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Abstract: The Laperrine’s olive is endemic to the Saharan Mountains. Adapted to arid environments,
it may constitute a valuable genetic resource to improve water-stress tolerance in the cultivated olive.
However, limited natural regeneration coupled with human pressures make it locally endangered
in Central Sahara. Understanding past population dynamics is thus crucial to define management
strategies. Nucleotide sequence diversity was first investigated on five nuclear genes and compared
to the Mediterranean and African olives. These data confirm that the Laperrine’s olive has a strong
affinity with the Mediterranean olive, but it shows lower nucleotide diversity than other continental
taxa. To investigate gene flows mediated by seeds and pollen, polymorphisms from nuclear and
plastid microsatellites from 383 individuals from four Saharan massifs were analyzed. A higher
genetic diversity in Ahaggar (Hoggar, Algeria) suggests that this population has maintained over the
long term a larger number of individuals than other massifs. High-to-moderate genetic differentiation
between massifs confirms the role of desert barriers in limiting gene flow. Yet contrasting patterns of
isolation by distance were observed within massifs, and also between plastid and nuclear markers,
stressing the role of local factors (e.g., habitat fragmentation, historical range shift) in seed and pollen
dispersal. Implications of these results in the management of the Laperrine’s olive genetic resources
are discussed.

Keywords: dry area; gene flow; isolation by distance; Laperrine’s olive; microsatellites; plastid DNA;
Sahara desert; seed and pollen dispersal; wild olive genetic resources

1. Introduction

The Sahara Desert is an area of 9,200,000 km2 with occidental and oriental boundaries
stretching out from the Atlantic coast to the Red Sea [1]. This hostile environment acts
as a major geographic barrier between the Mediterranean Basin and tropical Africa [2,3].
Several successive dry and wet periods have, however, induced the decline and expansion
of suitable habitats for living organisms, including humans [3,4]. The last important
wet period ended about 6000 years ago [5,6], after which current dry conditions were
established. The summits of the Saharan massifs (reaching 3415 m in Tibesti, Chad) are
characterized by a less arid climate with more regular precipitation and cooler temperatures
than in the surrounding plains, and consequently they act as isolated refugia for numerous
species [3,7,8]. Several long-living tree species have persisted in this environment, including
a few iconic endemics such as the Tassili’s cypress (Cupressus dupreziana A. Camus), the
Nivelle’s myrtle (Myrtus nivellei Batt. & Trab.) and the Laperrine’s olive (Olea europaea
L. subsp. laperrinei. (Batt. & Trab.) Cif.) [9–12]. Today, anthropogenic pressures locally
endanger these species, more particularly the Tassili’s cypress, which is classified in the
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red list of IUCN [9,12]. In addition, the long generation time of tree species may limit their
ability to evolve, making them vulnerable to abrupt environmental changes.

The Laperrine’s olive (O. e. laperrinei) is an olive subspecies endemic to the Saharan
massifs [13]. Genetic studies show that this taxon is highly differentiated from its Mediter-
ranean, Macaronesian, African and Asian relatives [14]. Phylogeographic studies suggest
that it has an ancient admixed origin, probably resulting from crossing between popula-
tions from Subtropical Africa and the Mediterranean Basin [15,16]. Currently, the taxon is
present in three mountain ranges: Aïr (northern Niger), Hoggar (southern Algeria), and
Jebel Marra (west of Darfur, northwestern Sudan) [17–19]. In the Hoggar and the Aïr moun-
tains, annual precipitation is often less than 50–100 mm, but higher precipitation amounts
make Jebel Marra more favorable to their persistence and natural regeneration [3,7,19,20].
Plastid markers show that the Central Saharan and the Sudanese populations are fully
differentiated (lineages E1-l1 (formerly L1) and E1-l2 (formerly L2), respectively), indicating
that these populations have not been exchanging seeds for a very long time, well before
the last wet phase on the Sahara [11].

The Laperrine’s olive survival is uncertain in some places, particularly in the isolated
Bagzane and Egalah mountains, Aïr, Niger [20]. This may be due to several factors,
such as desert expansion, increased anthropogenic pressures, very slow “turnover” of
populations (mean generation time probably exceeding several centuries) and overall harsh
climatic conditions [21]. There are very few opportunities for sexual reproduction, and the
persistence of the taxon is mainly ensured thanks to an important clonal growth [20,22].
The isolation of populations combined with these different factors make this subspecies
vulnerable to environmental fluctuations, especially in the smallest populations. In order
to establish conservation programs, it is necessary to understand more precisely the past
dynamics of populations. A first genetic study of Laperrine’s olive populations from
Central Sahara (Hoggar, Aïr) allowed the comparison of diversity levels between different
massifs and led to the identification of differentiated genetic pools [23]. Based on nuclear
markers, a higher genetic diversity in Ahaggar (formerly termed “Hoggar” [23], which
actually gathers Ahaggar, Tassili n’Ajjer, Tassili n’Immidir, and Tefedest) compared to the
other studied massifs was revealed. The contribution of desert barriers in limiting gene
dispersal between massifs was also demonstrated, but the relative importance of gene flow
through seeds and pollen was not investigated due to a lack of variation in the plastid
markers used in the previous study [23]. This question can now be addressed using highly
polymorphic plastid markers developed from the whole plastome [24]. A few studies have
been published regarding the estimation of seeds and/or pollen movements in wild olive
populations by using different approaches: a first work was conducted on the Canarian
olive (O. europaea subsp. guanchica P. Vargas et al.) [25], with indirect measures based on
nuclear and plastid DNA data [26], whereas other studies have identified pollen donors
with paternity analyses on seeds collected in wild populations [27–29]. These later studies
demonstrated that effective pollen flow can exceed several kilometers, and may have
favored gene exchanges between patches of individuals in a highly fragmented landscape.

To cope with a severe water deficit in its natural environment, the Laperrine’s olive
has developed key adaptive traits limiting water loss by transpiration, such as lanceolate
leaves (long and narrow) and dense abaxial peltate scales protecting stomata [18,30]. This
taxon thus represents a potential genetic resource for the improvement of the cultivated
olive [11], but its main gene pools still need to be prospected and evaluated in ex situ gene
banks. A collection of 37 mature Laperrine’s olives from Ahaggar is currently available, and
this material was recently used to resolve a controversy on the genetic determinism of the
self-incompatibility system in the O. europaea complex [31]. This work also demonstrated
that controlled hybridization with cultivated olives is feasible despite a strong flowering
time shift. Interestingly, a population genetic study revealed that recent admixture between
Saharan and Mediterranean olives has already occurred, notably in Tassili n’Ajjer [32].
The contribution of the Laperrine’s olive to the cultivated gene pool remains, however,
very limited [32]. In addition, advanced generation of back-crosses in the Mediterranean
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olive was shown to produce a relatively high frequency of triploids, probably resulting
from unreduced gametes in the cultivar “Dokkar” [33], which may result from genomic
incompatibilities in olive hybrids.

In this study, we used an enlarged sampling of both plant material and genetic markers
to refine previous genetic analyses of the Laperrine’s olive populations [23]. The current
work aims to: (i) assess the diversity within a few nuclear genes in the Laperrine’s olive
compared to Mediterranean and African olives; (ii) describe and compare the genetic
structure among four massifs of Central Sahara (i.e., Ahaggar, Tassili n’Ajjer, Tamgak and
Bagzane-Egalah), using both plastid and nuclear DNA microsatellites; (iii) evaluate the
isolation by distance on different spatial scales; and (iv) estimate the contributions of pollen
and seed in the global gene flow at different geographic scales. Finally, we briefly discuss
the implications of our results to define adequate conservation measures and sampling
strategies in order to constitute an ex situ bank of this taxon.

2. Material and Methods
2.1. Plant Material

Here, we focused on the Central Saharan populations (plastid lineage E1.l1 [11,34]).
Four main mountain massifs were investigated: two of them in Hoggar, Algeria (Ahaggar
(16 distinct sites) and Tassili n’Ajjer (one site, plus one isolated individual)) and two others
in Aïr, Niger (Tamgak (three sites) and Bagzane (two sites, plus one isolated individual
in Egalah)) (Table S1). In an earlier study [23], 237 genets were sampled. Additional
samplings were realized in Ahaggar in 2007 [27,35], and 383 individuals (genets) are now
available (after excluding clones [20,22,23]). Four non-diploid genotypes were included
in this sampling (Table S1) and excluded from population genetics analyses based on
nuclear microsatellites (see [35] for a discussion on putative origins of triploids). A total of
209 genets were collected in the relatively accessible Tamanrasset District (Table S1), where
an especially dense sampling of Adrar Heggueghene (elevation ca. 1400–1700 m) allowed
accurate characterization of the Laperrine’s olive diversity at a local scale (ca. 250 km2; see
below). In addition, one sample from Jebel Mara (Sudan) was investigated from a seed
collected in an herbarium sample (Jackson & Ramsey 2 [K]). DNA was extracted from the
embryo as previously reported [36]. This individual belongs to a population characterized
by plastid lineage E1.l2 [11,34] and was used here for the analysis of nuclear gene diversity.

