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ABSTRACT
Background: Genetic diversity is fundamental for the survival of species.
In particular, in a climate change scenario, it is crucial that populations maintain
genetic diversity so they can adapt to novel environmental conditions. Genetic
diversity in wild agaves is usually high, with low genetic differentiation among
populations, in part maintained by the agave pollinators such as the nectarivorous
bats. In cultivated agaves, patterns of genetic diversity vary according to the intensity
of use, management, and domestication stage. In Agave tequilana Weber var. azul
(A. tequilana thereafter), the plant used for tequila production, clonal propagation
has been strongly encouraged. These practices may lead to a reduction in genetic
diversity.
Methods: We studied the diversity patterns with genome-wide SNPs, using
restriction site associated DNA sequencing in cultivated samples of A. tequilana from
three sites of Jalisco, Mexico. For one locality, seeds were collected and germinated in
a greenhouse. We compared the genomic diversity, levels of inbreeding, genetic
differentiation, and connectivity among studied sites and between adults and juvenile
plants.
Results: Agave tequilana presented a genomic diversity of HT = 0.12. The observed
heterozygosity was higher than the expected heterozygosity. Adults were more
heterozygous than juveniles. This could be a consequence of heterosis or hybrid
vigor. We found a shallow genetic structure (average paired FST = 0.0044). In the
analysis of recent gene flow, we estimated an average migration rate among the
different populations of m = 0.25. In particular, we found a population that was the
primary source of gene flow and had greater genomic diversity (HE and HO), so we
propose that this population should continue to be monitored as a potential genetic
reservoir.
Discussion: Our results may be the consequence of more traditional management in
the studied specific region of Jalisco. Also, the exchange of seeds or propagules by
producers and the existence of gene flow due to occasional sexual reproduction may
play an important role in maintaining diversity in A. tequilana. For populations to
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resist pests, to continue evolving and reduce their risk of extinction under a climate
change scenario, it is necessary to maintain genetic diversity. Under this premise we
encourage to continue acting in conservation programs for this species and its
pollinators.

Subjects Conservation Biology, Genetics, Genomics, Molecular Biology, Plant Science
Keywords Clonality, Gene flow, Genetic resources, Genomic diversity, Inbreeding, Single
nucleotide polymorphisms (SNPs)

INTRODUCTION
Conservation genetics combines evolutionary theory and molecular markers to help
biodiversity conservation (Frankham, 2010). An important component of this discipline is
to understand how genetic diversity is generated and maintained (Eguiarte & Souza, 2007).
Genetic diversity is fundamental for the survival of species and populations (Bhandari
et al., 2017), particularly in a changing environment (Frankham, 2010). It is well known
that a reduction of genetic diversity is generally associated with a fitness reduction,
diminished evolutionary potential, and an increased risk of extinction (Gepts & Hancock,
2006; Frankham, 2010; Bruford et al., 2017).

In crop plants, the levels of genetic diversity contained in the managed and in the wild
(if still extant) gene pools are relevant to further crop improvement and as a source of
resistance to diseases and adaptation to the changing climate (Gepts & Papa, 2003).
However, in cultivated plants this diversity may decrease at accelerated rates, due to the
replacement of traditional varieties with uniform, high-yield crops, that are usually
monocultured (Millennium Ecosystem Assessment, 2005; FAO, 2010; Bruford et al., 2017).
As a result, these plants may be susceptible to environmental change, pests, and diseases
(Bruford et al., 2017). Therefore, to avoid genetic erosion and prevent the loss of alleles
through selective breeding, it is essential to gather information on the patterns of genetic
variation in plant species under management, as well as their wild relatives. In addition,
knowledge of population structure and relationships within and between wild and
cultivated populations is crucial in supporting modern breeding programs.

One interesting example of how modern breeding programs may affect the genetic
structure and diversity of a crop species is Agave tequilana Weber var. azul (A. tequilana
hereafter). A tequilana is a diploid species (2n = 2x = 60), with a genome size of 3,677.45
Mbp (Robert et al., 2008). Like other agave species, it can combine sexual and vegetative
(aerial bulbils and ground-level basal shoots and rhizomes) reproduction (Eguiarte et al.,
2013). This species is used for tequila production and has enormous economic relevance
for Mexico. Tequila production from A. tequilana started in the nineteenth century
(Colunga-García Marín & Zizumbo-Villarreal, 2007); the preference to use this species is
because it matures relatively fast, around eight years, and also to its ability to accumulate
high levels of fructans in comparison to other agave species (Trejo et al., 2018). The high
demand for tequila has encouraged intensive management and clonal propagation of the
plants (Dalton, 2005).
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Clonal reproduction in crop species is not uncommon, at least 34 plant families present
it, including herbs, shrubs, trees and vines, such as cassava (Manihot esculenta), taro
(Colocasia esculenta L.), potato (Solanum tuberosum), grapevines (Vitis vinifera),
strawberry (Fragaria spp.) and so on (McKey et al., 2010), as it has several advantages, such
as maintaining valuable traits and ease of propagation (McKey et al., 2010). Clonal
propagation in these outcrossing plants helps to preserve heterozygous genotypes that
show hybrid vigor (Dobzhansky, 1952; Balloux, Lehmann & de Meeüs, 2003; Glémin, Bazin
& Charlesworth, 2006). Nevertheless, clonal propagation may also lead to genetic erosion,
the spread of pathogens, and the accumulation of deleterious mutations (McKey et al.,
2010).

However, the consequences of clonal propagation on the genetic diversity of
A. tequilana are still not clear. Some authors reported no genetic diversity (Gil-Vega et al.,
2001; Trejo et al., 2018), which may make the species particularly vulnerable to pathogens
(Gil-Vega et al., 2001; Dalton, 2005). Other studies have suggested a less pronounced
reduction of the genetic variation (Gil-Vega et al., 2006; Vargas-Ponce et al., 2009; Rivera-
Lugo, García-Mendoza & Simpson, 2018; Cabrera-Toledo et al., 2022). This discrepancy
may result from the variation of the marker used, study design, as well as management
intensity of the sampled populations.

Genetic diversity in cultivated agaves varies according to the intensity of use,
management, and domestication (Eguiarte et al., 2013, 2021; Trejo et al., 2018; Álvarez-Ríos
et al., 2020; Klimova et al., 2022). In wild agaves, genetic diversity is usually high, with low
genetic differentiation among populations (see reviews in Eguiarte et al., 2013, 2021;
Klimova et al., 2022), a pattern that is maintained in part by the most important agave
pollinators, such as the nectarivorous bats, Leptonycteris nivalis and L. yerbabuenae
(Eguiarte, Souza & Silva-Montellano, 2000; Rocha et al., 2006; Trejo-Salazar, Scheinvar &
Eguiarte, 2015; Eguiarte et al., 2021). Recent conservation and management initiatives have
focused on preserving the natural agave pollinators (e.g., bats) and, at the same time,
mitigating genomic erosion and promoting sustainable practices of the agroecosystems
where the main crop is agave used for mezcal, tequila, and other agave distillates
production (Trejo-Salazar et al., 2016; see also https://batfriendly.org/).

The recent advent of reduced representation genomic strategies that allows the analysis
of many individuals and thousands of single nucleotide polymorphisms (SNPs) has
revolutionized studies on the genetic diversity in plant and animal species (Barrera-
Redondo, Piñero & Eguiarte, 2020; Eguiarte et al., 2022). This type of markers allows to
perform a more precise analysis of the micro-evolutionary processes that occur in the
species and the exploration of diversity throughout the entire genome and was recently
successfully used in a close relative of A. tequilana, A. angustifolia (Cabrera-Toledo et al.,
2020; Klimova et al., 2022). We believe that information on genome-wide patterns of
genetic variation and knowledge of the population structure of A. tequilana will be
essential in defining management priorities, developing new sustainable cropping systems,
and understanding the impact of domestication on its genetic repertoire.

In this research, we studied genomic diversity patterns in A. tequilana collected in
Jalisco, using SNPs derived from Restriction-site associated DNA sequencing, or RADseq
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methodology (Davey & Blaxter, 2010). We compared the diversity in adult and juvenile
plants, evaluating levels of inbreeding, genetic differentiation, and connectivity among
studied sites. Due to the intense management and mainly clonal reproduction of the
species, where the plants are seldom allowed to produce fruits, we expected little genomic
diversity and a shallow population structure with low connectivity. Therefore, we aimed to
determine if the genomic diversity was reduced in these populations and whether their
ability to adapt has been compromised.

MATERIALS AND METHODS
Plant material
Plant material was collected from individuals 10 m apart from each other (to avoid
clonality) from three “Bat-friendly” plantations, separated by ~90 to 250 km, of
A. tequilana in Jalisco, Mexico (Table 1 and Fig. 1). In these plantations, tequila production
is less intensive, based on more rustic/traditional methods in comparison to the
production of tequila in the lower lands of Jalisco, around the town of Tequila. In the
studied crop, 5% of the total individuals in the plantations were allowed to blossom to
produce nectar for their pollinators, particularly for the bats of the genus Leptonycteris
(Trejo-Salazar et al., 2016; https://batfriendly.org/).

We analyzed 96 samples collected in two consecutive years (2016 and 2017) from three
“Bat-friendly” localities (Table 1 and Fig. 1). From these 96 samples, 68 individuals were
mature plants assigned in the “adult” category ca. 6–7 years old. In one of the localities
(Tototlán), seeds were collected from different inflorescences, from which 28 seeds
randomly selected were germinated in the greenhouse of the Instituto de Ecología,
Universidad Nacional Autónoma de México (UNAM), in Mexico City, that we will call
“juveniles” (less than two years old and non-reproductive). Upon collection, all samples
were preserved at −80 �C until DNA extraction.

