in D. edule, D. caputoi, and D. merolae populations, an excess of heterozygotes was found
(FIT = −0.482 a −0.172) [26,39,41].

Table 5. Characteristics of the Dioon holmgrenii populations evaluated with SSR markers.

Populations Latitude Longitude Elevation
Range

Area
(ha)

Deforested
Area (%)

Soil Type
[68,69]

Climate
[70]

MAT (◦C)
[71]

MAR (mm)
[72]

Vegetation Type
[73]

Río Leche 16◦35.252′ to
16◦35.635′

−97◦51.052′ to
−97◦51.583 940 to 1050 30.47 8.53 Dystric

luvisol Aw2 22 to 24 2000 to 2500 Pine-oak forest

La Lima 16◦35.710′ to
16◦37.076′

−97◦40.072′ to
−97◦49.263 810 to 960 234.50 55.96 Chromic

luvisol Aw2 22 to 24 2000 to 2500
Pine-oak forest and
tropical deciduous

forest

Ocotlán 16◦21.172′ to
16◦25.415′

−97◦37.967′ to
−97◦42.458 750 to 1310 1885.00 13.93

Chromic
acrisol,
eutric

cambisol
Aw2 22 to 24 2000 to 2500 Oak forest and pine

forest

Rancho
Viejo

16◦20.309′ to
16◦15.355′

−97◦19.962′ to
−97◦20.572 940 to 1400 35.20 38.64 Chromic

luvisol
(A)C(w2),

Aw2 20 to 22 2000 to 2500 Oak forest and
pine-oak forest

Rancho El
Limón

16◦1.715′ to
16◦1.873′

−97◦3.936′ to
−97◦4.105′ 590 to 650 5.00 56.60 Eutric

regosol Awo 24 to 26 2000 to 2500

Oak forest and
tropical

semi-deciduous
forest
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Table 5. Cont.

Populations Latitude Longitude Elevation
Range

Area
(ha)

Deforested
Area (%)

Soil Type
[68,69]

Climate
[70]

MAT (◦C)
[71]

MAR (mm)
[72]

Vegetation Type
[73]

Cerro
Antiguo

16◦0.996′ to
16◦1.628′

−96◦56.506′ to
−96◦57.044′ 790 to 980 48.20 19.33 Eutric

regosol Aw1 22 to 26 2000 to 2500 Oak forest

Cieneguilla 15◦59.713′ to
16◦2.468′

−96◦52.206′ to
−96◦55.314′ 650 to 1030 849.51 28.66 Eutric

regosol Aw1 24 to 26 1500 to 2500 Oak forest and
pine-oak forest

Cerro
Caballo

15◦58.055′ to
16◦58.801′

−96◦53.940′ to
−96◦58.402′ 560 to 1020 139.95 1.99 Eutric

regosol
Aw1,
Awo 24 to 26 1500 to 2000 Oak forest and

pine-oak forest

San
Bartolomé

15◦53.637′ to
16◦56.240′

−96◦45.996′ to
−96◦49.235′ 510 to 1010 969.50 8.73 Eutric

regosol Awo 22 to 26 1200 to 1500
Oak forest, tropical

deciduous forest
and pine-oak forest

MAT, mean annual temperature; MAR, mean annual rainfall; Awo, warm subhumid (low humidity) with summer rains, 5 to 10.2% winter
rain, <60 mm of rainfall in the driest month, mean annual temperature >22 ◦C; Aw1, warm subhumid (intermediate humidity) with
summer rains, 5 to 10.2% winter rain, <60 mm precipitation in the driest month, mean annual temperature >22 ◦C; Aw2, warm subhumid
(high humidity) with summer rains, 5 to 10.2% winter rain, <60 mm precipitation in the driest month, mean annual temperature >22 ◦C;
(A)C(w2), semi-warm temperate subhumid (high humidity) with rains in summer, 5 to 10.2% of winter rain, <60 mm of rainfall in the driest
month, mean annual temperature of 18 to 22 ◦C.

The negative value of the average fixation index at the population level (FIS) of
D. holmgrenii, showed an excess of heterozygous individuals (Table 2). Excess heterozygous
individuals have been found for D. edule, D. angustifolium, D. sonorense, D. tomasellii,
D. caputoi, and D. merolae (FIS = −0.035 to −0.592, Table 4) [26,36,38,39,41]. In contrast,
D. edule were heterozygous deficient (FIS = 0.173, Table 4) [40]. Contrary to the results of
this study, a heterozygote excess at population and total levels (FIS = −0.201, FIT = −0.116,
Table 4) was reported in the D. holmgrenii populations from Rancho el Limón and San
Bartolomé in a previous study [38].

The mean FST value showed a very high differentiation between populations [29,74]
of D. holmgrenii, and it was higher with respect to species of the Dioon genus (FST = 0.060
a 0.194, Table 4) [26,36,38–41], Zamia (FST = 0.066 to 0.175, Table 4) [56,57,59–61], and
Ceratozamia (FST = 0.047 to 0.141, Table 4) [75,76]. High differentiation between D. holmgrenii
populations is the result of low gene flow [67], due to restrictions in the dispersion of seeds
and pollen, which generally promote differentiation in species pollinated by insects and
with seeds dispersed by gravity [77]. In agreement with the above, the average number
of migrants per generation (Nm) of the D. holmgrenii populations was low (Table 2) and
less than the minimum value required to avoid genetic differentiation due to genetic
drift [65,67]. The low Nm implies that the reduced genetic exchange in the D. holmgrenii
populations caused high differentiation between them, which may be associated with
fragmentation, isolation, and the small size of most populations (Table 5) [20]. As for the
high differentiation and the low number of migrants between D. holmgrenii populations, the
average genetic distance was high and higher than that reported for populations of D. edule
(0.04) [26], Cycas guizhouensis K.M. Lan & R. F. Zou (0.054) [78], Zamia amblyphyllidia D.W.
Stev. (0.206), and Z. portoricensis (Jacq.) H.M. Hern. (0.897) [56]. The positive relationship
between genetic and geographic distances of D. holmgrenii populations may be the result of
low gene flow between distant populations [26].

The topography of the distribution area of D. holmgrenii consists of depressions and
elevations with significant unevenness (Figure 4), which constitute physical barriers that
can limit gene flow and increase differentiation, generating allopatric populations [79,80].
In accordance with the above, the group one populations are clearly located west of the
Río Verde, while the populations of group two and three are located east of Río Verde
(Figures 2–4). The depression formed by the Rio Verde flow and the mountains may be
physical barriers that influence gene flow between groups. Moreover, the environmental
variations promote divergence to more serum lineages in response to aridity [16]; in this
sense, the populations of the west of the Rio Verde correspond to the more humid climate
of the subhumid ones, while the Populations of the eastern Río Verde correspond to the
climate of medium humidity and drier of the subhumid ones (Table 5).
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On the other hand, clustering between D. holmgrenii populations can be explained by
the hypothesis of precursor and derived populations [26]. In this case, group one (west of
Río Verde) are precursors based on their high genetic diversity; while groups two and three
(east of Río Verde) are derived populations for having less genetic diversity compared
to west of Río Verde populations (Figures 2 and 3). The closer proximity of the western
populations of the Río Verde with the region with the highest diversity of species of the
Dioon genus (Tehucacán-Cuicatlán valley surroundings), as well as their proximity to the
distribution area of D. caputoi and D. planifolium that mixed with D. holmgrenii in the late
Pleistocene era [15], supports the hypothesis of precursor populations.