2.2. Genetic Markers

Nuclear gene sequences are useful to detect recent admixture and also to compare
patterns of nucleotide diversity among related species [36,37]. Partial gene sequences (that
include one or two introns) were thus first generated on a few Laperrine’s individuals
for five loci as described by [36]: CUL4 (cullin gene), FAD6 (plastidial delta-12 oleate
desaturase gene), MST2 (monosaccharide transporter-2 gene), OCO (constans-like gene),
and OEW (lupeol synthase gene). For each locus, sequences of different alleles were
obtained following the strategies previously described [36]. Nine individuals (including
three triploids [35]; Table S2) were characterized, yielding a total of 21 allelic sequences
(or haplotypes) for each locus. These individuals were chosen to represent the main
populations of the Laperrine’s olive (i.e., four individuals from Ahaggar, two from Tassili
n’Ajjer, one from Bagzane, one from Tamgak, and one from Jebel Marra; Table S2).

We then genotyped all trees with microsatellites loci (or Simple Sequence Repeats,
SSRs) for population genetics analyses. Twelve nuclear SSR loci were used to characterize
382 individuals (Table S3). Nine of these loci were already used by Besnard et al. [23] (i.e.,
DCA03, DCA08, DCA09, DCA14, DCA15, PA(ATT)2, GAPU45, and EMO03). We analyzed
three additional loci (DCA05, DCA18, and GAPU71A [38,39]) using the protocols described
in [23]. A physical linkage is known for two pairs of markers [40]: GAPU45/DCA05 with
a genetic distance of 5–6 cM and DCA14/DCA15 with a genetic distance of 70–80 cM. In
addition, for seed dispersal investigation, we screened variation in the plastid genome that
is strictly maternally inherited in the olive [41]. In the former study [23], three polymorphic
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plastid microsatellites (cpSSR) were used and permitted to distinguish only five haplotypes
in the Central Saharan populations. Herein, 51 plastid loci (including 41 cpSSRs [24]) were
used to characterize 366 genets from the Central Saharan mountains (Aïr and Hoggar;
Table S3).

2.3. Data Analyses
2.3.1. Analyses of Nuclear Gene Sequences

For each locus, the 21 allelic sequences (or haplotypes) of subsp. laperrinei were
combined to the 60 allelic sequences previously isolated from 17 Mediterranean olives
and 13 African olives in the native range [36]. All sequences were aligned with MUSCLE

implemented in MEGA v7.0 [42]. The nucleotide diversity π [43] was measured with MEGA

as the average number of substitutions per site between two haplotype sequences. This
parameter was estimated separately on subspp. europaea, cuspidata, and laperrinei, and then
on the whole sampling. The standard error of these values was estimated by bootstrapping
on haplotypes (100 replicates).

The phylogenetic relationships among haplotypes were visualized by reconstructing
a reduced-median network implemented in the application NETWORK v4.112 [44]. All
substitutions and indels were coded as 1/0 and considered as equivalent characters. Multi-
state variations were observed at two poly-T stretches in gene OEW, but these two regions
were excluded from our analyses because of an expected high homoplasy on these motifs
(for more details see [36]).

2.3.2. Analyses of Plastid DNA Haplotypes

For each individual, a plastid DNA haplotype (or chlorotype) was defined by the
combination of alleles from the polymorphic loci. For the allele coding, we followed
the procedure previously described [24]. The geographic distribution of chlorotypes was
represented on a map. A haplotype network was also reconstructed with the reduced-
median method implemented in NETWORK [44].

2.3.3. Descriptive Analyses of Population Genetic Data

First, we tested for linkage disequilibrium between all pairs of nuclear SSR loci using
FSTAT V2.9.3 [45]. Then, three estimators were calculated with FSTAT to depict genetic
diversity patterns among populations: (i) First, the total heterozygosity HT [46] was cal-
culated for each locus and each population: HT = 1 − ∑ pi

2, where pi is the probability to
meet the allele i at a given locus for the whole population. For a single nuclear SSR locus,
this estimator represents the average proportion of individuals that carry two different
alleles. HT is more rightly called genetic diversity in the case of haploid plastid markers.
(ii) Second, the allelic richness RS [47] was measured and allowed the comparison of the
number of alleles among samples of different sizes according to the rarefaction princi-
ple [48]. (iii) And third, the effective number of haplotypes or alleles Ne [49] was estimated
for the plastid and nuclear markers according to the following equation: Ne = 1 / ∑ pi

2.
A different number of alleles can lead to the same heterozygosity according to the allele
frequencies. Ne represents the number of alleles of equal frequency required to lead to
the same heterozygosity in a population. This estimator enables the comparison between
populations or subpopulations based on their most frequent haplotypes.

To test the significance of the difference in both total heterozygosity and allelic richness
between populations or subpopulations, a paired Wilcoxon test was carried out with a
Bonferroni correction. We particularly tested whether the allelic richness was higher in
Ahaggar than in other massifs (unilateral test) as previously reported [23].

2.3.4. Identification of Genetic Clusters

Populations and subpopulations used in this study are arbitrary delimited based
on geographical criteria. To check the relevance of this separation, it is possible, using
nuclear markers, to define different genetic clusters within the sampling without a priori
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on the origin of the trees. The number of genetically homogeneous clusters (K) in the
whole dataset and separately for the Hoggar and the Aïr populations (see below) was
determined using two model-based clustering methods. We first used the snapclust
clustering approach of the adegenet RStudio package [50,51] and then used the clustering
method implemented in STRUCTURE v2.3.4 [52]. For snapclust, we used the K-means
method (for a number of clusters K ranging from one to ten at the local scale, and selected
the most appropriate K value using the BIC (Bayesian information criterion) statistics [53]
over 20 iterations per K value. The STRUCTURE analysis was run under the admixture
model for 1,000,000 generations after a burn-in period of 200,000, assuming a correlation
among allele frequencies. Analyses were run for K between one and ten clusters with ten
iterations for each K value. The most likely number of clusters was determined using the
ad hoc measure ∆K [54] with the R program [55], whereas the similarity index between ten
replicates for the same K clusters (H’) was calculated with CLUMPP v1.1.2 [56]. For each
retained K value, each accession was assigned to each cluster with a posterior membership
coefficient (p). This analysis was done on the whole sampling (377 diploid genotypes from
Central Sahara) and the 226 genotypes without missing data.

2.3.5. Gene Flow Patterns at Different Geographical Scales

To assess the potential effect of geographic distance on gene flow [57], we analyzed
patterns of isolation by distance (IBD) on nuclear SSR data. IBD patterns were first in-
vestigated on the whole sampling and then within each massif. The pairwise kinship
coefficients of Loiselle [58] and Ritland [59] were estimated with SPAGEDI v1.5 [60]. The
p-values for 2-sized tests of regression analysis on geographic distances for each massif
were calculated with 10,000 permutations. As sampling scales ranged from 6 km in Tamgak
to 150 km in Ahaggar, we finally compared IBD patterns within each massif on a scale of 6
km (i.e., the maximal distance between two samples in Tamgak).

In addition, differentiation measures based on FST [61] were also estimated with FSTAT

between each pair of populations (massifs) or subpopulations (patches of trees in a given
massif) on the nuclear and plastid data. These values reflect the intensity of isolation (i.e.,
restriction of gene flows) between populations or subpopulations. The IBD was tested
at two different geographic scales, i.e., across the Central Saharan massifs (from Aïr to
Hoggar) and at the massif scale (considering 15 subpopulations from Ahaggar on an area
covering ca. 3000 km2). Rousset [62] developed a method that associates differentiation
coefficients between pairs of populations with the geographic distance that separates them.
The association of FST / (1 − FST) with the geographic distance (or the log of distance)
provides an easier interpretation of the differentiation between subpopulations. In order to
test the significance of the IBD pattern for the studied species, a Mantel test was computed
with GENETIX [63]. In this test, samples are permuted between different locations to test the
randomness of the relation between differentiation and geographic distance. The number
of permutations was set to 1000.