DNA extraction and sequencing
For all the samples, genomic DNA was extracted from leaf tissue using a modified “Mini-
Prep” CTAB protocol (Doyle & Doyle, 1987; Klimova et al., 2022). DNAwas visualized on a
1% agarose electrophoresis gel, and quantified using the Qubit 3.0 fluorometer with Qubit

Table 1 Agave tequilana collections from Jalisco, Mexico.

ID Location Latitude Longitude Elevation above sea level (m) Collection year N

Alteña Arandas-I 20.6658667 −102.2673722 2,143 2016 11

Alteña Arandas-II 20.6658667 −102.2673722 2,143 2017 27

Arenal El Arenal-I 20.7454083 −103.7146194 1,389 2016 10

Arenal El Arenal-II 20.7454083 −103.7146194 1,389 2017 10

Tototlán Tototlán 20.6102611 −102.7125444 1,758 2016 10

J-Tototlán Tototlán 20.6102611 −102.7125444 1,758 2018 28

Note:
Number of individuals (N) by location and year of collection. For the village of Tototlán, seeds (ID: J-Tototlán) were germinated in the greenhouse of the Instituto de
Ecology, Universidad Nacional Autónoma de Mexico.
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dsDNA broad-range kit and NanoDrop Lite Spectrophotometer by Thermo Fisher
Scientific. Libraries preparation and sequencing were performed at the Biotechnology
Center of the University of Wisconsin-Madison (https://biotech.wisc.edu/). Each sample
was digested using two methylation-sensitive restriction enzymes (PstI and MspI); the
choice of enzymes was based on the previous standardization for Agave salmiana and
A. lechuguilla (Dr. Alejandra Moreno-Letelier, Instituto de Biología, UNAM, 2020,
personal communication). After specific barcodes were ligated to each sample, those were
pooled in equimolar concentration and sequenced using the Illumina NovaSeq 2 × 150
platform (Illumina, Inc., San Diego, CA, USA).

Bioinformatics analysis
Massive parallel sequencing platforms generate tens of millions of sequences. However, it
is essential to verify the quality of these sequences so as not to cause bias in the data
analysis. For quality filtering, we first used TRIMMOMATIC (Bolger, Lohse & Usadel,
2014); we removed adapters and low-quality bases using the following parameters:
ILLUMINACLIP (Nextera PE-PE.fa: 2:30:10), SLIDINGWINDOW: 4:20, LEADING: 25,
TRAILING: 25 and MINLEN: 60.

With the paired files generated with TRIMMOMATIC, we used the reference
transcriptome—because there is no published agave genome—of Agave tequilana

Figure 1 Studied localities of Agave tequilana in the state of Jalisco, México.
Full-size DOI: 10.7717/peerj.14398/fig-1
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(GAHU00000000.1; Gross et al., 2013). For SNP calling we used the ipyrad software (Eaton
& Overcast, 2020), using the option for paired-end data, digested with two enzymes
(https://ipyrad.readthedocs.io/).

The final data filtering was performed with VCFtools v.0.1.15 (Danecek et al., 2011);
we avoided SNPs from the same locus by using thin (100 sites), so that no two sites
were within the specified distance from one another, and we also removed SNPs, that
significantly deviated from Hardy-Weinberg equilibrium test (—hwe 0.000005). We only
retained sites with a mean minimum depth of over 12, and maximum two alleles with no
InDels, and also removed sites and individuals with more than 80% missing data and a
minor allele frequency (MAF) of <0.01.

Genetic diversity
We estimated the multilocus lineages (mll), and the number of multilocus genotypes (mlg),
which are the unique combination of alleles across all loci, estimated using package poppr
(Kamvar, Tabima & Grünwald, 2014) with the R Core Team program V 4.1.2 (R Core
Team, 2020). We computed the observed heterozygosity (Ho), the expected heterozygosity
(HE), and the total heterozygosis (HT), for each SNP locus using adegenet V. 2.1.3
(Jombart, 2008; Jombart & Ahmed, 2011) and hierfstat (Goudet, 2005). We tested for
statistical differences in genetic diversity, with a Bartlett’s and Wilcoxon tests, between
young and adults, and among localities, with the R Core Team program V 4.1.2 (R Core
Team, 2020).

Additionally, we determined the multilocus heterozygosity (MLH)—defined as the total
number of heterozygous loci in an individual divided by the number of loci typed in the
focal individual—and the standardized multilocus heterozygosity (sMLH) for each
individual—defined as the number of total heterozygous loci in an individual, divided by
the sum of the average observed heterozygosity in the population over the subset of loci
successfully typed (Coltman et al., 1999)—using inbreedR packages (Stoffel et al., 2016).
In the case of genomic data, these estimates are primarily helpful for low-density datasets,
where it is unclear whether genotyped markers represent genome-wide diversity or
inbreeding (Stoffel et al., 2016).

Inbreeding
We estimated Wright’s FIS statistics in the complete data set with adegenet and hierfstat.
Subsequently, we used Plink v1.9 (Purcell et al., 2007) to estimate the inbreeding index f (—
het), a measure of heterozygosity on a per-individual basis and computes observed and
expected autosomal homozygous genotype counts for each sample. We used (—ibc) from
Plink v1.9 (Purcell et al., 2007), to obtain Fhat3, based on the correlation between uniting
gametes, which is a measure of inbreeding using allele frequencies in the current
population (Keller, Visscher & Goddard, 2011; Yang et al., 2011); these calculations do not
take LD into account (Purcell et al., 2007). Wilcoxon tests were then used to determine the
significant differences in the inbreeding coefficient among the localities.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 6/24

https://ipyrad.readthedocs.io/
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Population genetic structure and recent gene flow
To infer patterns of genetic structure, we used different approaches. First, we estimated
Edward’s distances (Euclidean) (Edwards, 1971) from the gene frequencies, considering
juveniles as a different population, and we obtained an UPGMA dendrogram. Second, we
estimated the average paired FST using StAMPP package (Pembleton, Cogan & Forster,
2013), and we also constructed a matrix of genetic distances among populations, with Nei’s
genetic distances (Nei, 1972) using R (packages hierfstat). Nei’s paired genetic distances
were visualized using a heatmap. Finally, an analysis of individual ancestry by maximum
likelihood was performed using ADMIXTURE v.1.23 (Alexander, Novembre & Lange,
2009; Alexander & Lange, 2011), where we tested the number of clusters or K-values from 1
to 10, with three different runs using the predetermined parameters. We performed a
cross-validation test to determine the best K-value.

Recent gene flow (i.e., over the last two generations) was inferred using BayesAss V.
3.0.4 (Mussmann et al., 2019). This algorithm uses a probability distribution to decide if
newly proposed values will be accepted or rejected for each MCMC sample. The analysis
was performed with 50,000,000 iterations, sampling every 1,000 iterations with a burn-in
of 5,000,000. We tested several values of acceptance until we determined the final values for
alleles frequencies (0.9), migration (0.7), and inbreeding (0.3). We analyzed the
convergence of the MCMC with the trace file for each run using Tracer v.17.2.

RESULTS
Sequencing and genotyping
The RADseq strategy on 96 A. tequilana samples resulted in 39.66 Gb of raw data.
The mean quality score (Phred score) was 35.36, and the guanine-cytosine (GC) contents
ranged from 49–50%. After demultiplex and removing adapters, the number of reads was
264, 006, 277. Due to the low number of reads in eight samples (JT-6, JT-7, JT-2, JT-10, JT-
12, JT-18, JT-28, Ar5-2016), they were excluded from further analysis. Therefore, a total of
88 samples were analyzed. Initially, using a reference transcriptome assembly method with
Ipyrad, 84, 635 variants were called. After quality control, with depth, allelic number,
MAF, and missing data, we retained 979 biallelic SNPs (for a total of 1,958 alleles).

Genetic diversity
Using multilocus lineage (mll) and genotype (mlg) analyses, we found that the 88 analyzed
plants had different genotypes, i.e., each plant presented an unique combination of alleles
across all the studied loci. The locality with the highest number of alleles (Table 2) was
Alteña (1773), followed by juveniles from Tototlán (J-Tototlán; 1636) and Arenal (1558);
while Tototlán (1530) had the lowest number of alleles. The average genetic diversity for all
samples of A. tequilana wasHT = 0.120, the average observed heterozygosity in all the data
set was HO = 0.129 (SD = 0.177) and the average of expected heterozygosity HE = 0.120
(SD = 0.149) (Table 2). Observed heterozygosity was significantly higher than expected
(Bartlett’s K-squared = 12.093, p-value = 0.0005), indicating an excess of heterozygous
individuals.
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Tototlán showed the highest average expected heterozygosity (HE = 0.129, SD = 0.154),
followed by Alteña (HE = 0.121, SD = 0.146) and J-Tototlán (JT: HE = 0.118, SD = 0.146),
while the population with less genetic diversity was Arenal (HE = 0.109, SD = 0.150)
(Table 2). We found significant differences in the expected heterozygosity (Table S1)
between Arenal vs Alteña (Wilcoxon test, p = 0.000001, p.adj = 8.1e−6), Arenal vs Tototlán
(Wilcoxon test, p = 0.00885, p.adj = 2.7e−2) and Arenal vs J-Tototlán (Wilcoxon test,
p = 0.043, p.adj = 8.6e−2).