The distribution of diversity among D. holmgrenii populations can be related to life
history and biogeographic history [26,43]. In addition to this, the biodiversity in the region
where this species is distributed is defined by the physiography and composition of its
substrate, which are the result of a complex geological evolution [81]. In this sense, the
current known distribution of D. holmgrenii is restricted to the Xolapa tectonostratigraphic
terranes. The Xolapa terrain originated between the Late Cretaceous and Paleocene (99 to
54 Million years), but joined the Mixtec and Zapotec tectonic terrains between the Eocene
and Middle Miocene (54 to 16 million years) [81]. Although extinct cycad genus already
existed in the Mixtec terrain in the Middle Jurassic (180 to 159 million years) [82–84], the
Dioon genus originated in the late Paleocene and early Eocene (~56 million years) in the
north of the American continent and migrated to the south [6,16,85]. Through the migration
process, the genus Dioon expanded throughout Mexico, where the change from humid to
xeric habitat caused the greatest speciation during the Oligocene and late Miocene [4,16])
and possibly until the Pleistocene (2 to 0.5 million years) [15]. The southern clade or
Purpusi [15,17], to which D. holmgrenii belongs, expanded towards the Pacific coast and
it diversified due to the aridification process that occurred during the Miocene (23 to
5 million years) [16,17]. Reconstruction of the expansion of the Purpusi clade indicates
that D. holmgrenii has as ancestors to D. planifolium Salas-Mor., Chemnick & T.J. Greg.,
D. argenteum T.J. Greg., Chemnick, Salas-Mor. & Vovides, D. purpusii, D. caputoi, and
D. califanoi De Luca & Sabato [17], all of these currently distributed in Mixtec, Zapotec, and
Juárez lands. In accordance with the above, Dioon first populated the Mixtec and Zapotec
lands and later the union of the Xolapa terrain with these lands; the Dioon genus dispersed
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in the Xolapa terrain, where the speciation of D. holmgrenii possibly occurred, to the limit
of the Mixtec land. All the above indicates that colonization of the Dioon genus occurred
from west to east, and this fact reinforces the hypothesis of precursor (west of Río Verde)
and derived (east of Río Verde) populations of D. holmgrenii.

Possibly, the recent colonization of the eastern Río Verde populations and a slight
associated founder effect [26], could explain the lower genetic variation. Among the
populations east of Río Verde, the group 3 (Rancho Viejo, Rancho el Limón and Cieneguilla)
had the lowest genetic diversity, possibly because they are more fragmented and they
have a greater deforested area (Table 5), with the presence of intensive and extensive
livestock [20]. Habitat fragmentation generally reduces the size of plant populations and
increases their isolation, leading to genetic erosion and increased genetic differentiation
between populations [40,75].

3.3. Implications and Strategies for Conservation

Dioon holmgrenii has evolutionary potential to adapt to changing climate conditions
due to its high genetic diversity, which allows its sustainable management [39]. The results
suggest that inbreeding does not represent an immediate danger for the species, but genetic
drift could have an effect in populations with a small number of individuals, such as Cerro
Antiguo, Río Leche, and Rancho El Limón [21]. Likewise, the low flow of genes and the
very high differentiation between populations suggests that the loss of some population,
due to changes in the current land use [20] or meteorological phenomena, would imply the
significant loss of genetic diversity [49].

This implies to include all or most of the populations in the conservation plans. The
distribution of the genetic diversity into three groups allows to guide conservation efforts
and at least one population from each group should be integrated into an in situ conserva-
tion program. Sites with the presence of cycads must be declared or included in the Natural
Protected Areas (NPA) lists [86–88]. NPA are the main in situ conservation strategy in
Mexico; however, NPA do not always coincide with sites where there are threatened species
and they are not efficient in protecting these species [89,90]. The effective conservation of
biodiversity may occur through the sustainable use of resources by the owners; therefore,
community reserves and Management Units for the Conservation and Sustainable Use of
Wildlife (UMA) are options to conserve D. holmgrenii populations [52,88,90].

Based on the genetic diversity parameters determined in this study, as well as on
the surface, variation of environments, and level of conservation (Table 5) [20,21] of the
populations that conform each group, at least the Ocotlán, Cieneguilla, and Cerro Caballo
populations must be declared community reserves. At the second priority level, the Río
Leche, Cerro Antiguo, and Rancho el Limón populations of groups one, two, and three,
respectively, should be considered in in-situ conservation programs due to the presence of
exclusive alleles. Likewise, in all D. holmgrenii populations it is necessary to implement
UMAs aimed at reproducing, marketing, and planting plants in deforested sites. Through
the UMAs, the owners or possessors can obtain benefits to avoid livestock and agriculture
in the lands with the presence of this species. The foregoing is of vital importance in
populations of the group three, where habitat fragmentation due to land use change is
greater (Table 5) [20,21] and genetic diversity decreases, which may decrease the adaptive
and evolutionary potential.

The owners of the San Bartolomé and Ocotlán populations have processed the au-
thorization of UMAs at the Secretariat of the Environment and Natural Resources (SE-
MARNAT, México City, Mexico). However, the process has been delayed for several years,
under the argument that the species is listed as “in danger of extinction” in the NOM-059-
SEMARNAT-2010 [14] and in the IUCN red list [22]. This argument is wrong, because the
UMAs are the strategy considered in the General Wildlife Law for the conservation and
sustainable use of the species listed in NOM-059-SEMARNAT 2010. SEMARNAT should
promote and prioritize the authorization of UMAs for D. holmgrenii; otherwise, the owners
of the land, not having tangible benefits from the species nor a way of subsistence, will
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continue to eliminate the natural vegetation to allocate the land to rainfed agriculture and
intensive livestock [20].

4. Materials and Methods
4.1. DNA Sampling and Extraction

Leaflets of between 30 to 36 individuals (285 in total) were collected in nine popula-
tions of D. holmgrenii (Figure 4) located in the bio-geographic province Costa del Pacífico
Mexicano, in the state of Oaxaca, Mexico. The sample included all stages of development
in each population [20], as well as the extension and the altitudinal variation (Table 5).
The minimum distance between sampled plants was 100 m in all populations, except in
the Rancho el Limón population (minimum distance 30 m) due to its size (<5 ha). Leaflet
samples were placed in plastic bags and placed on ice to be transported to the laboratory,
where they were stored at −20 ◦C until DNA extraction.