Finally, we investigated the relative contribution of pollen and seeds in the global
gene flow at three different geographic scales, i.e., across the Central Saharan massifs (ca.
200,000 km2), at the massif scale (Ahaggar; ca. 3000 km2) and at the local scale (considering
five subpopulations from Adrar Heggueghene; ca. 250 km2, near Tamanrasset). Gene flow
in plants can be estimated by indirect methods [64], but these methods do not integrate
any distinction between both components of scattering, i.e., pollen and seeds. For each
plant species, the dispersion by pollen or by seeds does not have the same characteristics
in terms of implicated vectors (wind, insects, mammals and/or birds) and of propagation
distance [65]. Ennos [26] developed a method to estimate the relative contribution of pollen
and seeds in the global gene flow (R):

R =
mP
mS

=

[(
1

FSTn
− 1
)
(1 + FIS)− 2

(
1

FSTc
− 1
)]

(
1

FSTc
− 1
)
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This estimation is based on a model of island migration, where mp represents the
pollen flow and ms the seed flow, FSTn the estimated differentiation based on nuclear loci,
and FSTc the estimated differentiation based on plastid loci. Note that, to be realistic, this
approach needs several assumptions: (i) a very low mutation rate compared to migration
rate, (ii) constant and equal sizes of populations, and (iii) a constant and equal migration
rate between populations. The last two points represent what is called a drift/migration
equilibrium. This equilibrium turns out to be rapidly reached in nature [64]. However,
when the species have a long generation time and/or perturbations are quite recent, it might
be necessary to check these assumptions. In order to compare results on sister subspecies,
this method was also applied to data obtained on populations of wild Mediterranean
olives (oleasters) [32]. Genetic data were available for 390 individuals from 45 locations
distributed across the whole Mediterranean Basin. The analysis was also performed at two
geographic scales: the whole Mediterranean Basin, and in three smaller regions, namely
the eastern, central and western parts as previously defined [32].

3. Results
3.1. Nuclear Gene Diversity in the Laperrine’s Olive

Among the nine investigated Laperrine’s olive trees, two to six alleles were revealed
at each nuclear locus (Table S2): two on MST2 and OEW, three on FAD6 and OCO, and
six on CUL4. Several haplotypes were already identified in the Mediterranean olive and
were named with codes used by [36]. A few new haplotypes were detected in subspecies
laperrinei (Table S2). Those alleles (8) were then coded with L followed by a number
and deposited in GenBank (EMBL numbers: LN879505 to LN879512, and OA985244 to
OA985245). We thus detected one new haplotype on four loci, while four new haplotypes
were detected on CUL4. Most nuclear gene haplotypes detected in the Laperrine’s olive are
identical or closely related to haplotypes detected in the Mediterranean olive (Figure 1).
Only one allele of FAD6 (FAD6-L1 detected in Tassili n’Ajjer) appeared to be related to
African olive haplotypes. Six of the most frequent alleles (>5 occurrences) detected in
the Laperrine’s olive were shared with the Mediterranean olive (i.e., MST2-E4, OLO-E1,
OCO-E3, OEW-E2, CUL4-E6, FAD6-E6; Figure 1). The individual from Jebel Marra shared
alleles with the Central Saharan individuals on MST2, OCO and OEW, while harboring a
haplotype closely related to Central Saharan haplotypes on CUL4. In contrast, it showed a
distinct haplotype on FAD6 (FAD6-E10), which was also shared with Mediterranean oleast-
ers (Figure 1). Overall, relatively low nucleotide diversity (Table 1) was observed in the
Laperrine’s olive (π = 0.179 ± 0.090) compared to subspecies europaea (π = 0.798 ± 0.212)
and cuspidata (π = 0.459 ± 0.126 [36]).

Table 1. Estimates of nucleotide diversity (π in % [43]) in five gene segments (loci) among three olive taxa. π is given for
each locus and on the total dataset. n is the number of sequences (haplotypes) used for each taxon. The standard error of
these values was estimated with bootstrapping on haplotypes (100 replicates). Estimates for the Mediterranean (europaea)
and African (cuspidata) olives are based on sequences isolated from 17 and 13 native wild olives, respectively [36].

Taxa n
Locus

Mean
MST2 OCO OEW CUL4 FAD6

Subsp. laperrinei 21 0.373 ± 0.162 0.076 ± 0.056 0.099 ± 0.100 0.144 ± 0.063 0.260 ± 0.101 0.179 ± 0.090
Subsp. europaea 34 0.766 ± 0.261 0.798 ± 0.209 0.521 ± 0.155 1.021 ± 0.200 0.732 ± 0.243 0.798 ± 0.212
Subsp. cuspidata 26 0.520 ± 0.167 0.443 ± 0.105 0.817 ± 0.198 0.390 ± 0.105 0.200 ± 0.081 0.459 ± 0.126
All three taxa 81 1.393 ± 0.325 0.717 ± 0.195 0.799 ± 0.196 1.007 ± 0.187 0.603 ± 0.181 0.899 ± 0.210
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Figure 1. Reduced-median haplotype networks reconstructed for five nuclear loci with NETWORK [44]. Each haplotype
is numbered and represented by a pie chart. The size is proportional to the number of occurrences within our sampling.
Haplotype data of Mediterranean and African wild olives are from [36]. MST2-E3 was identified as a recombinant allele [36].
The origin of haplotypes is indicated by a specific color.

3.2. Nuclear Microsatellite Polymorphism among the Four Massifs

The 12 nuclear SSRs were variable on the four studied massifs, but the number of
alleles per locus strongly differed (Table S3). On the whole analyzed population, only
three alleles were detected at PA(ATT)2, while 32 were found at DCA01. Otherwise, the
HO and HT values were not significantly different regardless of the considered locus or
massif (Table S4). This result indicated that there were probably no or few null alleles on
the 12 loci. Note that no significant linkage disequilibrium was detected between any pair
of loci, even for those that were known to be physically linked.

The mean allelic richness per locus (RS estimated for 45 samples; Table S4) ranged
from 7.03 (Bagzane) to 9.13 (Ahaggar). The RS was significantly higher in Ahaggar than in
Tamgak (Q = 42, p = 0.036) and Bagzane (Q = 60, p = 0.027). The other comparisons between
massifs were not significant. On the other hand, there was no significant difference between
massifs in the total heterozygosity (HT), with average values ranging from 0.62 (Bagzane)
to 0.67 (Tassili n’Ajjer). Finally, the highest effective number of alleles was observed in
Ahaggar (Ne = 4.57) and the lowest was observed in Bagzane (Ne = 3.50). In Ahaggar,
HT and RS were higher in the Adrar Heggueghene subpopulations (mean RS = 11.43/72
genotypes; HT = 0.70) than in northernmost subpopulations sampled at an elevation above
1700 m (Taessa-Tizoûadj-Akerakar; RS = 9.84; HT = 0.67), although these values were not
significantly different given the limited number of loci (i.e., estimates based on eight loci
with no missing data: DCA01, DCA03, DCA05, DCA08, DCA09, DCA15, DCA18, and
GAPU71A). A trend of RS reduction with increasing elevation was also revealed in all trees
sampled in the Ahaggar massif (Figure S1).
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3.3. Plastid DNA Polymorphism and Geographic Distribution of Chlorotypes

On the 51 tested plastid DNA markers, 15 revealed polymorphisms, enabling
20 chlorotypes to be defined (Table S5). The haplotype network (Figure 2) showed that the
four most frequent chlorotypes (E1-l1.1, E1-l1.5, E1-l1.9 and E1-l1.17; frequency superior to
8%) are connected by a single mutation step and three of them were located at the center of
the network. In contrast, 10 of the 15 chlorotypes with a frequency equal or inferior to 2%
were at tip position, and 7 of them may derive from the most frequent chlorotypes. The
relationships between E1-l1.11, E1-l1.12 and E1-l1.13 were not resolved and may be due to
a homoplasious mutational change (either on loci 9 or 51; Table S5).

Figure 2. Reduced-median networks [44] of chlorotypes belonging to (a) lineage E1 and (b) sublineage E1-l1. Each
chlorotype is represented by a circle. (a) Four main E1 sublineages are identified: two in Central Sahara (grey), one on
the Red Sea Coast (white), and one in the eastern Mediterranean Basin (black) (modified from [11]). All Laperrine’s olive
individuals from Central Sahara belong to sublineage E1-l1, whereas those of Jebel Marra (Darfur) belong to E1-l2; (b) On
the E1-l1 network, the 20 chlorotypes are distinguished with a specific color and pattern (for their geographic distribution,
see Figure 3). For each chlorotype, circle size is proportional to the number of occurrences within our sampling.