The average standardized multi locus heterozygosity was sMLH = 0.994 (SD = 0.231)
(Table 2), with significant differences in sMLH between Alteña vs Tototlán (Wilcoxon test,
p = 0.007, p.adj = 0.047). The multi locus heterozygosity (MLH) was (MLH = 0.122,
SD = 0.028), being the highest in Tototlán, followed by Arenal, J-Tototlán, and Alteña
(Table 2; Fig. 2A). We found significant differences in MLH between Alteña vs Tototlán
(Table S1; Wilcoxon test, p = 0.018, p.adj = 0.11).

When we compared the levels of genomic multi locus heterozygosity (MLH) in all the
adults vs juveniles (Fig. 2B), we obtained a higher MLH in J-Tototlán (MLH = 0.123,
SD = 0.018) than in all the adults (MLH = 0.121, SD = 0.031) (Table S1; Fig. 2B), but the
difference was not significant (MLH: Wilcoxon test, p = 0.311, p.adj = 0.31).

Inbreeding
The average inbreeding coefficient (FIS) in all the analyzed plants of A. tequilana, was
slightly negative (FIS = −0.025, SD = 0.218). On the other hand, the average f index was
negative in the adults from the localities of Alteña, and Arenal, indicating an excess of
heterozygotes (f = −0.116, f = −0.074, respectively) in relation to what would be expected
under random mating. In contrast, the juveniles from Tototlán and the adults from the
same locality had a positive and moderate level of f (f = 0.075, f = 0.050, respectively)
(Table 2, Fig. 3A), indicating a deficit of heterozygotes in these localities.

Table 2 Genetic diversity estimated using 979 SNPs in Agave tequilana.

Diversity index Locality Full data set

Alteña Arenal Tototlán Juveniles Tototlán

Alleles 1,773 1,558 1,530 1,636 1,958

mlg 38 19 10 21 88

mll 38 19 10 21 88

HO 0.116 (0.152) 0.127 (0.188) 0.148 (0.197) 0.124 (0.166) 0.129 (0.177)

HE 0.121 (0.146) 0.109 (0.150) 0.129 (0.154) 0.118 (0.146) 0.120 (0.149)

sMLH 0.921 (0.189) 1.017 (0.265) 1.204 (0.332) 1.005 (0.143) 0.994 (0.231)

MLH 0.113 (0.022) 0.124 (0.034) 0.146 (0.042) 0.123 (0.018) 0.122 (0.028)

f −0.116 (0.288) −0.074 (0.153) 0.050 (0.116) 0.075 (0.195) −0.042 (0.239)

Fhat3 −0.060 (0.043) −0.055 (0.021) −0.041 (0.016) 0.229 (0.274) 0.012 (0.182)

N 38 19 10 21 88

Note:
mlg, multilocus genotype; mll, multilocus lineage; HO, observed heterozygosity; HE, expected heterozygosity; sMLH,
standardized multi locus heterozygosity; MLH, multi locus heterozygosity; f, Inbreeding coefficient, measure of
heterozygosity on a per-individual basis; Fhat3, inbreeding using allele frequencies; SD in parenthesis; N, number of
individuals per locality.
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Based on the genome-wide Fhat3 inbreeding index, we found that A. tequilana
individuals have low levels of inbreeding (Fig. 3B), with an average value Fhat3 = 0.012
(SD = 0.182). Interestingly, while in general adults presented negative values, the juveniles
from Tototlán (J-Tototlán) had a positive value (average Fhat3 = 0.229). A Wilcoxon test

Figure 2 Multilocus heterozygosity, estimated with 979 SNPs, per locality of A. tequilana. (A) Individual multilocus heterozygosity per locality;
(B) multilocus heterozygosity in adults and juveniles. Full-size DOI: 10.7717/peerj.14398/fig-2

Figure 3 Inbreeding index estimated with 979 SNPs in A. tequilana. (A) Coefficient f of inbreeding for each population. (B) Fhat3 index.
Full-size DOI: 10.7717/peerj.14398/fig-3
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showed that the difference in the inbreeding coefficient (Fhat3) was significant between
young and adults (all adult samples combined) (Table S1, Fig. S1).

Population genetic structure and recent gene flow
The UPGMA analysis, based on Edward’s distance (Fig. 4A), showed different groups.
The most divergent group included some juvenile individuals from J-Tototlán (JT16, JT13,
JT20 JT14, JT24, JT3, JT4). The largest group was divided into several subgroups and
contained the remaining samples of juveniles and adults from Tototlán, Arenal and Alteña.

Low genetic differentiation was found, with an average paired FST = 0.0044. The lowest
value was found between Arenal and Alteña (FST = 0.00009; p-value = 0.59), followed by
Alteña vs J-Tototlán (FST = 0.0043; p-value = 0.0), Tototlán vs J-Tototlán (FST = 0.0050; p-
value = 0.04), Tototlán vs Alteña (FST = 0.0073; p-value = 0.04), Arenal vs J-Tototlán
(FST = 0.0078; p-value = 0.0), and the maximum value was found between Tototlán and
Arenal (FST = 0.0101; p-value = 0.0). Similar results were obtained using Nei’s distance,
which ranged from 0.0010 to 0.0089 (average Nei’s genetic distance = 0.0060) (Fig. 4B).

According to the ADMIXTURE analysis with three independent runs, and different
values of K (from 1 to 10), the cross-validation error estimates showed that the best model
fit was K = 1 (CV = 0.26261) (Fig. S2). Nevertheless, we plotted the values from K = 2 to
K = 6 to explore for genetic structure within samples (Fig. S3). We found that all
populations shared alleles, without a clear differentiation or structure among localities.

The analysis of recent migration rates using BayesAss software suggested a high
migration rate (m) from the source population of Tototlán (Table S2, Fig. 5). Gene flow
varied from 0.007 to 0.309 (average 0.25) between pairs of localities. We found that the
highest inferred migration rate (Fig. 5) was from Tototlán (color purple) to Alteña (light
pink), with m = 0.309 (SD = 0.013); thus a fraction of individuals in Alteña were migrants
derived from Tototlán; followed by Tototlán to Arenal (green),m = 0.289 (SD = 0.023) and
Tototlán to J-Tototlán (pink)m = 0.238 (SD = 0.029). In comparison, the lowest migration
rate was from Alteña to Arenal m = 0.007 (SD = 0.007).

DISCUSSION
The new sequencing technologies are now routinely used to discover a large number of
single nucleotide polymorphisms (SNPs) (Elshire et al., 2011; Barrera-Redondo, Piñero &
Eguiarte, 2020; Eguiarte et al., 2022; Klimova et al., 2022). These new technologies have
been particularly useful for plant species with complex and large genomes, such as agaves
(Eguiarte et al., 2013, 2021). Our work represents the first report of genetic diversity and
differentiation patterns based on genome-wide SNPs in A. tequilana, a species of
substantial economic value.

We found that the GC content in A. tequilana is higher (>49%) than in other monocots
(33–48%) (Šmarda et al., 2014). In theory, a higher GC base pair content in a genome
provides higher thermal stability than AT base content (Šmarda et al., 2014). It has been
documented that richer content of GC in plants is related to a greater tolerance to extreme
temperatures and it was also suggested that it facilitates complex gene regulation (Šmarda
et al., 2014).
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Genetic diversity
Cultivated Agaves appear to have lower genetic variation in comparison to their wild
relatives (Eguiarte et al., 2013, 2021; Félix-Valdez et al., 2016; Figueredo-Urbina, Casas &
Torres-García, 2017; Trejo et al., 2018; Cabrera-Toledo et al., 2020, 2022), mainly due to
human management, artificial selection, incipient domestication, and vegetative

Figure 4 Genetic distances in Agave tequilana. (A) UPGMA. (B) Paired Nei’s genetic distance.
Full-size DOI: 10.7717/peerj.14398/fig-4
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propagation. We found that the expected heterozygosity in all the samples in A. tequilana
was HE = 0.120. We also found higher expected heterozygosity in juveniles in comparison
to adults, perhaps due to the gene flow with other Agave populations, (see below in the Low
population structure and recent gene flow section).

To compare our data, we can mention A. angustifolia in wild and cultivated plants used
to produce an alcoholic drink similar to tequila (bacanora), using SNPs derived from
restriction site associated DNA sequencing, where Klimova et al. (2022) detected a
HE = 0.25. Similar results were also obtained from other Agavoideae, genotyped with
next-RAD strategies, as HE of 0.173 and 0.249 were reported for Yucca valida and Yucca
capensis, respectively (Arteaga, Bello-Bedoy & Gasca-Pineda, 2020).

Previous genetic studies on A. tequilana have reported a broad range of genetic diversity
estimates, but we must point out that they used very different molecular methods, not SNP
based analysis. For instance, the highest expected heterozygosity HE = 0.205 was reported
using AFLPs by Rivera-Lugo, García-Mendoza & Simpson (2018), although the sample size
was very small, (only five plants from a locality in the state of Guanajuato). In an ISSRs
based study of 22 plants collected at Tequila, Jalisco, Vargas-Ponce et al. (2009) reported a
HE = 0.118, similar to what we estimated in the present study (HE = 0.120). In contrast,
based on microsatellites (with eight loci), Trejo et al. (2018), analyzing 23 plants sampled in
cultivated fields of Tequila from central Jalisco, reported the same genotype in all sampled
individuals (i.e., HE = 0). Similar results were obtained with RAPDs markers, where only 1

Figure 5 Recent migration in Agave tequilana. Migration rates estimated using BayesAss V. 3.0.4
(BA3-SNPs) with 979 SNPs. The population of Tototlán is represented by color purple, Alteña: light pink,
Arenal: green, J-Tototlán: pink. Proportion of migrants and the direction, is represented by the colored
lines, being thicker where the migration rate is higher. Full-size DOI: 10.7717/peerj.14398/fig-5
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of 124 RAPD products (0.8%) was polymorphic, and 39 of 40 plants were completely
isogenic (Gil-Vega et al., 2001). In other less-intensively managed populations around
Tequila town, different levels of genetic diversity have been detected with microsatellites in
the varieties A. tequilana “Sigüin” HE was 0.409 and in A. tequilana “Chato” HE was 0.435
(Trejo et al., 2018). However, the comparison among studies is complicated as pointed out
above, given the differences in the molecular methodologies and sampling designs.