DNA extraction was performed on 100 mg of tissue with the commercial ChargeSwitch®

gDNA Plant DNA extraction kit from Invitrogen (Carlsbad, CA, USA), and using a DNA
extraction robot (King Fisher Flex, Thermo ScientificTM, Wilmington, DE, USA). The quality
(absorbance at 260/280 nm) and the DNA concentration were measured with an ultra-low
volume spectrometer (NanoDrop 2000 UV-Vis Spectrophotometer, Thermo ScientificTM,
Wilmington, DE, USA).

4.2. Microsatellite Analysis

Six nuclear microsatellite primers developed for D. edule [36] and 10 developed for
Zamia integrifolia L.f. [53] were tested, and the amplification of six of them were used
in this study (Table S3). Genomic DNA was diluted to a concentration of 20 ng µL−1

with HPLC water. PCR (polymerase chain reaction) was performed in a thermal cycler
(C1000TM Thermal Cycler, Bio Rad®, Hercules, CA, USA). All PCR products were verified
on 2% agarose gels. Denaturation, alignment, and extension temperatures were adjusted
according to the results observed in the agarose gels.

The microsatellite amplification of all the samples was carried out by multiplex PCR,
where the primers with similar alignment temperatures and with different size (bp) were
grouped into three groups (Table S3). The primers were labeled with fluorescent labels at
the 5’ end (Table S3) for their detection in a fragment sequencer. Each 25-µL multiplex PCR
reaction mix consisted of 5 µL of 5X Buffer PCR, 0.6 µL of 25 mM MgCl2, 0.5 µL of 10 mM
DNTP, 5 µL of 10 pM of each forward primer pair (2.5 µL each), 5 µL of 10 pM of each
reverse primer pair (2.5 µL of each), 0.25 µL of 5 units of Taq DNA polymerase (GoTaq
Flexi DNA Polymerase, Promega) and 2.0 µL of template DNA (20 ng µL−1) and 6.65 µL
of HPLC water. The multiplex PCR program consisted of: 5 min of initial denaturation at
94 ◦C; followed by 35 cycles of 30 s of denaturation at 94 ◦C; one minute of alignment at
58.1 (group 1), 57.3 (group 2) or 58.9 ◦C (group 3); 2 min extension at 72 ◦C, with a 15 min
final extension at 72 ◦C.

The multiplex PCR products were denatured at 96 ◦C for three minutes in a thermal
cycler (C1000TM Thermal Cycler, Bio Rad®, Hercules, CA, USA) and then frozen at −20 ◦C
for three minutes before starting electrophoresis. The electrophoresis of the PCR products
was carried out on a DNA sequencer (Genetic Analyzer 3130, Applied Biosystems, Foster
City, CA, USA). Each electrophoresis reaction consisted of 2 µL of PCR product, 0.25 µL of
Size Standard LIZ®500, and 7.75 µL of formamide. The electropherograms were analyzed
with the GeneMapper® software version 4.0 (Foster City, CA, USA) [91], to construct a
matrix with the genotypes of each individual.

4.3. Genetic Diversity

Genetic diversity parameters such as the percentage of polymorphic loci (PLP), aver-
age number of alleles (NA), effective number of alleles (EA), expected heterozygosity (He),
observed heterozygosity (Ho), and fixation index (F) for each population were determined
with the InfoGene software version 2016 [92]. A variance analysis and multiple compar-
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isons of means were performed with the non-parametric Friedman test [93], in order to
know the differences between the populations in NA, EA, He, Ho, and F.

The numbers of total (NTA) common (NCA), rare (NRA), and exclusive (NAE) alleles
were identified for each population. Alleles were called rare when their frequency was less
than 0.05, and common when their frequency was equal to or higher than 0.05 [94]. The
exclusive alleles were those that were only found in one population.

4.4. Genetic Structure

The F statistics [95] were estimated in order to know the fixation of alleles or the effects
of inbreeding at the population level (FIS), between populations (FST) and considering all
populations as one (FIT). The number of migrants per generation (Nm) was calculated
with Nm = (1 − FST)/(4 FST) [89]. Additionally, Nei’s genetic distances [96], geographic
distances, and FST values between pairs of populations were calculated. The relationship
between Nei’s genetic distances and geographic distances was determined with the Mantel
test [97] using the Vegan 2.5–6 package of the R version 4.00 statistical software [98].

In order to evaluate the genetic structure between populations, the Structure V.2.4
software was used [99]. This computer program assigns the individuals to different genetic
groups (K), without considering the source population by using Bayesian probability and
based on allele frequencies. Around 500,000 to 1,000,000 of Monte Carlo Markov chains
were used, K values from 1 to 10, and 10 repetitions for each K. The results were run with
Structure Harvester v 0.6.94 software [100]. Evanno’s test [101] was used to determine
the K value that fit the data. Additionally, in order to identify the number of groups,
the discriminant analysis of principal components was performed with the adegenet
library [102,103] of the statistical program R version 4.0.0 [98]. An AMOVA analysis of
molecular variance [104] was done considering the groups obtained from Structure, with
the InfoGen software [86].

5. Conclusions

Dioon holmgrenii has a high genetic diversity. The high diversity of D. holmgrenii is the
result of the combined effect of its interbreeding system, longevity, variety, and relative
extensive geographic distribution, as well as the evolutionary history that it shares with
other species. The genetic structure is defined by its evolutionary history and biogeographic
history; likewise, the Río Verde and the mountains act as a geographical barrier for the
differentiation of population groups. Knowledge of diversity and genetic structure allows
creating the in situ conservation strategies for D. holmgrenii.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/plants10112250/s1, Table S1: Nei genetic distances (above the diagonal) and geographic
distances (Km, below the diagonal) between nine Dioon holmgrenii populations. Table S2: Fst val-
ues (below the diagonal) and probability (above the diagonal) between pairs of Dioon holmgrenii
populations. Table S3: Characteristics of the SSR microsatellite primers for nine populations of
Dioon holmgrenii.

Author Contributions: Conceptualization, M.V.V.-G., C.R.-H., H.L.-S. and J.L.-U.; data creation,
M.V.V.-G.; data analysis, M.V.V.-G. and C.R.-H.; Methodology, M.V.V.-G., C.R.-H., H.L.-S., J.L.-U.,
J.I.V.-H. and L.L.-M.; supervision, C.R.-H., H.L.-S., J.L.-U., J.I.V.-H. and L.L.-M.; research, M.V.V.-G.,
C.R.-H., H.L.-S., J.L.-U., J.I.V.-H. and L.L.-M.; acquisition of financing, C.R.-H. and J.L.-U.; writing of
the original draft, M.V.V.-G.; writing, revision and editing, M.V.V.-G. and C.R.-H. All authors have
read and agreed to the published version of the manuscript.

Funding: This research was founded by the Colegio de Postgraduados through three grants: the
triple A program, the CONACYT quality program and Revocable Investment Administration Trust
No. 167304 for the Establishment and Operation of the Funds for Scientific Research and Technological
Development of the Colegio de Postgraduados, Modality 3.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

https://www.mdpi.com/article/10.3390/plants10112250/s1
https://www.mdpi.com/article/10.3390/plants10112250/s1


Plants 2021, 10, 2250 13 of 16

Data Availability Statement: The data present in this study are available on request from the
correspondent author. We will look for the procedure to make data available in a publicly accessi-
ble repository.