Some chlorotypes were spread over several massifs (in particular Ahaggar, Tassili
n’Ajjer and Tamgak), while others were restricted to a site or a limited region (Figure 3).
In Bagzane and Egalah, we found four related chlorotypes (E1-l1.17 to E1-l1.20) that
were specific to this region. Individuals from Tamgak, which was geographically close
to Bagzane-Egalah (70 km), harbored three frequent chlorotypes (E1-l1.1, E1-l1.5 and E1-
l1.9) that were all shared with the Ahaggar population. This latter contained the highest
plastid DNA diversity with 15 chlorotypes, among which 11 were unique to this location.
Lastly, four chlorotypes (E1-l1.1, E1-l1.3, E1-l1.6 and E1-l1.9) were detected in the Tassili
n’Ajjer population, but only one rare chlorotype (E1-l1.3; 0.2%) was unique to this massif.
The allelic richness (estimated for 45 samples; Table S4) ranged from 10.97 (Ahaggar) to
3 (Tamgak). The highest values of both genetic diversity and the effective number of
chlorotypes were observed in Ahaggar (HT = 0.72, Ne = 3.64), while the lowest values were
found in Tassili n’Ajjer (HT = 0.44, Ne = 1.20). In Ahaggar, a particularly high plastid DNA
diversity was observed in subpopulations of Adrar Heggueghene (RS = 13.53 (computed
for 72 genotypes), HT = 0.77), which contrast with subpopulations sampled at higher
elevation (i.e., Taessa-Tizoûadj-Akerakar; RS = 6.00, HT = 0.45). Such a trend of chlorotype
diversity reduction with increasing elevation was also found in all the trees sampled in the
Ahaggar massif (both for RS and HT; Figure S1).
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Figure 3. Distribution of chlorotypes in the Laperrine’s olive of Central Sahara: (a) in each massif sampled in Hoggar
(Algeria) and Aïr (Niger), and (b) at each locality sampled in Ahaggar. In (a), the main Saharan mountains are represented
in grey with the Laperrine’s olive range in black [20]. In (b), the area defined by the dashed lines corresponds to the most
sampled area and is referred to as “Adrar Heggheguene”. The size of pie charts is proportional to subpopulation size with
the scale defined by the number of individuals analyzed.
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3.4. Pattern of Genetic Differentiation and Isolation by Distance
3.4.1. Genetic Differentiation between Massifs

Based on nuclear markers, the populations of the four massifs were significantly
differentiated (Table 2). The highest differentiation value (FST) was detected between Tassili
n’Ajjer and Bagzane (11.9%), whereas the lowest value was observed between Ahaggar
and Tassili n’Ajjer (2.5%). The differentiation values were higher on plastid markers, with
FST ranging from 9.4% between Tamgak and Ahaggar to 55.4% between Tassili n’Ajjer
and Bagzane (Table 2). Bayesian clustering analyses also supported the recognition of
four or five main gene pools that approximately matched each sampled massif (Figure 4,
Figures S2 and S3). However, the individuals from Ahaggar and Tassili n’Ajjer appeared
particularly admixed, probably a consequence of the low differentiation between these
two massifs. When analyzing the Hoggar and the Aïr populations separately, we did not
observe any clear structure in Hoggar, whereas only two differentiated clusters (Bagzane
vs. Tamgak) were still highly supported in Aïr (data not shown).

Figure 4. Inference of population structure using Bayesian simulations with snapclust [50] based on 226 SSR genotypes
with no missing data. On the right, Bayesian Information Criterion (BIC [53]) values over 20 iterations per K indicate that
the best K value is 5. On the left, barplots of the snapclust analyses based on K = 2 to 5 are shown. The percentage (p) of
assignment of each individual to gene pools averaged over 20 iterations is shown. Each individual is represented by a
vertical bar. The four main massifs are indicated as predefined regions. At K = 2, most individuals are correctly assigned
to Aïr (N) or Hoggar (A) clusters. At K = 3, two gene pools are distinguished in Niger (N1 for Bagzane, and N2 for most
individuals sampled in Tamgak). Finally, at K = 4 and 5, the Hoggar cluster is split into clusters (A1 and A2; or A1, A2 and
A2b) that poorly match to each massif, suggesting a low differentiation between Tassili n’Ajjer (Tassili n’Aj.) and Ahaggar.
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Table 2. Pairwise genetic differentiation (FST; in percent) between populations (massifs) based on
nuclear SSR markers (nDNA) and plastid markers (cpDNA).

Massif
Ahaggar Tassili n’Ajjer Tamgak

nDNA cpDNA nDNA cpDNA nDNA cpDNA

Tassili n’Ajjer 2.5 * 13.1 *
Tamgak 9.1 * 9.4 * 8.8 * 23.4 *
Bagzane 9.8 * 37.2 * 11.9* 55.4 * 8.1 * 47.7 *

Significance values for differentiation tests among populations are based on 6000 permutations; * p < 0.001.

3.4.2. Isolation by Distance

Patterns of IBD were first investigated on nuclear data. At the Central Sahara
scale, a highly significant IBD pattern (both for Ritland and Loiselle kinship coefficients,
p-value < 10−4) was observed (R2 ranging from 0.066 to 0.080; Figure S4). At the massif
scale (Figures S5–S8), IBD was greatly reduced in the Bagzane and Hoggar massifs (and
non-significant in Tassili n’Ajjer), but a relatively strong pattern (R2 = 0.06) was still ob-
served in Tamgak (Figure S6). When comparing the four massifs on the same distance
scale (6 km; Figure 5 and Figure S9), we confirmed a stronger IBD pattern in Tamgak than
in other massifs. A very low (R2 < 0.01) but still significant IBD pattern was revealed in
Ahaggar, probably thanks to a denser sampling in this massif.

Figure 5. Comparison of Ritland pairwise kinship relationships [59] according to geographic distance in four Saharan
massifs on a 6-km scale: (a) Ahaggar, (b) Tassili n’Ajjer, (c) Tamgak, and (d) Bagzane. The R-square and p-value statistics are
given in the upper right. Each point represents a kinship estimate on a pair of individuals.

Based on FST values, an IBD pattern was also revealed over the Central Saharan
mountains. This relation was stronger for plastid DNA (r = 0.303, p = 0.01) than for nuclear
loci (r = 0.153, p = 0.01; Figure 6a). The IBD pattern did not remain significant at the local
scale in the Ahaggar massif (Figure 6b; Table S6).
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Figure 6. Comparative analysis of the isolation by distance according to the nuclear and plastid
markers at two spatial scales: (A) Central Sahara (including the four massifs; 21 localities; cpDNA:
r = 0.303, p = 0.01; nuclear SSRs (nDNA): r = 0.153, p = 0.01), and (B) Ahaggar (15 localities; cpDNA:
r = 0.209, p = 0.10; nuclear SSRs (nDNA): r = 0.143, p = 0.17). FST / (1 − FST) was plotted against the
logarithm of geographic distance following Rousset [62].

3.4.3. Pollen vs. Seed Flow

The estimated contributions of pollen and seed dispersal to gene flow are summarized
in Table 3. The relative contribution of pollen was higher than the seed contribution by
about one order of magnitude (from 6.37 to 33.28). This disparity increased when the
geographic scale decreased. Thus, the highest R value was observed at the local scale,
in Adrar Heggueghene (R = 33.28), and was intermediate at the massif scale (R = 17.08
in Ahaggar). In the Mediterranean Basin, a similar trend was revealed, since R reached
7.06 on the whole area, while the value tended to increase both in the western and central
regions (R = 39.99 and 16.22, respectively) but remained similar in the eastern area (R = 6.36;
Table 3).

Table 3. Parameter values used in the Ennos’s equation [26] in different geographic areas in order to
estimate the pollen to seed ratio (R) in populations of two olive subspecies (laperrinei and europaea):
Npops represents the number of subpopulations, FSTc and FSTn represent the differentiation value
based respectively on plastid and nuclear polymorphisms, FIS represents the level of inbreeding.
Three geographic scales were considered for the Laperrine’s olive (i.e., Central Sahara, Ahaggar,
Adrar Heggueghene), whereas three main regions were delimited in the Mediterranean Basin (data
from [32]).

Subspecies Geographic Area Npops FSTc FSTn FIS R

laperrinei Central Sahara 21 0.376 0.061 −0.002 6.37
Ahaggar 15 0.294 0.017 −0.019 17.08
Adrar Heggueghene 5 0.319 0.012 −0.001 33.28

europaea Whole Mediterranean Basin 45 0.499 0.098 −0.012 7.06
Western part 15 0.545 0.061 −0.012 16.22
Central part 13 0.719 0.057 −0.008 39.99
Eastern part 17 0.375 0.066 −0.015 6.36

4. Discussion

This work represents an update of the study published by [23]. We report new data
on the nucleotide diversity of single-copy genes and extend the microsatellite dataset
especially for plastid markers. These data enable us to better depict patterns of genetic
diversity, taking advantage of two differentially inherited genome compartments, and to
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make some comparisons with other continental olive taxa. These investigations reveal
particularly low nucleotide diversity in the Laperrine’s olive but contrasting patterns of
differentiation and isolation by distance within massifs, and also between plastid and
nuclear markers. Our observations may have implications for in situ conservation of
this endangered taxon in the Saharan mountains, but also for its management in ex situ
collections to evaluate its potential value as a genetic resource for the improvement of the
cultivated olive.