Agave tequilana is a species that has been intensively managed since the beginning of
the last century (Trejo et al., 2018). Therefore we decided to compare its diversity to
different cultivated species from Mexico using SNPs. For instance, in the common
pumpkin (zucchini, Cucurbita pepo ssp. pepo) Martínez-González et al. (2021) found a
HE = 0.185 in populations distributed along Mexico using tunable genotyping by
sequencing (tGBS), or for the cultivated runner-red bean (Phaseolus coccineus), Guerra-
García et al. (2017), reported a range in HE = 0.167 to 0.221 using genotyping by
sequencing (GBS), values similar to what we found in A. tequilana.

Genetic diversity is necessary for further evolutionary response to natural selection
pressures and to allow for crop improvement (Frankham, 2010; Gepts & Hancock, 2006), it
enhances resilience to climate change, by providing the traits that are key to the efficiency
and adaptability of production systems (Bruford et al., 2017). We observed that genetic
diversity, even if low compared with other Agave and Yucca populations, is still maintained
in the “Bat-friendly” localities in Jalisco.

Excess of heterozygotes and inbreeding
Inbreeding and excess of heterozygotes are often estimated through Wright’s inbreeding
coefficient (FIS) and related estimates, measuring the deviation from Hardy-Weinberg
equilibrium (Wright, 1951), which allows us to infer howmating processes and/or different
selection regimes are occurring within the population (Hedrick, 2011).

In the adults of A. tequilana we estimated an excess of heterozygotes. For instance, there
are many examples of clonal propagated highly heterozygous species, such as the date palm
(Phoenix dactylifera L.) a monocot dioecious species, typically clonally propagated
(Hazzouri et al., 2019). Another well-known example is the potato (Solanum tuberosum
L.), where its high heterozygosity has been explained by the asexual propagation and
polyploidy, which provides the potential to display great plasticity that favors adaptation to
different environments and challenges (The Potato Genome Sequencing Consortium, 2011;
Manrique-Carpintero et al., 2018). We can also mention the cassava (Manihot esculenta
ssp.) with a wide tropical distribution, a vegetatively propagated crop (Taye, 1998; Santana
et al., 2009) and it is highly heterozygous (Fregene et al., 2003; Siqueira et al., 2010; Wang
et al., 2014). In cassava it is well documented that long-established clones are highly
heterozygous, while plants originating from seeds are characterized by high variance in the
degree of inbreeding (Pujol, David &McKey, 2005;McKey et al., 2010). Furthermore, in the
domesticated grape (V. vinifera ssp. sativa), cultivars are clonally propagated and highly
heterozygous but carry many deleterious recessive mutations (Velasco et al., 2007).

In A. tequilana we found that the observed heterozygosity values was generally higher
than expected, resulting in negative FIS values, also with the Fhat3 index the adults
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presented negative values, while the juveniles from Tototlán (J-Tototlán) had a positive
value, apparently due to some inbreeding in this population. Inbreeding in the juveniles
may result of few reproductive events in A. tequilana in this locality, so there may be
self-pollination or crosses among relatives.

Negative FIS and heterozygosity excess in the adults may have several potential
explanations. It may be due to natural and artificial selection by the farmers, that remove
small and weak plants (that may be the more homozygous individuals) and select for the
most vigorous (and potentially heterozygous plants). A well know case of heterozygote
advantage (heterosis) is exhibited in corn, which results from the use of hybrid seeds for
agriculture (Hamilton, 2009, page 38). Heterozygote excess should increase over the life
cycle either because of progressive selection against deleterious recessive alleles revealed in
the homozygous state or by selection favoring individuals bearing differing alleles (Mitton,
1989; Stoeckel et al., 2006). Also, negative FIS may be a maintained by asexual reproduction
(Balloux, Lehmann & de Meeüs, 2003; Alberto et al., 2005; Ruggiero, Reusch & Procaccini,
2005) that preserved heterozygosity or may even increase it by somatic mutation over
generations (Judson & Normark, 1996; Welch & Meselson, 2000), as these mutations can
accumulate without sexual reproduction to purge it (Klekowski, 1988; Schoen & Schultz,
2019).

Negative FIS are not uncommon in plants and for instance have been reported in several
managed species, such as Agave angustifolia, A. tequilana and A. rhodacantha, with FIS
ranging from −0.8420 to 0.1326 (Cabrera-Toledo et al., 2022), in the perennial cultivated
scarlet runner bean (Phaseolus coccineus; FIS = −0.159) (Guerra-García et al., 2017), and in
long-living species, such as Astrocaryum mexicanum (mean for adults FIS = −0.41 and for
seeds FIS = −0.19) (Eguiarte, Perez-Nasser & Piñero, 1992). Nevertheless, to be certain if
there is heterozygote advantage in A. tequilana, field experiments and more analyzes are
required.

Low population structure and recent gene flow
Genetic structure results from an interaction among ecological factors, historical events,
and evolution processes (Cheng, Kao & Dong, 2020). In natural agave populations, low
levels of genetic differentiation and structure among populations have been reported
(Eguiarte et al., 2013, 2021), and accordingly, we found very low genetic differentiation
(average paired FST = 0.0044), and alleles shared among all populations. This low
differentiation could be due to intensive management of the species, where propagation
mainly occurs by propagules and/or clonal. It can also be accounted to the fact that
populations have not been separated for so long, and ancestral polymorphisms are still
maintained. The juvenile individuals from Tototlán were slightly more divergent than the
rest of the populations, however, they did not show significant differences. In our study we
found the lowest reported FST value in Agave. For instance, in A. angustifolia Klimova et al.
(2022) found an average paired FST = 0.005, while in other Agave species Eguiarte et al.
(2013)mentions a range of FST from 0.057 (in Agave cocui with isozymes) to 0.76 (in Agave
parry cultivated with microsatellites).
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Moreover, two of the studied localities (Arandas and Tototlán) are relatively close to
each other geographically (~90 km), while the most distant were Arandas and Arenal
(~250 km). Gene flowmay affect population structure, as Agaves have long-distance pollen
dispersal usually conducted by nectar feeding bats, including Leptonycteris yerbabuenae, L.
nivalis, and Choeronycteris mexicana (Molina-Freaner & Eguiarte, 2003; Silva-Montellano
& Eguiarte, 2003; Rocha, Valera & Eguiarte, 2005; Sánchez & Medellin, 2007; Trejo-
Salazar, Scheinvar & Eguiarte, 2015; Trejo-Salazar et al., 2016).

Gene flow, therefore, may play an important role in the evolution process of populations
because it can increase genetic diversity as new alleles are introduced into the new
population (Bhandari et al., 2017). Apparently, the main source of origin of gene flow in
this study was Tototlán. Also, this locality is the one with the highest genomic diversity (HE

and Ho); thus, we consider important to continue monitoring it for a possible source of
variation.

Possible conservation strategies
Agave tequilana is one of the most important economic crop in Mexico (Servicio de
Información Agroalimentaria y Pesquera, SIAP, 2020). Various strategies have been
proposed and implemented to maintain the genetic diversity in agaves, such as the “Bat-
Friendly” program, which aims to generate conservation collaboration with tequila and
mezcal producers, especially with the smallest and more traditional producers, recognizing
them as more ecological friendly companies, since they allow a small percentage of agaves
to flower, promoting bat-mediated pollination to recover and to maintain the genetic
diversity and, at the same time, generate conditions for healthy ecosystems for bats and
agaves (Trejo et al., 2016; batfriendly.org). Nevertheless, in terms of the program, we
consider that it is still too early in the game to show its potential benefits to maintain
genetic diversity. However, it is important to highlight that in the present study viable
seeds were generated by the naturally pollinated inflorescences, so there can be natural
population recruitment. We believe that in future generations, once allowing bat
pollination in the agave plantations become mainstream, bats and agaves will be able to
continue their millennial association.

We also want to emphasize the importance of bat pollination in agaves in general, since
the movement of these mammals is closely related to the reproductive success of the plants
(Trejo-Salazar et al., 2016). Furthermore, the long-distance pollination and dispersal
capabilities of bats provide a favorable mechanism for introducing new alleles, resulting in
the maintenance of large effective population sizes, genetic connectivity, and gene flow
even in fragmented, cultivated, and semi-managed populations, counteracting the genetic
impacts of habitat fragmentation. Therefore, a conservation strategy for the agaves should
also include the conservation of its primary pollinators.

In a climate change scenario, it is crucial that populations maintain genetic diversity to
be able to adapt to the new climatic conditions. It has also been suggested that the inclusion
of different varieties of agave in the same field could serve as a germplasm resource and
reduce the risk of pests and the loss of diversity (Álvarez-Ríos et al., 2020). Nevertheless,
due to restrictions established in the denomination of origin (DO), published in 1974
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(Diario Oficial de la Federación, 1974, 1997), which limits the integration of other varieties
of Agave tequilana besides the var. azul (e.g., the varieties “azul lisado”, “chato”, “bermejo”,
“pata de mula”, “sigüin”, “sahuayo”, “moraleño”, “mano larga”, “criollo” and “zopilote”;
Colunga-García Marín & Zizumbo-Villarreal, 2007; Trejo et al., 2018) it is difficult for
producers to introduce other species or varieties to their plantations. Therefore, it may be
necessary to change the DO, where new varieties of agaves would be incorporated; this, in
turn, would facilitate the preservation of genetic variation, ecological and cultural diversity
of this species (Vargas-Ponce et al., 2009).