Acknowledgments: To the authorities, land owners, and field guides of La Reforma Putla, Ocotlán
de Juárez, San Miguel Panixtlahuaca, Rancho el Limón, San Sebastián Coatlán, San José Cieneguilla,
La Reforma Mixtepec and San Bartolomé Loxicha, as well as to Eduardo Molina-García and Janet
Díaz-Ríos for allowing and supporting the sampling process. To Noé Ruiz-García, Ignacio Mejía-
Cuevas, and Guillermo Sánchez-De la Vega for their support in locating the populations. To Laura
Carrillo-Reyes, Oscar G. Vázquez-Cuecuacha, and Norma P. Mendoza-Hernández for their support
in the laboratory work. To CONACyT, for the scholarship awarded to the first author to carry out
PhD studies.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Mamay, S.H. Cycads: Fossil evidence of late Paleozoic origin. Science 1969, 164, 295–296. [CrossRef] [PubMed]
2. Mamay, S.H. Paleozoic Origin of the Cycads; U.S. Geological Survey: Washington, DC, USA, 1976; Professional Paper 934.
3. Zhifeng, G.; Thomas, B.A. A review of fossil cycad megasporophylls, with new evidence of Crossozamia Pomel and its associated

leaves from the lower Permian of Taiyuan, China. Rev. Palaeobot. Palyn. 1989, 60, 205–223. [CrossRef]
4. Nagalingum, N.S.; Marchall, C.R.; Quental, T.B.; Rai, H.S.; Little, D.P.; Mathewsi, S. Recent Synchronous Radiation of a Living

Fossil. Science 2011, 334, 796–799. [CrossRef] [PubMed]
5. Salas-Leiva, D.E.; Meerow, A.W.; Calonje, M.; Griffith, M.P.; Francisco-Ortega, J.; Nakamura, K.; Stevenson, D.W.; Lewis, C.E.;

Namof, S. Phylogeny of the cycads based on multiple single-copy nuclear genes: Congruence of concatenated parsimony,
likelihood and species tree inference methods. Ann. Bot. 2013, 112, 1263–1278. [CrossRef]

6. Condamine, F.L.; Nagalingum, N.S.; Marshall, C.; Morlon, H. Origin and diversification of living cycads: A cautionary tale on the
impact of the branching process prior in Bayesian molecular dating. BMC Evol. Biol. 2015, 15, 65. [CrossRef]

7. Fisher, J.B.; Vovides, A.P. Mycorrhizae are present in Cycad roots. Bot. Rev. 2004, 70, 16–23. [CrossRef]
8. Pérez-Farrera, M.A.; Vovides, A.P.; Octavio-Aguilar, P.; González-Astorga, J.; De la Cruz-Rodríguez, J.; Hernández-Jonapá, R.;

Villalobos-Méndez, S.M. Demography of the cycad Ceratozamia mirandae (Zamiaceae) under disturbed and undisturbed conditions
in a biosphere reserve of Mexico. Plant. Ecol. 2006, 187, 97–108. [CrossRef]

9. Terry, I.; Tang, W.; Taylor-Blake, B.S.; Donaldson, W.S.; Singh, R.; Vovides, A.; Cibrián-Jaramillo, A. An overview of cycad
pollination studies. Mem. N. Y. Bot. Gard. 2012, 106, 351–394.

10. Ruiz-García, N.; Méndez-Pérez, B.Y.; Velasco-García, M.V.; Sánchez-De la Vega, G.; Rivera-Nava, J.L. Ecología, distribución, ciclo
biológico y tabla de vida de Eumaeus toxea (Lepidoptera: Lycaenidae) en la provincia fisiográfica Costa de Oaxaca, México. Rev.
Mex. Biodivers. 2015, 86, 998–1003. [CrossRef]

11. Ruiz-García, N. Effectiveness of the aposematic Eumaeus childrenae caterpillars against invertebrate predators under field
conditions. Anim. Biodiv. Conserv. 2020, 43, 109–114. [CrossRef]

12. Nicolalde-Morejón, F.; González-Astorga, J.; Vergara-Silva, F.; Stevenson, D.W.; Rojas-Soto, O.; Medina-Villarreal, A. Biodiversidad
de Zamiaceae en México. Rev. Mex. Biodivers. 2014, 85, S114–S125. [CrossRef]

13. Calonje, M.; Stevenson, D.W.; Osborne, R. The World List of Cycads. 2020. Available online: http://www.cycadlist.org (accessed
on 2 June 2020).

14. SEMARNAT. MODIFICACIÓN del Anexo Normativo III, Lista de Especies en Riesgo de la Norma Oficial Mexicana NOM-059-
SEMARNAT-2010, Protección Ambiental-Especies Nativas de México de Flora y Fauna Silvestres-Categorías de Riesgo y Especificaciones
para su Inclusión, Exclusión o Cambio-Lista de Especies en Riesgo, Publicada el 30 de Diciembre de 2010; Diario Oficial de la Federación:
Ciudad de México, Mexico, 2019; pp. 32–134.

15. Dorsey, B.L.; Gregory, T.J.; Sass, C.; Specht, C.D. Pleistocene diversification in an ancient lineage: A role for glacial cycles in the
evolutionary history of Dioon Lindl. (Zamiaceae). Am. J. Bot. 2018, 105, 1512–1530. [CrossRef] [PubMed]

16. Gutiérrez-Ortega, S.J.; Yamamoto, T.; Vovides, A.P.; Pérez-Farrera, M.A.; Martínez, J.F.; Molina-Freaner, F.; Watano, Y.; Kajita,
T. Aridification as a driver of biodiversity: A case study for the cycad genus Dioon (Zamiaceae). Ann. Bot. 2018, 121, 47–60.
[CrossRef]

17. Gutiérrez-Ortega, J.S.; Salinas-Rodríguez, M.M.; Martínez, J.F.; Molina-Freaner, F.; Pérez-Farrera, M.A.; Vovides, A.P.; Matsuki, Y.;
Suyama, Y.; Ohsawa, T.A.; Watano, Y.; et al. The phylogeography of the cycad genus Dioon (Zamiaceae) clarifies its Cenozoic
expansion and diversification in the Mexican transition zone. Ann. Bot. 2018, 121, 235–548. [CrossRef] [PubMed]

18. Morrone, J.J. Panbiogeografía, componentes bióticos y zonas de transición. Rev. Bras. Entomol. 2004, 48, 149–162. [CrossRef]
19. De Luca, P.; Sabato, S.; Vázquez-Torres, M. Dioon holmgrenii (Zamiaceae) a new species from Mexico. Brittonia 1981, 33, 552–555.