4.1. Low Nucleotide Diversity in Nuclear Genes of the Laperrine’s Olive

Relatively low variation (π = 0.179) was found in five nuclear gene regions among
nine trees sampled over the whole distribution area of the Laperrine’s olive (Table 1). This
contrasts with other continental olive subspecies that show nucleotide diversity more than
twice as high. This may be due to the strong isolation of Laperrine’s olive populations in
the Sahara Desert that should favor genetic drift. In addition, although similar to trees
sampled in Hoggar and Aïr, the individual of Jebel Marra shows different alleles on two loci,
supporting the hypothesis that the Central Saharan and Northwest Sudanese populations
have evolved independently for a long time (as also indicated by plastid DNA markers [11]).
In previous works, nuclear ribosomal DNA analyses (based on both functional units
and pseudogenes) as well as SSR data rendered contrasting results indicating that the
Saharan populations have been recurrently admixed with Mediterranean and African
olives [16,30,32]. Here, a strong affinity between all the Laperrine’s olive populations with
the Mediterranean olives was supported by haplotype networks (Figure 1), in accordance
with plastid DNA markers [14–16,30]. Only one allele of FAD6 (FAD6-L1, in the individual
of Jabbaren, Tassili n’Ajjer) supports the hypothesis of gene introgression from subsp.
cuspidata into the Laperrine’s olive gene pool, but the contribution of this taxon seems
minor in comparison to the Mediterranean olive.

4.2. Is Ahaggar a Long-Lasting Region for Laperrine’s Olive Survival?

The population genetic study was then focused on Central Saharan olives that are
characterized by the plastid lineage E1.l1 (Figure 2a). In a previous study, nuclear SSR data
suggested that populations from the Ahaggar massif harbor a higher diversity than Niger
populations [23]. Here, both plastid and nuclear DNA data strongly sustain that Ahaggar
is a hotspot of genetic diversity of the Laperrine’s olive in Central Sahara. In particular,
plastid allelic richness was more than twice as high in Ahaggar than any other population
analyzed in the present study (Table S4), even Tassili’n Ajjer where genetic admixture with
western Mediterranean olives has occurred within the past 10 millennia [32]. Our results
indicate that the Ahaggar population was able to maintain a high diversity, especially
at lower elevation near Tamanrasset (Figure 3 and Figure S1). This is probably due to
favorable climatic conditions and/or a large suitable habitat that prevailed in this massif
and allowed a large population to maintain over a long period. This population may have
also acted as a putative source for colonizers of the other massifs, particularly Tamgak and
Tassili n’Ajjer, which both share major chlorotypes with Ahaggar (Figure 3a). However,
individuals of Bagzane do not share any chlorotype with other populations, indicating no
recent seed exchange as previously stated [23].

In the Ahaggar massif, a high differentiation between subpopulations separated by
a few kilometers was observed based on cpDNA markers (Figure 3b; Table S5). This
observation sustains that gene flow through seeds between patches was limited in the past.
Interestingly, a reduction of gene diversity with elevation also suggests that the altitudinal
distribution range of the Laperrine’s olive shifted during climatic changes of the Quaternary.
In the Hoggar Mountains, palaeobotanical records (and in particular macrofossils) of the
Last Glacial Maximum and the Holocene attest that the lower elevation limit for olive
persistence was inferior (<1000 m) than currently (ca. 1400 m) [66,67]. Interestingly, most
of the chlorotypes detected in Ahaggar were revealed in Adrar Heggueghene (<1700 m).
Wadis located at 1400–1700 m were certainly suitable habitats for the olive during cold
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periods in contrast to higher elevation [3,4,66,68]. Long-distance spreading of the olive
in the highest areas during interglacials should have been limited due to few dispersal
vectors, especially for fruits (e.g., frugivorous birds) that can pass geographic barriers
such as dry areas (which cover most parts of the Saharan mountains) and high mountain
tops (higher than 2500 m in Ahaggar). It is also conceivable that humans occasionally
participated in the spread of the tree, which represents a source of wood and forage for local
populations [11,67]. The relatively low cpDNA diversity in trees spread through a network
of temporary rivers above 1700 m is therefore the consequence of a limited number of
founders via seeds, and/or long-persistence of few individuals during unfavorable periods
leading to strong genetic drift on maternally inherited genomes.

4.3. Contrasting Patterns of Isolation by Distance among Massifs, Spatial Scales and Genomes

The IBD pattern revealed in Central Sahara (Figure 6 and Figure S4) mostly reflects
the strong genetic differentiation between main populations, as also shown in Nivelle’s
myrtle [8]. At the massif scale, IBD patterns based on nuclear SSRs are very reduced but
still significant in three of the four populations studied (i.e., Ahaggar, Tamgak and Bagzane;
Figures S5–S8). At a short scale (6 km; Figure 5), a relatively strong IBD was revealed
in Tamgak, confirming a previous analysis [23]. This pattern could result from single
colonization in a strongly constrained network of wadis, where our sampling consisted of
three main patches of individuals that may be locally related. In the Ahaggar massif, the
trend of IBD was more pronounced on plastid markers than on nuclear SSRs. This pattern
is expected since, as mentioned above, seed dispersal may be very limited compared to
pollen that is spread by wind. Pollen flow contribution to global gene flow, however,
strongly differs according to the considered scale (R = 33.28 in Adrar Heggueghene vs.
6.37 in Central Sahara; Table 3). Our results indicate that the relative effects of distance
on gene dispersal limitations may increase faster for pollen than seeds. A similar trend
was observed in oleaster populations, although no decrease of R was revealed in the
eastern Mediterranean region (Table 3). Interestingly, García-Verdugo et al. [25] reported
an R value of 1.64 in olive populations of subsp. guanchica, suggesting that seeds have a
higher relative contribution to gene flow in the Canary Archipelago than in the Saharan
mountains and the Mediterranean Basin. However, as the distance scale considered seems
to strongly influence R, a similar spatial framework should be used for a formal comparison
between taxa.

At the scale of Adrar Heggueghene, a low and nonsignificant geographic structure was
revealed based on nuclear SSRs (Table S6), suggesting the existence of numerous exchanges
during reproduction phases. The high R value might reflect the huge importance of pollen
gene flow at this scale, and also a limited dispersal of seeds. On a larger scale, gene flow
probability should be much reduced, and this could decline with the distance faster for
pollen than for seeds, possibly explaining our results. However, at the largest spatial scale,
some massifs may not have exchanged individuals for a long time, whereas peripheral
populations may have been impacted by strong genetic drift (e.g., Bagzane, with a current
population of ca. 100 trees). Moreover, measures of differentiation on each genome could
be differently biased due to variable mutation and homoplasy rates [69,70]. In addition,
seed dispersal may have strongly varied over time [71] depending, in particular, on the
environmental conditions and the presence of frugivorous birds. Consequently, caution
should be taken when interpreting such analyses, and direct estimations of gene flow are
still necessary to confirm our observations [72]. But until now, no saplings have been
observed in Central Sahara, and only pollen flow estimation should be possible in the
field [27].

5. Conclusions

Knowledge of the genetic structure of olive populations and their dispersal ability is
key to identify taxonomic units or gene pools and then to define appropriate conservation
actions [73]. Population genetics has already been used to investigate gene flow in wild
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olives, such as in anthropogenically disturbed highlands of Ethiopia and Oman [74–76].
These studies allowed setting up conservation actions for limiting genetic erosion due to
inbreeding in the fragmented landscapes [74,76]. In the Saharan mountains, the anthro-
pogenic pressures are particularly worrying given that natural olive regeneration has never
been recorded in this area [20,22]. As stated previously for the Bagzane population [23], the
genetic uniqueness of endangered Niger populations makes their protection and sampling
highly relevant. In situ management of such taxa might require reinforcing populations.
Restoration practices to manage relictual populations should be mostly based on seedlings
coming from the same mountain range to maintain the genetic integrity of populations and
their potential local adaptation [71]. An ethnobotanical survey is necessary to appreciate
the putative role played by local populations (Touaregs) in the dispersal of Saharan trees in
the past and present times.

These genetic resources should also be conserved in gene banks. Individuals of each
main gene pool have to be collected to get a representative sampling of the diversity of the
Laperrine’s olive. Until now, the only collection of Laperrine’s olive was constituted with
seedlings sampled from very few places in the Ahaggar massif (i.e., Adjellela, Tin Hamor,
Hadriane, Akerakar, Tonget, and Tizoûadj). The genetic diversity of this collection was,
however, shown to be significantly reduced when compared to the initial population, as
the consequence of seeds collected on a limited number (12) of mother trees [27,31]. To
limit such a genetic impoverishment, seeds should be collected on more mother trees from
large populations, especially during years of huge flowering to favor mutipaternity [27].
Alternatively to seedlings, cuttings may be preferred to propagate genotypes subjected to
natural selection. Sampling in all the Saharan massifs, and especially in the foothills of
Ahaggar where a high genetic diversity has been observed, is still necessary to constitute
a reference of living collections of Laperrine’s olive that could be evaluated for some
agronomical traits such as drought tolerance and vigor, and be used to produce hybrids
with the cultivated olive [31]. An exhaustive sampling would also include natural hybrids
from Tassili n’Ajjer [32].