CONCLUSIONS
The main objective of this study was to evaluate the levels of genomic variation in three
traditionally managed areas of A. tequilana in Jalisco, Mexico. We found an excess of
heterozygotes in the adults, and lower genomic diversity than in the closely related
A. angustifolia, but the variation, even if low, was higher than some reports for the species
made in more intensive management sites, for example, from around the town of Tequila,
Jalisco. We found low genetic differentiation, as reported in most other studies conducted
within this genus (Eguiarte et al., 2013, 2021), but in our study it was even lower than in
previous studies. We also detected recent gene flow among populations.

The relatively high levels of observed heterozygosity of A. tequilana found in the adults
in our study maybe be explained by more traditional management and clonal propagation.
Also, occasional sexual reproduction, and exchange of seeds or propagules by producers
may play an important role in maintaining diversity in A. tequilana.

Our study also demonstrated that massive sequencing related genomic strategies using
SNPs, along with the studies of Cabrera-Toledo et al. (2022) and Klimova et al. (2022), will
allow to gather good comparative data for the future conservation and management of this
important genus and for the study of its evolutionary processes, including both wild and
cultivated species.

ACKNOWLEDGEMENTS
We greatly acknowledge the technical support of Dr. Alejandra Moreno-Letelier, (Instituto
de Biología, UNAM) for the information on the standardization of the enzymes for the
restriction-site associated DNA sequencing in other Agave species, and Drs. Rosalinda
Tapia, Marco Tulio Solano De la Cruz and Claudia Moreno for specialized technical
support in the laboratory. We thank Ana L. Pérez Martínez, Emanuel Villafán de la Torre
and Silvia Barrientos for their help in logistic and conducting analyses. We also thank F.
González, C. Camarena, Destilería “La Alteña”, S. Rosales, Tequila Cascahuin, and D. Suro,
Siembra Spirits, for access to plants and general support.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
Ruiz Mondragón Karen Yazmin is a doctoral student from the Programa de Doctorado en
Ciencias Biomédicas, Universidad Nacional Autónoma de México (UNAM) and has

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 16/24

http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


received the CONACyT fellowship No. CVU: 739748. This study was supported by grants
from PAPIIT IG200122, UNAM to Luis E. Eguiarte and Rafael Lira, PAPIIT IN212321,
UNAM to Daniel Piñero and by the project “Auge mezcalero y deudas de extinción:
investigación interdisciplinaria hacia la sustentabilidad” granted to Alfonso Valiente
Banuet by Consejo Nacional de Ciencia y Tecnología- PRONACES, 319061-Sistemas
socioecológicos, and a GIZ project to Rodrigo Medellín. The funders had no role in study
design, data collection and analysis, decision to publish, or preparation of the manuscript.

Grant Disclosures
The following grant information was disclosed by the authors:
Programa de Doctorado en Ciencias Biomédicas.
Universidad Nacional Autónoma de México (UNAM).
CONACyT: 739748.
PAPIIT IG200122, UNAM.
PAPIIT IN212321, UNAM.
Consejo Nacional de Ciencia y Tecnología-PRONACES. Sistemas Socioecológicos:
319061.
GIZ Project.

Competing Interests
Luis Enrique Eguiarte is an Academic Editor for PeerJ.

Author Contributions
� Karen Yazmin Ruiz Mondragon conceived and designed the experiments, performed the
experiments, analyzed the data, prepared figures and/or tables, authored or reviewed
drafts of the article, coordination of the administrative and lab work, and approved the
final draft.

� Erika Aguirre-Planter conceived and designed the experiments, performed the
experiments, authored or reviewed drafts of the article, coordination of the
administrative and lab work, and approved the final draft.

� Jaime Gasca-Pineda analyzed the data, prepared figures and/or tables, authored or
reviewed drafts of the article, and approved the final draft.

� Anastasia Klimova analyzed the data, prepared figures and/or tables, authored or
reviewed drafts of the article, and approved the final draft.

� Roberto-Emiliano Trejo-Salazar conceived and designed the experiments, performed the
experiments, authored or reviewed drafts of the article, and approved the final draft.

� Marco Antonio Reyes Guerra performed the experiments, authored or reviewed drafts of
the article, and approved the final draft.

� Rodrigo A. Medellin conceived and designed the experiments, authored or reviewed
drafts of the article, obtaining funds, and approved the final draft.

� Daniel Piñero conceived and designed the experiments, authored or reviewed drafts of
the article, obtaining funds, and approved the final draft.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 17/24

http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


� Rafael Lira conceived and designed the experiments, authored or reviewed drafts of the
article, obtaining funds, and approved the final draft.

� Luis E. Eguiarte conceived and designed the experiments, analyzed the data, prepared
figures and/or tables, authored or reviewed drafts of the article, obtaining funds, and
approved the final draft.

DNA Deposition
The following information was supplied regarding the deposition of DNA sequences:

The raw data is available at Genbank Sequence Read Archive (SRA): SRR20218765.

Data Availability
The following information was supplied regarding data availability:

The raw vcf file is available at Zenodo: Ruiz Mondragon Karen Yazmin, Aguirre Planter
Erika, Gasca-Pineda Jaime, Klimova Anastasia, Trejo-Salazar Roberto, Reyes Guerra
Marco Antonio, Medellín Rodrigo, Piñero Daniel, Lira Saade Rafael, & Eguiarte Luis.
(2023). Conservation genomics of Agave tequilana Weber var. azul: low genetic
differentiation and heterozygote excess in the tequila agave from Jalisco, Mexico. https://
doi.org/10.5281/zenodo.7041493.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.14398#supplemental-information.

REFERENCES
Alberto F, Gouveia L, Arnaud-Haond S, Pérez-Lloréns JL, Duarte CM, Serrao EA. 2005.

Within-population spatial genetic structure, neighbourhood size and clonal subrange in the
seagrass Cymodocea nodosa. Molecular Ecology 14:2669–2681
DOI 10.1111/j.1365-294X.2005.02640.x.

Alexander DH, Lange K. 2011. Enhancements to the ADMIXTURE algorithm for individual
ancestry estimation. BMC Bioinformatics 12(1):246 DOI 10.1186/1471-2105-12-246.

Alexander DH, Novembre J, Lange K. 2009. Fast model-based estimation of ancestry in unrelated
individuals. Genome Research 19(9):1655–1664 DOI 10.1101/gr.094052.109.

Álvarez-Ríos GD, Pacheco-Torres F, Figueredo-Urbina CJ, Casas A. 2020. Management,
morphological and genetic diversity of domesticated agaves in Michoacán, México. Journal of
Ethnobiology and Ethnomedicine 16(1):1–17 DOI 10.1186/s13002-020-0353-9.

Arteaga MC, Bello-Bedoy R, Gasca-Pineda J. 2020. Hybridization between Yuccas from Baja
California: genomic and environmental patterns. Frontiers in Plant Science 11:685
DOI 10.3389/fpls.2020.00685.

Balloux F, Lehmann L, de Meeüs T. 2003. The population genetics of clonal and partially clonal
diploids. Genetics 164:1635–1644 DOI 10.1093/genetics/164.4.1635.

Barrera-Redondo J, Piñero D, Eguiarte LE. 2020. Genomic, transcriptomic and epigenomic tools
to study the domestication of plants and animals: a field guide for beginners. Frontiers in
Genetics 11:742 DOI 10.3389/fgene.2020.00742.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 18/24

http://www.ncbi.nlm.nih.gov/sra/SRR20218765
https://doi.org/10.5281/zenodo.7041493
https://doi.org/10.5281/zenodo.7041493
http://dx.doi.org/10.7717/peerj.14398#supplemental-information
http://dx.doi.org/10.7717/peerj.14398#supplemental-information
http://dx.doi.org/10.1111/j.1365-294X.2005.02640.x
http://dx.doi.org/10.1186/1471-2105-12-246
http://dx.doi.org/10.1101/gr.094052.109
http://dx.doi.org/10.1186/s13002-020-0353-9
http://dx.doi.org/10.3389/fpls.2020.00685
http://dx.doi.org/10.1093/genetics/164.4.1635
http://dx.doi.org/10.3389/fgene.2020.00742
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Bhandari HR, Bhanu AN, Srivastava K, Singh MN, Shreya HA. 2017. Assessment of genetic
diversity in crop plants—an overview. Advances in Plants & Agriculture Research 7(3):255
DOI 10.15406/apar.2017.07.00255.

Bolger AM, Lohse M, Usadel B. 2014. Trimmomatic: a flexible trimmer for Illumina sequence
data. Bioinformatics 30(15):2114–2120 DOI 10.1093/bioinformatics/btu170.Epub.

Bruford MW, Davies N, Dulloo ME, Faith DP, Walters M. 2017. Monitoring changes in genetic
diversity. In: Walters M, Scholes RJ, eds. The GEO Handbook on Biodiversity Observation
Networks. Cham: Springer, 107–128.

Cabrera-Toledo D, Mendoza-Galindo E, Larranaga N, Herrera-Estrella A, Vásquez-Cruz M,
Hernández-Hernández T. 2022. Genomic and morphological differentiation of spirit
producing Agave angustifolia traditional landraces cultivated in Jalisco, Mexico. Plants 11:2274
DOI 10.3390/plants11172274.

Cabrera-Toledo D, Vargas-Ponce O, Ascencio-Ramírez S, Valadez-Sandoval LM, Pérez
Alquicira J, Morales-Saavedra J, Huerta-Galvan OF. 2020. Morphological and genetic
variation in monocultures, forestry systems and wild populations of Agave maximiliana of
western Mexico: implications for its conservation. Frontiers in Plant Science 11:817
DOI 10.3389/fpls.2020.00817.