[CrossRef]
20. Velasco-García, M.V.; Valdez-Hernández, J.I.; Ramírez-Herrera, C.; Hernández-Hernández, M.L.; López-Upton, J.; López-Mata, L.;

López-Sánchez, H. Estructura, heterogeneidad de estadios y patrón de dispersión espacial de Dioon holmgrenii (Zamiaceae). Bot.
Sci. 2016, 94, 75–87. [CrossRef]

http://doi.org/10.1126/science.164.3877.295
http://www.ncbi.nlm.nih.gov/pubmed/17812085
http://doi.org/10.1016/0034-6667(89)90044-4
http://doi.org/10.1126/science.1209926
http://www.ncbi.nlm.nih.gov/pubmed/22021670
http://doi.org/10.1093/aob/mct192
http://doi.org/10.1186/s12862-015-0347-8
http://doi.org/10.1663/0006-8101(2004)070[0016:MAPICR]2.0.CO;2
http://doi.org/10.1007/s11258-006-9135-2
http://doi.org/10.1016/j.rmb.2015.05.014
http://doi.org/10.32800/abc.2020.43.0109
http://doi.org/10.7550/rmb.38114
http://www.cycadlist.org
http://doi.org/10.1002/ajb2.1149
http://www.ncbi.nlm.nih.gov/pubmed/30229556
http://doi.org/10.1093/aob/mcx123
http://doi.org/10.1093/aob/mcx165
http://www.ncbi.nlm.nih.gov/pubmed/29293877
http://doi.org/10.1590/S0085-56262004000200001
http://doi.org/10.2307/2806763
http://doi.org/10.17129/botsci.258


Plants 2021, 10, 2250 14 of 16

21. Velasco-García, M.V.; Valdez-Hernández, J.I.; Ramírez-Herrera, C.; Hernández-Hernández, M.L. Atributos dendrométricos,
estructura poblacional y diversidad de estadios de Dioon holmgrenii (Cycadales: Zamiaceae). Rev. Biol. Trop. 2017, 94, 75–87.
[CrossRef]

22. Chemnick, J.; Gregory, T.; Morales, S. Dioon holmgrenii. The IUCN Red List of Threatened Species 2010: E.T42129A10660365.
Available online: https://www.iucnredlist.org/species/42129/10660365 (accessed on 12 July 2020).

23. CITES. Appendices I, II and III, Valid from 22 June 2021. Available online: www.cites.org/eng/app/appendices.php (accessed on
23 June 2021).

24. Wright, S. Evolution in mendelian populations. Genetics 1931, 16, 97–159. [CrossRef]
25. Hewitt, G.M. Speciation, hybrid zones and phylogeography—Or seeing genes in space and time. Mol. Ecol. 2001, 10, 537–549.

[CrossRef]
26. González-Astorga, J.; Vovides, A.P.; Ferrer, M.M.; Iglesias, C. Population genetics of Dioon edule Lindl. (Zamiaceae, Cycadales):

Biogeographical and evolutionary implications. Biol. J. Linn. Soc. 2003, 80, 457–467. [CrossRef]
27. Lewontin, R.C. The Genetic Basis of Evolutionary Change, 1st ed.; Columbia University Press: New York, NY, USA, 1974; pp. 19–188.
28. Slatkin, M. Gene flow and geographic structure of natural populations. Science 1987, 236, 787–792. [CrossRef] [PubMed]
29. Frankham, R.; Ballou, J.D.; Briscoe, D.A. Introduction to Conservation Genetics, 2nd ed.; Cambridge University Press: Cambridge,

UK, 2010; p. 644.
30. Frankham, R. Relationship of genetic variation to population size in wildlife. Conserv. Biol. 1996, 10, 1500–1508. [CrossRef]
31. Aguilar, R.; Quesada, M.; Ashworth, L.; Herrerias-Diego, Y.; Lobo, J. Genetic consequences of habitat fragmentation in plant

populations: Susceptible signals in plant traits and methodological approaches. Mol. Ecol. 2008, 17, 5177–5188. [CrossRef]
32. Gorgonio-Ramírez, M.; Clark-Tapia, R.; Campos, J.E.; Monsalvo-Reyes, A.; Alfonso-Corrado, C. Diversidad y estructura genética

de Quercus crassifolia en sitios de manejo forestal y uso local en Sierra Juárez, Oaxaca. Madera y Bosques 2017, 23, 85–98. [CrossRef]
33. Rao, V.R.; Hodgkin, R. Genetic diversity and conservation and utilization of plant genetic resources. Plant. Cell. Tiss. Org. Cul.

2002, 68, 1–19. [CrossRef]
34. Diniz-Pilho, J.A.F.; Borges-Melo, D.; De Oliveira, G.; García-Collecatti, R.; Solares, T.N.; Nabout, J.C.; De Souza-Lima, J.;

Dobrovolski, R.; Chaves, L.J.; Veloso-Naves, R.; et al. Planning for optimal conservation of geographical genetic variability within
species. Conserv. Genet. 2012, 13, 1085–1093. [CrossRef]

35. Hamrick, J.L.; Godt, M.J.W. Allozyme diversity in plant species. In Plant Population Genetics, Breeding and Genetic Resources, 1st ed.;
Brown, A.H.D., Clegg, M.T., Kahler, A.L., Weir, B.S., Eds.; Sinauer Associates: Sunderland, UK, 1989; pp. 43–63.

36. González-Astorga, J.; Vovides, A.P.; Cruz-Angón, A.; Octavio-Aguilar, P.; Iglesias, C. Allozyme variation in three extant
populations of the narrowly endemic cycad Dioon angustifolium Miq. (Zamiaceae) from North-eastern Mexico. Ann. Bot. 2005, 95,
999–1007. [CrossRef]

37. Moynihan, J.; Meerow, A.W.; Francisco-Ortega, J. Isolation, characterization and cross-species amplification of microsatellite loci
in the cycad genus Dioon (Zamiaceae). Potential utilization in population genetic of Dioon edule. Mol. Ecol. Notes 2007, 7, 72–74.
[CrossRef]

38. González-Astorga, J.; Vergara-Silva, F.; Vovides, A.P.; Nicolalde-Morejón, F.; Cabrera-Toledo, D.; Pérez-Farrera, M.A. Diversity
and genetic structure of three species of Dioon Lindl. (Zamiaceae, Cycadales) from the Pacific seaboard of Mexico. Biol. J. Linn.
Soc. 2008, 94, 765–776. [CrossRef]

39. Cabrera-Toledo, D.; González-Astorga, J.; Vovides, A.P. Heterozygote excess in ancient populations of the critically endangered
Dioon caputoi (Zamiaceae, Cycadales) from central Mexico. Bot. J. Linn. Soc. 2008, 158, 436–447. [CrossRef]

40. Octavio-Aguilar, P.; González-Astorga, J.; Vovides, A.P. Genetic diversity through life history of Dioon edule Lindley (Zamiaceae,
Cycadales). Plant Biol. 2009, 11, 525–536. [CrossRef] [PubMed]

41. Cabrera-Toledo, D.; González-Astorga., J.; Nicolalde-Morejón, F.; Vergara-Silva, F.; Vovides, A.P. Allozyme diversity levels in two
congeneric Dioon spp. (Zamiaceae, Cycadales) with contrasting rarities. Plant. Syst. Evol. 2010, 290, 115–125. [CrossRef]

42. Chiang, T.-Y.; Schaal, B.A. Phylogeography of plants in Taiwan and the Ryukyu Archipelago. Taxon 2006, 55, 31–41. [CrossRef]
43. González-Astorga, J.; Vovides, A.P.; Iglesias, C. Morphological and geographical variation of the cycad Dioon edule Lindl.