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/plants10061207/s1. Table S1. List of populations characterized in the present study; Table
S2. Haplotypes revealed at five single copy-genes in nine Laperrine’s olive individuals; Table S3.
Complete dataset, including genetic profile (nuclear SSR profile + chlorotype), GPS coordinates,
massif, population and subpopulation for each studied tree; Table S4. Genetic diversity and mi-
crosatellite summary statistics by sampling site; Table S5. cpSSR profile and frequency of the 20
haplotypes detected in central Sahara based on 15 polymorphic plastid loci; Table S6. Pairwise FST
values between the 15 Ahaggar subpopulations based on plastid haplotypes and 12 nuclear SSRs;
Figure S1. Mean allelic richness and gene diversity according to elevation within the Ahaggar massif
assessed on chlorotypes and nuclear microsatellites; Figure S2. Inference of population structure on
the whole dataset (377 diploid genotypes) using model-based Bayesian clustering implemented in
STRUCTURE; Figure S3. Inference of population structure on 226 individuals with no missing data
using model-based Bayesian clustering implemented in STRUCTURE; Figure S4. Pairwise kinship
relationships according to geographic distance in Laperrine’s olives of Central Sahara; Figure S5.
Pairwise kinship relationships according to geographic distance in Laperrine’s olives of the Ahaggar
massif; Figure S6. Pairwise kinship relationships according to geographic distance in Laperrine’s
olives of the Tassili n’Ajjer massif; Figure S7. Pairwise kinship relationships according to geographic
distance in Laperrine’s olives of the Tamgak massif; Figure S8. Pairwise kinship relationships accord-
ing to geographic distance in Laperrine’s olives of the Bagzane massif; Figure S9. Comparison of
pairwise kinship relationships [58] according to geographic distance in four Saharan massifs on a
6-km scale.

Author Contributions: Conceptualization, G.B. and D.B.-C.; plant sampling, G.B., F.A. and D.B.-
C.; lab work, G.B.; data analyses, G.B., O.G., P.R., B.G., P.R. and A.E.B.; writing—original draft
preparation, G.B.; writing—review and editing, O.G., P.R., B.G.; A.E.B., F.A. and D.B.-C.; funding
acquisition, G.B. All authors have read and agreed to the published version of the manuscript.

https://www.mdpi.com/article/10.3390/plants10061207/s1
https://www.mdpi.com/article/10.3390/plants10061207/s1


Plants 2021, 10, 1207 16 of 18

Funding: This work has received support from the European Union’s Horizon 2020 project
GEN4OLIVE (H2020-SFS-2020-1; G.A. No. 101000427) and from the grant GENERES (Occitanie-France
Olive). In addition, G.B., O.G. and P.R. are members of the EDB laboratory, which is supported by
the excellence projects Labex CEBA (ANR-10-LABX-25-01) and Labex TULIP (ANR-10-LABX-0041),
managed by the French ANR.

Data Availability Statement: All samples information and genotyping data are provided in Sup-
plemental Data (Table S3). All nuclear gene haplotypes have been deposited in GenBank under
accession nos LN879505 to LN879512, and OA985244 to OA985245.

Acknowledgments: We thank C. Van de Paer and A. Abdoulkader for help in preliminary data
analyses and sampling. A herbarium specimen was provided by Kew Gardens (D. Goyder).

Conflicts of Interest: The authors declare no competing interests. Funders played no role in the
study design, data collection, analysis or interpretation; in the writing of the manuscript; or in the
decision to publish the results.

References
1. Schuster, M.; Duringer, P.; Ghienne, J.F.; Vignaud, P.; Mackaye, H.T.; Likius, A.; Brunet, M. The age of the Sahara desert. Science

2006, 311, 821. [CrossRef]
2. Douady, C.J.; Catzeflis, F.; Raman, J.; Springer, M.S.; Stanhope, M.J. The Sahara as a vicariant agent, and the role of Miocene

climatic events, in the diversification of the mammalian order Macroscelidea (elephant shrews). Proc. Natl. Acad. Sci. USA
2003, 100, 8325–8330. [CrossRef]

3. Médail, F.; Quézel, P. Biogéographie de la Flore du Sahara: Une Biodiversité en Situation Extrême; IRD Editions: Geneva, Switzerland,
2018.

4. Watrin, J.; Lézine, A.M.; Hély, C. Plant migration and plant communities at the time of the “Green Sahara”. C. R. Geosci. 2009, 341,
656–670. [CrossRef]

5. Gasse, F.; Téhet, R.; Durand, A.; Gibert, E.; Fontes, J.C. The arid–humid transition in the Sahara and the Sahel during the last
deglaciation. Nature 1990, 346, 141–146. [CrossRef]

6. Petit-Maire, N. Sahara: Sous le Sable...des Lacs. Un Voyage Dans le Temps; CNRS Editions: Paris, France, 2002.
7. Quézel, P. La Végétation du Sahara. Du Tchad à la Mauritanie; Gustav Fisher Verlag: Stuttgart, Germany, 1965.
8. Migliore, J.; Baumel, A.; Juin, M.; Fady, B.; Roig, A.; Duong, N.; Médail, F. Surviving in mountain climate refugia: New insights

from the genetic diversity and structure of the relict shrub Myrtus nivellei (Myrtaceae) in the Sahara desert. PLoS ONE 2013, 8, e73795.
[CrossRef]

9. Abdoun, F.; Beddiaf, M. Cupressus dupreziana A. Camus: Répartition, dépérissement et régénération au Tassili n’Ajjer, Sahara
central. C. R. Biol. 2002, 325, 617–627. [CrossRef]

10. Migliore, J.; Baumel, A.; Juin, M.; Médail, F. From Mediterranean shores to central Saharan mountains: Key phylogeographical
insights from the genus Myrtus. J. Biogeogr. 2012, 39, 942–956. [CrossRef]

11. Besnard, G.; Anthelme, F.; Baali-Cherif, D. The Laperrine’s olive tree (Oleaceae): A wild genetic resource of the cultivated olive
and a model-species for studying the biogeography of the Saharan Mountains. Acta Bot. Gallica 2012, 159, 319–328. [CrossRef]

12. Lábusová, J.; Konrádová, H.; Lipavská, H. The endangered Saharan cypress (Cupressus dupreziana): Do not let it get into Charon’s
boat. Planta 2020, 251, 63. [CrossRef] [PubMed]

13. Battandier, J.B.; Trabut, L. Contribution à la flore du pays des Touaregs. Bull. Soc. Bot. Fr. 1911, 58, 669–677. [CrossRef]
14. Angiolillo, A.; Mencuccini, M.; Baldoni, L. Olive genetic diversity assessed using amplified fragment length polymorphisms.

Theor. Appl. Genet. 1999, 98, 411–421. [CrossRef]
15. Rubio de Casas, R.; Besnard, G.; Schöenswetter, P.; Balaguer, L.; Vargas, P. Extensive gene flow blurs phylogeographic but not

phylogenetic signal in Olea europaea L. Theor. Appl. Genet. 2006, 113, 575–583. [CrossRef]
16. Besnard, G.; Rubio de Casas, R.; Vargas, P. Plastid and nuclear DNA polymorphism reveals historical processes of isolation and

reticulation in the olive tree complex (Olea europaea). J. Biogeogr. 2007, 34, 736–752. [CrossRef]
17. Wickens, G.E. The flora of Jebel Marra (Sudan) and its geographical affinities. Kew Bull. Add. Ser. 1976, 5, 1–368.
18. Green, P.S. A revision of Olea L. (Oleaceae). Kew Bull. 2002, 57, 91–140. [CrossRef]
19. Médail, F.; Quézel, P.; Besnard, G.; Khadari, B. Systematics, ecology and phylogeographic significance of Olea europaea L. subsp.

maroccana (Greuter & Burdet) P. Vargas et al a relictual olive tree in south-west Morocco. Bot. J. Linn. Soc. 2001, 137, 249–266.
20. Anthelme, F.; Abdoulkader, A.; Besnard, G. Distribution, shape and clonal growth of the rare endemic tree Olea europaea subsp.

laperrinei (Oleaceae) in the Saharan mountains of Niger. Plant Ecol. 2008, 198, 73–87. [CrossRef]
21. Giazzi, F.; de Boissieu, D.; Waziri Mato, M.; Anthelme, F. Dégradation des ressources végétales au contact des activités humaines

et perspectives de conservation dans le massif de l’Aïr (Sahara, Niger). VertigO 2006, 7. [CrossRef]
22. Baali-Cherif, D.; Besnard, G. High genetic diversity and clonal growth in relict populations of Olea europaea subsp. laperrinei