Cheng J, Kao H, Dong S. 2020. Population genetic structure and gene flow of rare and endangered
Tetraena mongolicaMaxim. Revealed by reduced representation sequencing. BMC Plant Biology
20(1):391 DOI 10.1186/s12870-020-02594-y.

Coltman DW, Pilkington JG, Smith JA, Pemberton JM. 1999. Parasite-mediated selection
against inbred Soay sheep in a free-living, Island population. Evolution 1259–1267
DOI 10.1111/j.1558-5646.1999.tb04538.x.

Colunga-García Marín P, Zizumbo-Villarreal D. 2007. El tequila y otros mezcales del
centro-occidente de México: domesticación, diversidad y conservación de germoplasma.
In: Colunga- GarcíaMarín P, Larqué Saavedra A, Eguiarte LE, Zizumbo-Villarreal D, eds. En lo
Ancestral Hay Futuro: dEl Tequila, Los Mezcales y Otros Agaves. México City: Cicy-
conacytconabio Ine, 113–131.

Dalton R. 2005. Saving the agave. Nature 438(7071):1070–1071 DOI 10.1038/4381070a.

Danecek P, Auton A, Abecasis G, Cornelis A, Banks E, DePristo MA, Handsaker R, Lunter G,
Marth G, Sherry ST, McVean G, Durbin R, 1000 Genomes Project Analysis Group. 2011.
The variant call format and VCFtools. Bioinformatics 27(15):2156–2158
DOI 10.1093/bioinformatics/btr330.

Davey JW, Blaxter ML. 2010. RADSeq: next-generation population genetics. Briefings in
Functional Genomics 9(5–6):416–423 DOI 10.1093/bfgp/elq031.

Diario Oficial de la Federación. 1974. Declaración General de Protección a la Denominación de
Origen Tequila. Diciembre 9. Modificada en Octubre 13, 1977, y Octubre 26, 1999. Available at
https://www.dof.gob.mx/nota_detalle.php?codigo=4955919&fecha=03/11/1999#.

Diario Oficial de la Federación. 1997. Secretaría de Comercio y Fomento Industrial NORMA
OFICIAL MEXICANA NOM-006-SCFI-2012, BEBIDAS ALCOHOLICAS-TEQUILA-
ESPECIFICACIONES. September 3, Modified in December 24, February 1 and March 1, 2000.
Available at https://www.dof.gob.mx/nota_detalle.php?codigo=5282165&fecha=13/12/2012#gsc.
tab=0.

Dobzhansky TG. 1952. Nature and origin of heterosis. In: Gowen JW, ed. Heterosis. Ames, IA,
USA: Iowa State College Press, 218–223.

Doyle JJ, Doyle JL. 1987. A rapid DNA isolation produce for small quantities of fresh leaf tissue.
Phytochemical Bulletin 19(1):11–15.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 19/24

http://dx.doi.org/10.15406/apar.2017.07.00255
http://dx.doi.org/10.1093/bioinformatics/btu170.Epub
http://dx.doi.org/10.3390/plants11172274
http://dx.doi.org/10.3389/fpls.2020.00817
http://dx.doi.org/10.1186/s12870-020-02594-y
http://dx.doi.org/10.1111/j.1558-5646.1999.tb04538.x
http://dx.doi.org/10.1038/4381070a
http://dx.doi.org/10.1093/bioinformatics/btr330
http://dx.doi.org/10.1093/bfgp/elq031
https://www.dof.gob.mx/nota_detalle.php?codigo=4955919&fecha=03/11/1999#
https://www.dof.gob.mx/nota_detalle.php?codigo=5282165&fecha=13/12/2012#gsc.tab=0
https://www.dof.gob.mx/nota_detalle.php?codigo=5282165&fecha=13/12/2012#gsc.tab=0
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Eaton D, Overcast I. 2020. ipyrad: interactive assembly and analysis of RADseq datasets.
Bioinformatics 36(8):2592–2594 DOI 10.1093/bioinformatics/btz966.

Edwards AWF. 1971. Distance between populations on the basis of gene frequencies. Biometrics
27:873–881 DOI 10.2307/2528824.

Eguiarte LE, Aguirre-Planter E, Aguirre X, Colín R, González A, Rocha M, Souza V. 2013. From
isozymes to genomics: population genetics and conservation of Agave in México. The Botanical
Review 79(4):483–506 DOI 10.1007/s12229-013-9123-x.

Eguiarte LE, Aguirre-Planter E, Castellanos-Morales G, Souza V. 2022. Perspectives in plant
evolutionary genetics: a field guide in 15 “easy steps” for the botanists to modern evolutionary
genetics and genomics. Botanical Science. In press.

Eguiarte LE, Jiménez Barrón OA, Aguirre-Planter E, Scheinvar E, Gámez N, Gasca-Pineda J,
Castellanos-Morales G, Moreno-Letelier A, Souza V. 2021. Evolutionary ecology of Agave:
distribution patterns, phylogeny, and coevolution (an homage to Howard S. Gentry). American
Journal of Botany 108(2):216–235 DOI 10.1002/ajb2.1609.

Eguiarte L, Perez-Nasser N, Piñero D. 1992. Genetic structure, outcrossing rate and heterosis in
Astrocaryum mexicanum (tropical palm): implications for evolution and conservation. Heredity
69(3):217–228 DOI 10.1038/hdy.1992.119.

Eguiarte LE, Souza V. 2007. Historia natural del Agave y sus parientes: evolución y ecología.
In: Colunga-García Marín P, Larqué Saavedra A, Eguiarte LE, Zizumbo-Villareal D, eds. En lo
Ancestral Hay Futuro: Del Tequila, Los Mezcales y Otros Agaves. Mérida, Yucatán, México: Cicy.

Eguiarte LE, Souza V, Silva-Montellano A. 2000. Evolución de la familia Agavaceae: filogenia,
biología reproductiva y genética de poblaciones. Boletín de la Sociedad Botánica de México
66:131–150 DOI 10.17129/botsci.1618.

Elshire RJ, Glaubitz JC, Sun Q, Poland JA, Kawamoto K, Buckler ES, Mitchell SE. 2011. A
robust, simple genotyping-by-sequencing (GBS) approach for high diversity species. PLOS ONE
6(5):e19379 DOI 10.1371/journal.pone.0019379.

FAO. 2010. The second report on the state of the world’s plant genetic resources for food and
agriculture. Rome, Italy: Food and Agriculture Organisation of the United Nations.

Figueredo-Urbina CJ, Casas A, Torres-García I. 2017. Morphological and genetic divergence
between Agave inaequidens, A. cupreata and the domesticated A. hookeri. Analysis of their
evolutionary relationships. PLOS ONE 12:e0187260 DOI 10.1371/journal.pone.0187260.

Frankham R. 2010. Where are we in conservation genetics and where do we need to go?
Conservation Genetics 11(2):661–663 DOI 10.1007/s10592-009-0010-2.

Fregene MA, Suarez M, Mkumbira J, Kulembeka H, Ndedya E, Kulaya A, Mitchel S,
Gullberg U, Rosling H, Dixon AG, Dean R, Kresovich S. 2003. Simple sequence repeat marker
diversity in cassava landraces: genetic diversity and differentiation in an asexually propagated
crop. Theoretical and Applied Genetics (Theoretische und Angewandte Genetik)
107(6):1083–1093 DOI 10.1007/s00122-003-1348-3.

Félix-Valdez LI, Vargas-Ponce O, Cabrera-Toledo D, Casas A, Cibrian-Jaramillo A, de la
Cruz-Larios L. 2016. Effects of traditional management for mescal production on the diversity
and genetic structure of Agave potatorum (Asparagaceae) in central Mexico. Genetic Resources
and Crop Evolution 63:1255–1271 DOI 10.1007/s10722-015-0315-6.

Gepts P, Hancock J. 2006. The future of plant breeding. Crop Science 46(4):1630–1634
DOI 10.2135/cropsci2005-12-0497op.

Gepts P, Papa R. 2003. Evolution during domestication. In: Encyclopedia of Life Sciences.
Macmillan Publishers DOI 10.1038/npg.els.0003071.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 20/24

http://dx.doi.org/10.1093/bioinformatics/btz966
http://dx.doi.org/10.2307/2528824
http://dx.doi.org/10.1007/s12229-013-9123-x
http://dx.doi.org/10.1002/ajb2.1609
http://dx.doi.org/10.1038/hdy.1992.119
http://dx.doi.org/10.17129/botsci.1618
http://dx.doi.org/10.1371/journal.pone.0019379
http://dx.doi.org/10.1371/journal.pone.0187260
http://dx.doi.org/10.1007/s10592-009-0010-2
http://dx.doi.org/10.1007/s00122-003-1348-3
http://dx.doi.org/10.1007/s10722-015-0315-6
http://dx.doi.org/10.2135/cropsci2005-12-0497op
http://dx.doi.org/10.1038/npg.els.0003071
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Gil-Vega K, Díaz C, Nava-Cedillo A, Simpson J. 2006. AFLP analysis of Agave tequilana varieties.
Plant Science 170(4):904–909 DOI 10.1016/j.plantsci.2005.12.014.

Gil-Vega K, González-Chavira MM, Martínez de la Vega O, Simpson J, Vandemark G. 2001.
Analysis of genetic in Agave tequilana var. Azul using RAPD markers. Euphytica 119:335–341
DOI 10.1023/A:1017553107303.