(Zamiaceae): Ecological and evolutionary implications. Bot. J. Linn. Soc. 2003, 141, 465–470. [CrossRef]
44. Prado, A.; Cervantes-Díaz, F.; Pérez-Zavala, F.G.; González-Astorga, J.; Bede, J.C.; Cibrián-Jaramillo, A. Transcriptome-derived

microsatellite markers for Dioon (Zamiaceae) cycad species. Appl. Plant. Sci. 2016, 4, 1500087. [CrossRef]
45. Hamrick, J.L.; Godt, M.J.W.; Murawsky, D.A.; Loveless, M.D. Correlations between species traits and allozyme diversity:

Implications for conservation biology. In Genetics and Conservation of Rare Plants, 1st ed.; Falk, D.A., Holsinger, K.E., Eds.; Oxford
University Press: New York, NY, USA, 1991; pp. 75–86.

46. Hedrick, P.W. Genetics of Populations, 2nd ed.; Jones and Bartlett Publishers: Sudbury, MA, USA, 2000; p. 675.
47. Leimu, R.; Mutikainen, P.; Koricheva, J.; Fischer, M. How general are positive relationships between plant population size, fitness

and genetic variation. J. Ecol. 2006, 94, 942–952. [CrossRef]
48. Hamrick, J.L.; Godt, M.J.W. Conservation genetics of endemic plant species. In Conservation Genetics Case Histories from Nature,

1st ed.; Avise, J.C., Hamrick, J.L., Eds.; Chapman & Hall: New York, NY, USA, 1996; pp. 281–304.
49. Hamrick, J.L. Response of forest trees to global environment changes. Forest. Ecol. Manag. 2004, 197, 323–335. [CrossRef]
50. Gitzendanner, M.A.; Soltis, P.S. Patterns of genetic variation in rare and widespread plant congeners. Am. J. Bot. 2000, 87, 783–792.

[CrossRef]

http://doi.org/10.15517/rbt.v65i4.26980
https://www.iucnredlist.org/species/42129/10660365
www.cites.org/eng/app/appendices.php
http://doi.org/10.1093/genetics/16.2.97
http://doi.org/10.1046/j.1365-294x.2001.01202.x
http://doi.org/10.1046/j.1095-8312.2003.00257.x
http://doi.org/10.1126/science.3576198
http://www.ncbi.nlm.nih.gov/pubmed/3576198
http://doi.org/10.1046/j.1523-1739.1996.10061500.x
http://doi.org/10.1111/j.1365-294X.2008.03971.x
http://doi.org/10.21829/myb.2017.2321122
http://doi.org/10.1023/A:1013359015812
http://doi.org/10.1007/s10592-012-0356-8
http://doi.org/10.1093/aob/mci106
http://doi.org/10.1111/j.1471-8286.2006.01531.x
http://doi.org/10.1111/j.1095-8312.2008.01034.x
http://doi.org/10.1111/j.1095-8339.2008.00868.x
http://doi.org/10.1111/j.1438-8677.2008.00157.x
http://www.ncbi.nlm.nih.gov/pubmed/19538391
http://doi.org/10.1007/s00606-010-0354-6
http://doi.org/10.2307/25065526
http://doi.org/10.1046/j.1095-8339.2003.00155.x
http://doi.org/10.3732/apps.1500087
http://doi.org/10.1111/j.1365-2745.2006.01150.x
http://doi.org/10.1016/j.foreco.2004.05.023
http://doi.org/10.2307/2656886


Plants 2021, 10, 2250 15 of 16

51. Cole, C.T. Genetic variation in rare and common plants. Annu. Rev. Ecol. Evol. Syst. 2003, 34, 213–237. [CrossRef]
52. Gutiérrez-Ortega, J.S.; Jiménez-Cedillo, K.; Pérez-Farrera, M.A.; Vovides, A.P.; Martínez, J.F.; Molina-Freaner, F.; Imai, R.; Tsuda,

Y.; Matsuki, Y.; Suyama, Y.; et al. Considering evolutionary processes in cycad conservation: Identification of evolutionarily
significant units within Dioon sonorense (Zamiaceae) in northwestern Mexico. Conserv. Genet. 2018, 19, 1069–1081. [CrossRef]

53. Meerow, A.W.; Nakamura, K. Ten microsatellite loci from Zamia integrifolia (Zamiaceae). Mol. Ecol. Notes 2007, 7, 824–826.
[CrossRef]

54. Meerow, A.W.; Stevenson, D.W.; Moynihan, J.; Francisco-Ortega, J. Unlocking the coontie conundrum: The potential of microsatel-
lite DNA studies in the Caribbean Zamia pumila complex (Zamiaceae). Mem. N. Y. Bot. Gard. 2007, 98, 484–518. [CrossRef]

55. Meerow, A.W.; Francisco-Ortega, J.; Calonje, M.; Griffith, M.P.; Ayala-Silva, T.; Stevenson, D.W.; Nakamura, K. Zamia (Cycadales:
Zamiaceae) on Puerto Rico: Asymmetric genetic differentiation and the hypothesis of multiple introductions. Am. J. Bot. 2012, 99,
1828–1839. [CrossRef]

56. Meerow, A.W.; Francisco-Ortega, J.; Ayala-Silva, T.; Stevenson, D.W.; Nakamura, K. Population genetics of Zamia in Puerto Rico,
a study with ten SSR loci. Mem. New York Bot. Gard. 2012, 106, 204–223. [CrossRef]

57. Calonje, M.; Meerow, A.W.; Knowles, L.; Knowles, D.; Griffith, M.P.; Nakamura, K.; Francisco-Ortega, F. Cycad biodiversity in the
Bahamas Archipelago and conservation genetics of the threatened Zamia lucayana (Zamiaceae). Oryx 2013, 47, 190–198. [CrossRef]

58. Iglesias-Andreu, L.G.; Octavio-Aguilar, P.; Vovides, A.P.; Meerow, A.W.; De Cáceres-González, F.N.; Galván-Hernández, D.M.
Extinction risk of Zamia inermis (Zamiaceae): A genetic approach for the conservation of its single natural population. Int. J. Plant
Sci. 2017, 178, 715–723. [CrossRef]

59. Salas-Leiva, D.E.; Meerow, A.W.; Calonje, M.; Francisco-Ortega, J.; Griffith, M.P.; Nakamura, K.; Sánchez, V.; Knowles, L.;
Knowles, D. Shifting Quaternary migration patterns in the Bahamian archipelago: Evidence from the Zamia pumila complex at
the northern limits of the Caribbean island biodiversity hotspot. Am. J. Bot 2017, 104, 757–771. [CrossRef]