(Oleaceae) from Hoggar, Algeria. Ann. Bot. 2005, 96, 823–830. [CrossRef] [PubMed]

http://doi.org/10.1126/science.1120161
http://doi.org/10.1073/pnas.0832467100
http://doi.org/10.1016/j.crte.2009.06.007
http://doi.org/10.1038/346141a0
http://doi.org/10.1371/journal.pone.0073795
http://doi.org/10.1016/S1631-0691(02)01433-6
http://doi.org/10.1111/j.1365-2699.2011.02646.x
http://doi.org/10.1080/12538078.2012.724281
http://doi.org/10.1007/s00425-020-03358-6
http://www.ncbi.nlm.nih.gov/pubmed/32048041
http://doi.org/10.1080/00378941.1911.10832371
http://doi.org/10.1007/s001220051087
http://doi.org/10.1007/s00122-006-0306-2
http://doi.org/10.1111/j.1365-2699.2006.01653.x
http://doi.org/10.2307/4110824
http://doi.org/10.1007/s11258-007-9386-6
http://doi.org/10.4000/vertigo.2224
http://doi.org/10.1093/aob/mci232
http://www.ncbi.nlm.nih.gov/pubmed/16043438


Plants 2021, 10, 1207 17 of 18

23. Besnard, G.; Christin, P.A.; Baali-Cherif, D.; Bouguedoura, N.; Anthelme, F. Spatial genetic structure in the Laperrine’s olive (Olea
europaea subsp. laperrinei), a long-living tree from central-Saharan mountains. Heredity 2007, 99, 649–657. [CrossRef]

24. Besnard, G.; Hernández, P.; Khadari, B.; Dorado, G.; Savolainen, V. Genomic profiling of plastid DNA variation in the Mediter-
ranean olive tree. BMC Plant Biol. 2011, 11, 80. [CrossRef] [PubMed]

25. García-Verdugo, C.; Forrest, A.D.; Fay, M.F.; Vargas, P. The relevance of gene flow in metapopulation dynamics of an oceanic
island endemic, Olea europaea subsp. guanchica. Evolution 2010, 64, 3525–3536. [CrossRef]

26. Ennos, R.A. Estimating the relative rates of pollen and seed migration among plant-populations. Heredity 1994, 72, 250–259.
[CrossRef]

27. Besnard, G.; Baali-Cherif, D.; Bettinelli-Riccardi, S.; Parietti, D.; Bouguedoura, N. Pollen-mediated gene flow in a highly
fragmented landscape: Consequences for defining a conservation strategy of the relict Laperrine’s olive. C. R. Biol. 2009, 332,
662–672. [CrossRef]

28. Beghè, D.; Piotti, A.; Satovic, Z.; de la Rosa, R.; Belaj, A. Pollen-mediated gene flow and fine-scale spatial genetic structure in Olea
europaea subsp. europaea var. sylvestris. Ann. Bot. 2017, 119, 671–679.

29. Kassa, A.; Konrad, H.; Geburek, T. Mating pattern and pollen dispersal in the wild olive tree (Olea europaea subsp. cuspidata). Tree
Genet. Genomes 2018, 14, 3. [CrossRef]

30. Besnard, G.; Rubio de Casas, R.; Christin, P.A.; Vargas, P. Phylogenetics of Olea (Oleaceae) based on plastid and nuclear ribosomal
DNA sequences: Tertiary climatic shifts and lineage differentiation times. Ann. Bot. 2009, 104, 143–160. [CrossRef]

31. Besnard, G.; Cheptou, P.O.; Debbaoui, M.; Lafont, P.; Hugueny, B.; Dupin, J.; Baali-Cherif, D. Paternity tests support a di-allelic
self-incompatibility system in a wild olive (Olea europaea subsp. laperrinei, Oleaceae). Ecol. Evol. 2020, 10, 1876–1888. [CrossRef]

32. Besnard, G.; El Bakkali, A.; Haouane, H.; Baali-Cherif, D.; Moukhli, A.; Khadari, B. Population genetics of Mediterranean and
Saharan olives: Geographic patterns of differentiation and evidence for early-generations of admixture. Ann. Bot. 2013, 112,
1293–1302. [CrossRef] [PubMed]

33. Díaz-Rueda, P.; Franco Navarro, J.D.; Messora, R.; Espartero, J.; Rivero, C.; Aleza, P.; Capote, N.; Cantos-Barragán, M.; García-
Fernández, J.L.; de Cires, A.; et al. SILVOLIVE, a germplasm collection of wild subspecies with high genetic variability as a
source of rootstocks and resistance genes for olive breeding. Front. Plant Sci. 2020, 11, 629. [CrossRef] [PubMed]

34. Besnard, G.; Terral, J.F.; Cornille, A. On the origins and domestication of the olive: A review and perspectives. Ann. Bot.
2018, 121, 385–403. [CrossRef] [PubMed]

35. Besnard, G.; Baali-Cherif, D. Coexistence of diploids and triploids in a Saharan relict olive: Evidence from nuclear microsatellite
and flow cytometry analyses. C. R. Biol. 2009, 332, 1115–1120. [CrossRef] [PubMed]

36. Besnard, G.; El Bakkali, A. Sequence analysis of single-copy genes in two wild olive subspecies (Olea europaea L.): Nucleotide
diversity and putative use for testing admixture. Genome 2014, 57, 145–153. [CrossRef] [PubMed]

37. Cai, Y.; Wang, F.; Tan, G.; Hu, Z.; Wang, Y.; Ng, W.L.; Wu, W.; Liu, Y.; Zhou, R. Hybridization of Bornean Melastoma: Implications
for conservation of endemic plants in Southeast Asia. Bot. Lett. 2019, 166, 117–124. [CrossRef]

38. Sefc, K.M.; Lopes, M.S.; Mendonça, D.; Rodrigues dos Santos, M.; da Câmara Machado, M.L.; da Câmara Machado, A.
Identification of microsatellite loci in olive (Olea europaea) and their characterization in Italian and Iberian olive trees. Mol. Ecol.
2000, 9, 1171–1173. [CrossRef] [PubMed]

39. Carriero, F.; Fontanazza, G.; Cellini, F.; Giorio, G. Identification of simple sequence repeats (SSRs) in olive (Olea europaea L.). Theor.
Appl. Genet. 2002, 104, 301–307. [CrossRef] [PubMed]

40. El Aabidine, A.Z.; Charafi, J.; Grout, C.; Doligez, A.; Santoni, S.; Moukhli, A.; Jay-Allemand, C.; El Modafar, E.; Kadhari, B.
Construction of a genetic linkage map for the olive based on AFLP and SSR Markers. Crop Sci. 2010, 50, 2291–2302. [CrossRef]

41. Besnard, G.; Khadari, B.; Villemur, P.; Bervillé, A. Cytoplasmic male sterility in the olive (Olea europaea L.). Theor. Appl. Genet.
2000, 100, 1018–1024. [CrossRef]

42. Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. MEGA X: Molecular Evolutionary Genetics Analysis across computing
platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. [CrossRef]

43. Nei, M.; Li, W.H. Mathematical model for studying genetic variation in terms of restriction endonucleases. Proc. Natl. Acad.
Sci. USA 1979, 76, 5269–5273. [CrossRef] [PubMed]

44. Bandelt, J.J.; Forster, P.; Röhl, A. Median-joining networks for inferring intraspecific phylogenies. Mol. Biol. Evol. 1999, 17, 37–48.
[CrossRef] [PubMed]

45. Goudet, J. FSTAT, a Program to Estimate and Test Gene Diversities and Fixation Indices (Version 2.9.3). 2001. Available online:
http://www2.unil.ch/popgen/softwares/fstat.htm (accessed on 1 January 2021).

46. Nei, M. Estimation of average heterozygosity and genetic distance from a small number of individuals. Genetics 1978, 89, 583–590.
[CrossRef]

47. El Mousadik, A.; Petit, R.J. High level of genetic differentation for allelic richness among populations of the argan tree [Argania
spinosa (L.) skeels] endemic of Morocco. Theor. Appl. Genet. 1996, 92, 833–839. [CrossRef]

48. Hurlbert, S.H. The nonconcept of species diversity: A critique and alternative parameters. Ecology 1971, 52, 577–586. [CrossRef]
49. Kimura, M.; Crow, J.F. The number of alleles that can be maintained in a finite population. Genetics 1964, 49, 725–738. [CrossRef]
50. Tonkin-Hill, G.; Lees, J.A.; Bentley, S.D.; Frost, S.D.W.; Corander, J. Fast hierarchical Bayesian analysis of population structure.