Glémin S, Bazin E, Charlesworth D. 2006. Impact of mating systems on patterns of sequence
polymorphism in flowering plants. Proceedings of the Royal Society Series B: Biological Sciences
273:3011–3019 DOI 10.1098/rspb.2006.3657.

Goudet J. 2005. hierfstat, a package for R to compute and test hierarchical F-statistics. Molecular
Ecology Notes 5(1):184–186 DOI 10.1111/j.1471-8286.2004.00828.x.

Gross SM, Martin JA, Simpson J, Abraham-Juarez MJ, Wang Z, Visel A. 2013. De novo
transcriptome assembly of drought tolerant CAM plants, Agave deserti and Agave tequilana.
BMC Genomics 14(1):563 DOI 10.1186/1471-2164-14-563.

Guerra-García A, Suárez-Atilano M, Mastretta-Yanes A, Delgado-Salinas A, Piñero D. 2017.
Domestication genomics of the open-pollinated scarlet runner bean (Phaseolus coccineus L.).
Frontiers in Plant Science 8:1891 DOI 10.3389/fpls.2017.01891.

Hamilton MB. 2009. Population genetics. Chichester, UK: Wiley-Blackwell, 38.

Hazzouri KM, Gros-Balthazard M, Flowers JM, Copetti D, Lemansour A, Lebrun M,
Masmoudi K, Ferrand S, Dhar MI, Fresquez ZA, Rosas U, Zhang J, Talag J, Lee S, Kudrna D,
Powell RF, Leitch IJ, Krueger RR, Wing RA, Amiri K, Purugganan MD. 2019. Genome-wide
association mapping of date palm fruit traits. Nature Communications 10(1):4680
DOI 10.1038/s41467-019-12604-9.

Hedrick P. 2011. Genetics of populations. Chapter 8. Inbreeding and Related Topics. Arizona State
University: Jones & Bartlett Learning, 439–521.

Jombart T. 2008. adegenet: a R package for the multivariate analysis of genetic markers.
Bioinformatics 24(11):1403–1405 DOI 10.1093/bioinformatics/btn129.

Jombart T, Ahmed I. 2011. adegenet 1.3-1: new tools for the analysis of genome-wide SNP data.
Bioinformatics 27(21):3070–3071 DOI 10.1093/bioinformatics/btr521.

Judson OP, Normark BB. 1996. Ancient asexual scandals. Trends in Ecology & Evolution
11:A41–A46 DOI 10.1016/0169-5347(96)81040-8.

Kamvar ZN, Tabima JF, Grünwald NJ. 2014. Poppr: an R package for genetic analysis of
populations with clonal, partially clonal, and/or sexual reproduction. PeerJ 2:e281
DOI 10.7717/peerj.281.

Keller MC, Visscher PM, Goddard ME. 2011. Quantification of inbreeding due to distant
ancestors and its detection using dense single nucleotide polymorphism data. Genetics
189(1):237–249 DOI 10.1534/genetics.111.130922.

Klekowski EJ. 1988. Progressive cross and self-sterility associated with aging in fern clones and
perhaps other plants. Heredity 61:247–253 DOI 10.1038/hdy.1988.112.

Klimova A, Ruiz Mondragón KY, Molina Freaner F, Aguirre-Planter E, Eguiarte LE. 2022.
Genomic analyses of wild and cultivated bacanora agave (Agave angustifolia var. pacifica) reveal
inbreeding, few signs of cultivation history and shallow population structure. Plants 11(11):1426
DOI 10.3390/plants11111426.

Manrique-Carpintero NC, Coombs JJ, Pham GM, Laimbeer FPE, Braz GT, Jiang J, Veilleux RE,
Buell CR, Douches DS. 2018. Genome reduction in tetraploid potato reveals genetic load,
haplotype variation, and loci associated with agronomic traits. Frontiers in Plant Science 9:944
DOI 10.3389/fpls.2018.00944.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 21/24

http://dx.doi.org/10.1016/j.plantsci.2005.12.014
http://dx.doi.org/10.1023/A:1017553107303
http://dx.doi.org/10.1098/rspb.2006.3657
http://dx.doi.org/10.1111/j.1471-8286.2004.00828.x
http://dx.doi.org/10.1186/1471-2164-14-563
http://dx.doi.org/10.3389/fpls.2017.01891
http://dx.doi.org/10.1038/s41467-019-12604-9
http://dx.doi.org/10.1093/bioinformatics/btn129
http://dx.doi.org/10.1093/bioinformatics/btr521
http://dx.doi.org/10.1016/0169-5347(96)81040-8
http://dx.doi.org/10.7717/peerj.281
http://dx.doi.org/10.1534/genetics.111.130922
http://dx.doi.org/10.1038/hdy.1988.112
http://dx.doi.org/10.3390/plants11111426
http://dx.doi.org/10.3389/fpls.2018.00944
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Martínez-González C, Castellanos-Morales G, Barrera-Redondo J, Sánchez-de la Vega G,
Hernández-Rosales HS, Gasca-Pineda J, Aguirre-Planter E, Moreno-Letelier A,
Escalante AE, Montes-Hernández S, Lira-Saade R, Eguiarte LE. 2021. Recent and historical
gene flow in cultivars, landraces, and a wild taxon of Cucurbita pepo in Mexico. Frontiers in
Ecology and Evolution 9:656051 DOI 10.3389/fevo.2021.656051.

McKey D, Elias M, Pujol B, Duputié A. 2010. The evolutionary ecology of clonally propagated
domesticated plants. The New Phytologist 186(2):318–332
DOI 10.1111/j.1469-8137.2010.03210.x.

Millennium Ecosystem Assessment. 2005. Ecosystems and human wellbeing: synthesis.
Washington, DC, USA: Island Press.

Mitton JB. 1989. Physiological and demographic variation associated with allozyme variation.
In: Soltis DE, Soltis PS, eds. Isozymes in Plant Biology. Portland, Oregon: Dioscorides Press,
87–105.

Molina-Freaner F, Eguiarte LE. 2003. The pollination biology of two paniculate agaves
(Agavaceae) from northwestern Mexico: contrasting roles of bats as pollinators. American
Journal of Botany 90(7):1016–1024 DOI 10.3732/ajb.90.7.1016.

Mussmann SM, Douglas MR, Chafin TK, Douglas ME. 2019. BA3- SNPs: contemporary
migration reconfigured in BayesAss for next-generation sequence data. Methods in Ecology and
Evolution 10(10):1808–1813 DOI 10.1111/2041-210X.13252.

Nei M. 1972. Genetic distances between populations. American Naturalist 106(949):283–292
DOI 10.1086/282771.

Pembleton LW, Cogan NO, Forster JW. 2013. StAMPP: an R package for calculation of genetic
differentiation and structure of mixed-ploidy level populations. Molecular Ecology Resources
13(5):946–952 DOI 10.1111/1755-0998.12129.

Pujol B, David P, McKey D. 2005.Microevolution in agricultural environments: how a traditional
Amerindian farming practice favours heterozygosity in cassava (Manihot esculenta Crantz,
Euphorbiaceae). Ecology Letters 8:138–147 DOI 10.1111/j.1461-0248.2004.00708.x.

Purcell S, Neale B, Todd-Brown K, Thomas L, Ferreira MA, Bender D, Maller J, Sklar P,
de Bakker PI, Daly MJ, Sham PC. 2007. PLINK: a tool set for whole-genome association and
population-based linkage analyses. American Journal of Human Genetics 81(3):559–575
DOI 10.1086/519795.

R Core Team. 2020. R: a language and environment for statistical computing. R Foundation for
Statistical Computing. Vienna, Austria. Available at https://www.R-project.org/.

Rivera-Lugo M, García-Mendoza A, Simpson J. 2018. Taxonomic implications of the
morphological and genetic variation of cultivated and domesticated populations of the Agave
angustifolia complex (Agavoideae, Asparagaceae) in Oaxaca, Mexico. Plant Systematics and
Evolution 304(8):969–979 DOI 10.1007/s00606-018-1525-0.

Robert ML, Lim KY, Hanson L, Sanchez-Teyer F, Bennett MD, Leitch AR, Leitch IJ. 2008.Wild
and agronomically important Agave species (Asparagaceae) show proportional increases in
chromosome number, genome size, and genetic markers with increasing ploidy. Botanical
Journal of the Linnean Society 158(2):215–222 DOI 10.1111/j.1095-8339.2008.00831.x.

Rocha M, Good-Ávila SV, Molina-Freaner F, Arita HT, Castillo A, García-Mendoza A,
Silva-Montellano A, Gaut BS, Souza V, Eguiarte LE. 2006. Pollination biology and adaptive
radiation of Agavaceae, with special emphasis on the genus Agave. Aliso 22:327–342
DOI 10.5642/aliso.20062201.27.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 22/24

http://dx.doi.org/10.3389/fevo.2021.656051
http://dx.doi.org/10.1111/j.1469-8137.2010.03210.x
http://dx.doi.org/10.3732/ajb.90.7.1016
http://dx.doi.org/10.1111/2041-210X.13252
http://dx.doi.org/10.1086/282771
http://dx.doi.org/10.1111/1755-0998.12129
http://dx.doi.org/10.1111/j.1461-0248.2004.00708.x
http://dx.doi.org/10.1086/519795
https://www.R-project.org/
http://dx.doi.org/10.1007/s00606-018-1525-0
http://dx.doi.org/10.1111/j.1095-8339.2008.00831.x
http://dx.doi.org/10.5642/aliso.20062201.27
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Rocha M, Valera A, Eguiarte LE. 2005. Reproductive ecology of five sympatric Agave Littea
(Agavaceae) species in central Mexico. American Journal of Botany 92:1330–1341
DOI 10.3732/ajb.92.8.1330.