60. Aristizábal, A.; Tuberquia, D.J.; Sanín, M.J. Conservation genetics of two highly endangered and poorly known species of Zamia
(Zamiaceae: Cycadales) in Colombia. J. Hered. 2018, 109, 230–245. [CrossRef] [PubMed]

61. Meerow, A.W.; Salas-Leiva, D.E.; Calonje, M.; Francisco-Ortega, J.; Griffith., M.P.; Nakamura, K.; Jiménez-Rodríguez, F.; Lawrus,
J.; Oberli, A. Contrasting demographic history and population structure of Zamia (Cycadales: Zamiaceae) on six islands of the
greater Antilles suggests a model for population diversification in the caribbean clade of the genus. Int. J. Plant Sci. 2018, 179,
730–757. [CrossRef]

62. Vovides, A.P. Spatial distribution, survival and fecundity of Dioon edule (Zamiaceae) in a tropical deciduous forest in Veracruz,
Mexico, with notes on its habitat. Am. J. Bot. 1990, 77, 1532–1543. [CrossRef]

63. Barret, S.C.H. Evolution of mating systems: Outcrossing versus selfing. In The Princeton Guide to Evolution, 1st ed.; Losos, J., Ed.;
Princeton University Press: Princeton, NJ, USA, 2014; pp. 356–362.

64. Karasawa, M.M.G.; Dornelas, M.C.; de Araújo, A.C.G.; Oliveira, G.C.X. Biology and Genetics of Reproductive Systems. In Repro-
ductive Diversity of Plants, an Evolutionary Perspective and Genetic Bases, 1st ed.; Karasawa, M.M.G., Ed.; Springer: Basel, Switzerland,
2015; pp. 40–79.

65. Wright, S. The interpretation of population structure by F-statistics with special regard to systems of mating. Evolution 1965, 19,
395–420. [CrossRef]

66. Altukhov, Y.P. Intraspecific Genetic Diversity. Monitoring, Conservation and Management; Springer: Berlin, Germany, 2006; p. 438.
67. Hartl, D.L.; Clark, A.G. Principles of Population Genetics, 4th ed.; Sinauer Associates Inc. Publisher: Sunderland, MA, USA,

2006; p. 545.
68. INEGI. Carta Edafológica Serie II, Escala 1:250000, Puerto Escondido D14-3; Instituto Nacional de Estadística y Geografía: Aguas-

calientes, Mexico, 2013.
69. INEGI. Carta edafológica serie II, Escala 1:250000, Zaachila D14-12; Instituto Nacional de Estadística y Geografía: Aguascalientes,

Mexico, 2013.
70. García, E. s y CONABIO. In Climas, Escala 1:1000000; Comisión Nacional para el Conocimiento y uso de la Biodiversidad: Distrito

Federal, Mexico, 1998.
71. García, E. y CONABIO. In Isotermas Medias Anuales, Escala 1: 1000000; Comisión Nacional para el Conocimiento y uso de la

Biodiversidad: Distrito Federal, Mexico, 1998.
72. Vidal-Cepeda, R. Precipitación media anual, escala 1:4000000. In Precipitación, Tomo II, sección IV,4.6. Atlas Nacional de México

(1990–1992); Instituto de Geografía, UNAM: Distrito Federal, Mexico, 1990.
73. Rzedowsky, J. Vegetación de México, 1st ed.; Digital; Comisión Nacional para el Conocimiento y Uso de la Biodiversidad: Distrito

Federal, Mexico, 2006; p. 504.
74. Wright, S. Evolution and the Genetics of Populations: A Treatise in Four Volumes, Vol. 4, Variability within and among Natural Populations,

1st ed.; University of Chicago Press: Chicago, IL, USA, 1978; p. 580.
75. García-Montes, M.A.; Rubio-Tobón, C.A.; Islas-Barrios, Y.; Serrato-Díaz, A.; Figueredo-Urbina, C.J.; Galván-Hernández, D.M.;

Octavio-Aguilar, P. The influence of anthropogenic disturbance on the genetic diversity of Ceratozamia fuscoviridis (zamiaceae).
Int. J. Plant Sci. 2020, 181, 497–508. [CrossRef]

76. Pérez-Farrera, M.A.; Vovides, A.P.; González, D.; López, S.; Hernandez-Sandoval, L.; Martínez, M. Estimation of genetic variation
in closely related cycad species in Ceratozamia (Zamiaceae: Cycadales) using RAPDs markers. Rev. Biol. Trop. 2017, 65, 305–319.
[CrossRef]

http://doi.org/10.1146/annurev.ecolsys.34.030102.151717
http://doi.org/10.1007/s10592-018-1079-2
http://doi.org/10.1111/j.1471-8286.2007.01716.x
http://doi.org/10.21135/893274900.029
http://doi.org/10.3732/ajb.1200494
http://doi.org/10.21135/893275150.015
http://doi.org/10.1017/S0030605312000129
http://doi.org/10.1086/694080
http://doi.org/10.3732/ajb.1700054
http://doi.org/10.1093/jhered/esx110
http://www.ncbi.nlm.nih.gov/pubmed/29206927
http://doi.org/10.1086/700104
http://doi.org/10.1002/j.1537-2197.1990.tb11394.x
http://doi.org/10.1111/j.1558-5646.1965.tb01731.x
http://doi.org/10.1086/707108
http://doi.org/10.15517/rbt.v65i1.15266


Plants 2021, 10, 2250 16 of 16

77. Loveless, M.D.; Hamrick, J.L. Ecological determinants of genetic structure in plant populations. Ann. Rev. Ecol. 1984, 15, 65–95.
[CrossRef]

78. Xiao, L.Q.; Ge, X.J.; Gong, X.; Hao, G.; Zheng, S.X. ISSR variation in the endemic and endangered plant Cycas guizhouensis
(Cycadaceae). Ann. Bot. 2004, 94, 133–138. [CrossRef]

79. Kirkpatrick, M.; Ravigné, V. Speciation by Natural and Sexual Selection: Models and Experiments. Am. Nat. 2002, 159, s22–s25.
[CrossRef]

80. Feder, J.L.; Flaxman, S.M.; Egan, S.P.; Comeault, A.A.; Nosil, P. Geographic mode of speciation and genomic divergence. Annu.
Rev. Ecol. Evol. Syst. 2013, 44, 73–97. [CrossRef]

81. Centeno-García, E. Configuración geológica del estado. In Biodiversidad de Oaxaca, 1st ed.; García-Mendoza, A.J., Ordoñez, M.J.,
Briones-Salas, M., Eds.; UNAM, Fondo Oaxaqueño para la Conservación de la Naturaleza, World Wildlife Found: Mexico City,
Mexico, 2004; pp. 29–42.