Ruggiero MV, Reusch TBH, Procaccini G. 2005. Local genetic structure in a clonal dioecious
angiosperm. Molecular Ecology 14:957–967 DOI 10.1111/j.1365-294X.2005.02477.x.

Sánchez R, Medellin RA. 2007. Food habits of the threatened bat Leptonycteris nivalis (Chiroptera:
Phyllostomidae) in a mating roost in Mexico. Journal of Natural History 41:1753–1764
DOI 10.1080/00222930701483398.

Santana MA, Romay G, Matehus J, Vicente-Villardón J.Demey JR. 2009. A simple and lowcost
strategy for micropropagation of cassava (Manihot esculenta Crantz). African Journal of
Biotechnology 8(16):3789–3897 DOI 10.5897/AJB2009.000-9375.

Schoen DJ, Schultz ST. 2019. Somatic mutation and evolution in plants. Annual Review of Ecology,
Evolution, and Systematics 50(1):49–73 DOI 10.1146/annurev-ecolsys-110218-024955.

Servicio de Información Agroalimentaria y Pesquera, SIAP. 2020. Panorama agroalimentario
2020. Available at https://www.gob.mx/siap.

Silva-Montellano A, Eguiarte LE. 2003. Geographic patterns in the reproductive ecology of Agave
lechuguilla (Agavaceae) in the Chihuahuan Desert. I. Floral characteristics, visitors, and
fecundity. American Journal of Botany 90:377–387 DOI 10.3732/ajb.90.3.377.

Siqueira MV, Pinheiro TT, Borges A, Valle TL, Zatarim M, Veasey EA. 2010. Microsatellite
polymorphisms in cassava landraces from the Cerrado biome, Mato Grosso do sul, Brazil.
Biochemical Genetics 48(9–10):879–895 DOI 10.1007/s10528-010-9369-5.

Šmarda P, Bureš P, Horová L, Leitch IJ, Mucina L, Pacini E, Tichý L, Grulich V, Rotreklová O.
2014. Ecological and evolutionary significance of genomic GC content diversity in monocots.
Proceedings of the National Academy of Sciences of the United States of America
111(39):E4096–E4102 DOI 10.1073/pnas.1321152111.

Stoeckel S, Grange J, Fernández-Manjarres JF, Bilger I, Frascaria-Lacoste N, Mariette S. 2006.
Heterozygote excess in a self-incompatible and partially clonal forest tree species—Prunus
avium L. Molecular Ecology 15(8):2109–2118 DOI 10.1111/j.1365-294X.2006.02926.x.

Stoffel MA, Esser M, Kardos M, Humble E, Nichols H, David P, Hoffman JI. 2016. inbreedR: an
R package for the analysis of inbreeding based on genetic markers. Methods in Ecology and
Evolution 7(11):1331–1339 DOI 10.1111/2041-210X.12588.

Taye B. 1998. Cassava Africa’s food security crop. Ibadan: International Institute of Tropical
Agriculture (IITA).

The Potato Genome Sequencing Consortium. 2011. Genome sequence and analysis of the tuber
crop potato. Nature 475(7355):189–195 DOI 10.1038/nature10158.

Trejo L, Alvarado-Cardenas LO, Scheinvar E, Eguiarte LE. 2016. Population genetic analysis and
bioclimatic modeling in Agave striata in the Chihuahuan Desert indicate higher genetic
variation and lower differentiation in drier and more variable environments. American Journal
of Botany 103:1020–1029 DOI 10.3732/ajb.1500446.

Trejo L, Limones V, Peña G, Scheinvar E, Vargas-Ponce O, Zizumbo-Villarreal D,
Colunga-GarcíaMarín P. 2018. Genetic variation and relationships among agaves related to the
production of Tequila and Mezcal in Jalisco. Industrial Crops and Products 125:140–149
DOI 10.1016/j.indcrop.2018.08.072.

Trejo-Salazar RE, Eguiarte LE, Suro-Piñera D, Medellín RA. 2016. Save our bats, save our
tequila: industry and science join forces to help bats and Agaves. Natural Areas Journal
36(4):523–530 DOI 10.3375/043.036.0417.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 23/24

http://dx.doi.org/10.3732/ajb.92.8.1330
http://dx.doi.org/10.1111/j.1365-294X.2005.02477.x
http://dx.doi.org/10.1080/00222930701483398
http://dx.doi.org/10.5897/AJB2009.000-9375
http://dx.doi.org/10.1146/annurev-ecolsys-110218-024955
https://www.gob.mx/siap
http://dx.doi.org/10.3732/ajb.90.3.377
http://dx.doi.org/10.1007/s10528-010-9369-5
http://dx.doi.org/10.1073/pnas.1321152111
http://dx.doi.org/10.1111/j.1365-294X.2006.02926.x
http://dx.doi.org/10.1111/2041-210X.12588
http://dx.doi.org/10.1038/nature10158
http://dx.doi.org/10.3732/ajb.1500446
http://dx.doi.org/10.1016/j.indcrop.2018.08.072
http://dx.doi.org/10.3375/043.036.0417
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/


Trejo-Salazar RE, Scheinvar E, Eguiarte LE. 2015. ¿Quién poliniza realmente los agaves?
Diversidad de visitantes florales en 3 especies de Agave (Agavoideae: Asparagaceae). Revista
Mexicana de Biodiversidad 86:1870–3453 DOI 10.1016/j.rmb.2015.04.007.

Vargas-Ponce O, Zizumbo-Villarreal D, Martínez-Castillo J, Coello-Coello J,
Colunga-GarcíaMarín P. 2009. Diversity and structure of landraces of Agave grown for spirits
under traditional agriculture: a comparison with wild populations of A. angustifolia (Agavaceae)
and commercial plantations of A. tequilana. American Journal of Botany 96:448–457
DOI 10.3732/ajb.0800176.

Velasco R, Zharkikh A, Troggio M, Cartwright DA, Cestaro A, Pruss D, Pindo M,
Fitzgerald LM, Vezzulli S, Reid J, Malacarne G, Iliev D, Coppola G, Wardell B, Micheletti D,
Macalma T, Facci M, Mitchell JT, Perazzolli M, Eldredge G, Gatto P, Oyzerski R, Moretto M,
Gutin N, Stefanini M, Chen Y, Segala C, Davenport C, Demattè L, Mraz A, Battilana J,
Stormo K, Costa F, Tao Q, Si-Ammour A, Harkins T, Lackey A, Perbost C, Taillon B,
Stella A, Solovyev V, Fawcett JA, Sterck L, Vandepoele K, Grando SM, Toppo S, Moser C,
Lanchbury J, Bogden R, Skolnick M, Sgaramella V, Bhatnagar SK, Fontana P, Gutin A,
Van de Peer Y, Salamini F, Viola R. 2007. A high quality draft consensus sequence of the
genome of a heterozygous grapevine variety. PLOS ONE 2(12):e1326
DOI 10.1371/journal.pone.0001326.

WangW, Feng B, Xiao J, Xia Z, Zhou X, Li P, ZhangW,Wang Y, Møller BL, Zhang P, Luo MC,
Xiao G, Liu J, Yang J, Chen S, Rabinowicz PD, Chen X, Zhang HB, Ceballos H, Lou Q,
Zou M, Carvalho Luiz JCB, Zeng C, Xia J, Sun S, Fu Y, Wang H, Lu C, Ruan M, Zhou S,
Wu Z, Liu H, Kannangara RM, Jørgensen K, Neale RL, Bonde M, Heinz N, Zhu W, Wang S,
Zhang Y, Pan K, Wen M, Ma P-A, Li Z, Hu M, Liao W, HuW, Zhang S, Pei J, Guo A, Guo J,
Zhang J, Zhang Z, Ye J, OuW, Ma Y, Liu X, Tallon LJ, Galens K, Ott S, Huang J, Xue J, An F,
Yao Q, Lu X, Fregene M, López-Lavalle L, Becerra A, Wu J, You FM, Chen M, Hu S, Wu G,
Zhong S, Ling P, Chen Y, Wang Q, Liu G, Liu B, Li K, Peng M. 2014. Cassava genome from a
wild ancestor to cultivated varieties. Nature communications 5:5110 DOI 10.1038/ncomms6110.

Welch DM, Meselson M. 2000. Evidence for the evolution of bdelloid rotifers without sexual
reproduction or genetic exchange. Science 288:1211–1215 DOI 10.1126/science.288.5469.1211.

Wright S. 1951. The genetical structure of populations. Annals of Eugenics 15(4):323–354
DOI 10.1111/j.1469-1809.1949.tb02451.x.

Yang J, Lee SH, Goddard ME, Visscher PM. 2011. GCTA: a tool for genome-wide complex trait
analysis. American Journal of Human Genetics 88(1):76–82 DOI 10.1016/j.ajhg.2010.11.011.

Ruiz Mondragon et al. (2022), PeerJ, DOI 10.7717/peerj.14398 24/24

http://dx.doi.org/10.1016/j.rmb.2015.04.007
http://dx.doi.org/10.3732/ajb.0800176
http://dx.doi.org/10.1371/journal.pone.0001326
http://dx.doi.org/10.1038/ncomms6110
http://dx.doi.org/10.1126/science.288.5469.1211
http://dx.doi.org/10.1111/j.1469-1809.1949.tb02451.x
http://dx.doi.org/10.1016/j.ajhg.2010.11.011
http://dx.doi.org/10.7717/peerj.14398
https://peerj.com/

	Conservation genomics of Agave tequilana Weber var. azul: low genetic differentiation and heterozygote excess in the tequila agave from Jalisco, Mexico ...
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusions
	flink6
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