82. Morales-Lara, A.; Silva-Pineda, A. Flórula Jurásica de una nueva localidad en la región de San Miguelito, Oaxaca. Bol. Soc. Geol.
Mex. 2000, 52, 31–41. [CrossRef]

83. Pérez-Crespo, V.A. Estado actual del conocimiento de las plantas fósiles de Oaxaca. Nat. Des. 2011, 9, 47–59.
84. Carrasco-Ramírez, R.S.; Ferrusquía-Villafranca, I.; Buitrón-Sánchez, B.E.; Ruiz-González, J.E. Litoestratigrafía del grupo Teco-

coyunca (jurásico medio) en el área del río Ñumi (cercanías de Tlaxiaco), Oaxaca y consideraciones sobre la distribución regional
de su biota. Rev. Geol. Am. Central 2016, 55, 115–136. [CrossRef]

85. Dawson, J.W. On the Cretaceous and Tertiary floras of British Columbia and the Northwest Territory. In Proceedings and Transactions
of the Royal Society of Canada, 1st ed.; Royal Society of Canada: Ottawa, ON, Canada, 1883; Volume 3, Section 1; pp. 15–34.

86. González-Astorga, J.; Vovides, A.P.; Octavio-Aguilar, P.; Aguirre-Fey, D.; Nicolalde-Morejón, F.; Iglesias, C. Genetic diversity and
structure of the cycad Zamia loddigesii Miq. (Zamiaceae): Implications for evolution and conservation. Bot. J. Linn. Soc. 2006, 152,
533–544. [CrossRef]

87. Gutiérrez-Ortega, J.S.; Kajita, T.; Molina-Freaner, F.E. Conservation genetics of an endangered cycad, Dioon sonorense (zamiaceae):
Implications from variation of chloroplast DNA. Bot. Sci. 2014, 92, 441–451. [CrossRef]

88. Pulido, M.T.; Vargas-Zenteno, M.; Vite, A.; Vovides, A.P. Range extension of the endangered Mexican cycad Ceratozamia fuscoviridis
Moore (teosintle): Implications for conservation. Trop. Cons. Sci. 2015, 8, 778–795. [CrossRef]

89. Sánchez-Cordero, V.; Figueroa, F.; Illoldi-Rangel, P.; Linaje, M. Efectividad de las áreas naturales protegidas en México. In Capital
Natural de México Estado de Conservación y Tendencias de cambio Volumen II, 1st ed.; CONABIO, Ed.; Comisión Nacional para el
Conocimiento y uso de la Biodiversidad: Mexico City, Mexico, 2009; pp. 394–397.

90. Vite, V.; Pulido, M.T.; Flores-Vázquez, J.C. Estrategia estatal de conservación de las cícadas (Zamiaceae): Una propuesta para el
estado de Hidalgo, México. Rev. Biol. Trop. 2013, 61, 1119–1131. [CrossRef]

91. Applied-Biosystem. GeneMapper®Software Version 4.0 Reference and Troubleshooting Guide; Applied-Biosystem: Foster City, CA,
USA, 2005.

92. Balzarini, M.G.; Di Riezo, J.A. InfoGene version 2016; FCA, Universidad Nacional de Córdoba: Córdoba, Argentina, 2016; Available
online: http://www.info-gene.com.ar (accessed on 12 July 2021).

93. Friedman, M. The use of ranks to avoid the assumption of normality implicit in the analysis of variance. J. Am. Stat. Assoc. 1937,
32, 675–701. [CrossRef]

94. Marshall, D.R.; Brown, A.H.D. Optimum sampling strategies in genetic conservation. In Crop Genetic Resources for Today and
Tomorrow, 1st ed.; Frankel, O.H., Hawkes, J.G., Eds.; Cambridge University Press: London, UK, 1975; pp. 53–80.

95. Wright, S. The genetical structure of populations. Ann. Eugen. 1951, 15, 323–354. [CrossRef] [PubMed]
96. Nei, M. Genetic distance between populations. Am. Nat. 1972, 106, 283–292. [CrossRef]
97. Mantel, N. The detection of disease clustering and generalized regression approach. Cancer Res. 1967, 27, 209–220.
98. R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,

2020; Available online: https://www.R-project.org/ (accessed on 12 July 2021).
99. Pritchard, J.K.; Stephens, M.; Donnelly, P. Inference of population structure using multilocus genotype data. Genetics 2000, 155,

945–959. [CrossRef] [PubMed]
100. Earl, D.A.; Von Holdt, B.M. STRUCTURE HARVESTER: A website and program for visualizing STRUCTURE output and

implementing the Evanno method. Conserv. Genet. Res. 2012, 4, 359–361. [CrossRef]
101. Evanno, G.; Regnaut, S.; Goudet, J. Detecting the number of clusters of individuals using the software STRUCTURE: A simulation

study. Mol. Ecol. 2005, 14, 2611–2620. [CrossRef]
102. Jombart, T. Adegenet: A R package for the multivariate analysis of genetic markers. Bioinformatics 2008, 24, 1403–1405. [CrossRef]

[PubMed]
103. Jombart, T.; Devillard, S.; Balloux, F. Discriminant analysis of principal components: A new method for the analysis of genetically

structured populations. BMC Genet. 2010, 11, 94. [CrossRef] [PubMed]
104. Excoffier, L.; Smouse, P.; Quattro, J. Analysis of molecular variance inferred from metric distances among DNA haplotypes:

Application to human mitochondrial DNA restriction data. Genetics 1992, 131, 479–491. [CrossRef] [PubMed]

http://doi.org/10.1146/annurev.es.15.110184.000433
http://doi.org/10.1093/aob/mch119
http://doi.org/10.1086/338370
http://doi.org/10.1146/annurev-ecolsys-110512-135825
http://doi.org/10.18268/BSGM1995v52n3a4
http://doi.org/10.15517/rgac.v55i0.27067
http://doi.org/10.1111/j.1095-8339.2006.00579.x
http://doi.org/10.17129/botsci.112
http://doi.org/10.1177/194008291500800314
http://doi.org/10.15517/rbt.v61i3.11908
http://www.info-gene.com.ar
http://doi.org/10.1080/01621459.1937.10503522
http://doi.org/10.1111/j.1469-1809.1949.tb02451.x
http://www.ncbi.nlm.nih.gov/pubmed/24540312
http://doi.org/10.1086/282771
https://www.R-project.org/
http://doi.org/10.1093/genetics/155.2.945
http://www.ncbi.nlm.nih.gov/pubmed/10835412
http://doi.org/10.1007/s12686-011-9548-7
http://doi.org/10.1111/j.1365-294X.2005.02553.x
http://doi.org/10.1093/bioinformatics/btn129
http://www.ncbi.nlm.nih.gov/pubmed/18397895
http://doi.org/10.1186/1471-2156-11-94
http://www.ncbi.nlm.nih.gov/pubmed/20950446
http://doi.org/10.1093/genetics/131.2.479
http://www.ncbi.nlm.nih.gov/pubmed/1644282

	Introduction 
	Results 
	Genetic Diversity 
	Genetic Structure 

	Discussion 
	Genetic Diversity 
	Genetic Structure 
	Implications and Strategies for Conservation 

	Materials and Methods 
	DNA Sampling and Extraction 
	Microsatellite Analysis 
	Genetic Diversity 
	Genetic Structure 

	Conclusions 
	References