Nucleic Acids Res. 2019, 47, 5539–5549. [CrossRef]

http://doi.org/10.1038/sj.hdy.6801051
http://doi.org/10.1186/1471-2229-11-80
http://www.ncbi.nlm.nih.gov/pubmed/21569271
http://doi.org/10.1111/j.1558-5646.2010.01091.x
http://doi.org/10.1038/hdy.1994.35
http://doi.org/10.1016/j.crvi.2009.02.003
http://doi.org/10.1007/s11295-017-1215-z
http://doi.org/10.1093/aob/mcp105
http://doi.org/10.1002/ece3.5993
http://doi.org/10.1093/aob/mct196
http://www.ncbi.nlm.nih.gov/pubmed/24013386
http://doi.org/10.3389/fpls.2020.00629
http://www.ncbi.nlm.nih.gov/pubmed/32547577
http://doi.org/10.1093/aob/mcx145
http://www.ncbi.nlm.nih.gov/pubmed/29293871
http://doi.org/10.1016/j.crvi.2009.09.014
http://www.ncbi.nlm.nih.gov/pubmed/19931849
http://doi.org/10.1139/gen-2014-0001
http://www.ncbi.nlm.nih.gov/pubmed/24884690
http://doi.org/10.1080/23818107.2019.1585284
http://doi.org/10.1046/j.1365-294x.2000.00954.x
http://www.ncbi.nlm.nih.gov/pubmed/10964237
http://doi.org/10.1007/s001220100691
http://www.ncbi.nlm.nih.gov/pubmed/12582701
http://doi.org/10.2135/cropsci2009.10.0632
http://doi.org/10.1007/s001220051383
http://doi.org/10.1093/molbev/msy096
http://doi.org/10.1073/pnas.76.10.5269
http://www.ncbi.nlm.nih.gov/pubmed/291943
http://doi.org/10.1093/oxfordjournals.molbev.a026036
http://www.ncbi.nlm.nih.gov/pubmed/10331250
http://www2.unil.ch/popgen/softwares/fstat.htm
http://doi.org/10.1093/genetics/89.3.583
http://doi.org/10.1007/BF00221895
http://doi.org/10.2307/1934145
http://doi.org/10.1093/genetics/49.4.725
http://doi.org/10.1093/nar/gkz361


Plants 2021, 10, 1207 18 of 18

51. Jombart, T. adegenet: A R package for the multivariate analysis of genetic markers. Bioinformatics 2008, 24, 1403–1405. [CrossRef]
[PubMed]

52. Pritchard, J.K.; Stephens, M.; Donnelly, P. Inference of population structure using multilocus genotype data. Genetics 2000, 155,
945–959. [CrossRef]

53. Schwarz, G.E. Estimating the dimension of a model. Ann. Stat. 1978, 6, 461–464. [CrossRef]
54. 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]
55. R Development Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing:

Vienna, Austria, 2010.
56. Jakobsson, M.; Rosenberg, N.A. CLUMPP: A cluster matching and permutation program for dealing with label switching and

multimodality in analysis of population structure. Bioinformatics 2007, 23, 1801–1806. [CrossRef]
57. Wright, S. Isolation by distance. Genetics 1943, 28, 114–138. [CrossRef]
58. Loiselle, B.A.; Sork, V.A.; Nason, J.; Graham, C. Spatial genetic structure of a tropical understory shrub, Psychotria officinalis

(Rubiaceae). Am. J. Bot. 1995, 82, 1420–1425. [CrossRef]
59. Ritland, K. Estimators for pairwise relatedness and individual inbreeding coefficients. Genet. Res. 1996, 67, 175–185. [CrossRef]
60. Hardy, O.J.; Vekemans, X. SPAGeDI: A versatile computer program to analyse spatial genetic structure at the individual or

population levels. Mol. Ecol. Notes 2002, 2, 618–620. [CrossRef]
61. Weir, B.S.; Cockerham, C.C. Estimating F-statistics for the analysis of population structure. Evolution 1984, 38, 1358–1370.
62. Rousset, F. Genetic differentiation and estimation of gene flow from F-statistics under isolation by distance. Genetics 1997, 145,

1219–1228. [CrossRef] [PubMed]
63. Belkhir, K.; Borsa, P.; Chikhi, L.; Raufaste, N.; Bonhomme, F. GENETIX 4.05, Logiciel sous Windows TM pour la Génétique des Populations;

Laboratoire Génome, Populations, Interactions, CNRS UMR 5000; Université de Montpellier II: Montpellier, France, 2004.
64. Slatkin, M. Isolation by distance in equilibrium and non-equilibrium populations. Evolution 1993, 47, 264–279. [CrossRef]
65. Birky, C.W., Jr.; Fuerst, P.; Maruyama, T. Organelle gene diversity under migration, mutation, and drift: Equilibrium expectations,

approach to equilibrium, effects of heteroplasmic cells, and comparison to nuclear genes. Genetics 1989, 121, 613–627. [CrossRef]
66. Thinon, M.; Ballouche, A.; Reille, M. Holocene vegetation of the Central Saharan Mountains: The end of a myth. Holocene 1996, 6,

457–462. [CrossRef]
67. Amrani, S. The Holocene flora and vegetation of Ti-n Hanakaten (Tassili n’Ajjer, Algerian Sahara). In Plants and People in the

African Past; Mercuri, A., D’Andrea, A., Fornaciari, R., Höhn, A., Eds.; Springer: Cham, Switzerland, 2018; pp. 123–145.
68. Maley, J. Fragmentation de la forêt dense humide africaine et extension des biotopes montagnards au Quaternaire récent:

Nouvelles données polliniques et chronologiques. Implications paléoclimatiques et biogéographiques. In Palaeocology of Africa
and Surrounding Islands; Coetze, J.A., Van Zinderen Bakker, E.M., Eds.; A.A. Balkema: Rotterdam, The Netherlands, 1987;
Volume 18, pp. 307–334.

69. Slatkin, M. A measure of population subdivision based on microsatellite allele frequencies. Genetics 1995, 139, 457–462. [CrossRef]
70. Schlötterer, C. Evolutionary dynamics of microsatellite DNA. Chromosoma 2000, 109, 365–371. [CrossRef]
71. Levin, S.A.; Cohen, D.; Hastings, A. Dispersal strategies in patchy environments. Theor. Pop. Biol. 1984, 26, 165–191. [CrossRef]
72. Bittencourt, J.V.M.; Sebbenn, A.M. Patterns of pollen and seed dispersal in a small, fragmented population of the wind-pollinated

tree Araucaria angustifolia in southern Brazil. Heredity 2007, 99, 580–591. [CrossRef]
73. Ellstrand, N.C. Gene flow by pollen: Implications for plant conservation genetics. Oikos 1992, 63, 77–86. [CrossRef]
74. Kassa, A.; Konrad, H.; Geburek, T. Landscape genetic structure of Olea europaea subsp. cuspidata in Ethiopian highland forest

fragments. Conserv. Genet. 2017, 18, 1463–1474. [CrossRef]
75. Kassa, A.; Konrad, H.; Geburek, T. Molecular diversity and gene flow within and among different subspecies of the wild olive

(Olea europaea L.): A review. Flora 2019, 250, 18–26. [CrossRef]
76. Habib, N.A.; Müller, M.; Gailing, O.; Patzelt, A.; Al Issai, G.; Krutovsky, K.V.; Wiehle, M. Genetic diversity and differentiation of

Olea europaea subsp. cuspidata (Wall. & G.Don) Cif. in the Hajar Mountains of Oman. Genet. Resourc. Crop Evol. 2021, 68, 865–883.

http://doi.org/10.1093/bioinformatics/btn129
http://www.ncbi.nlm.nih.gov/pubmed/18397895
http://doi.org/10.1093/genetics/155.2.945
http://doi.org/10.1214/aos/1176344136
http://doi.org/10.1111/j.1365-294X.2005.02553.x
http://doi.org/10.1093/bioinformatics/btm233
http://doi.org/10.1093/genetics/28.2.114
http://doi.org/10.1002/j.1537-2197.1995.tb12679.x
http://doi.org/10.1017/S0016672300033620
http://doi.org/10.1046/j.1471-8286.2002.00305.x
http://doi.org/10.1093/genetics/145.4.1219
http://www.ncbi.nlm.nih.gov/pubmed/9093870
http://doi.org/10.1111/j.1558-5646.1993.tb01215.x
http://doi.org/10.1093/genetics/121.3.613
http://doi.org/10.1177/095968369600600408
http://doi.org/10.1093/genetics/139.1.457
http://doi.org/10.1007/s004120000089
http://doi.org/10.1016/0040-5809(84)90028-5
http://doi.org/10.1038/sj.hdy.6801019
http://doi.org/10.2307/3545517
http://doi.org/10.1007/s10592-017-0993-z
http://doi.org/10.1016/j.flora.2018.11.014

	Introduction 
	Material and Methods 
	Plant Material 
	Genetic Markers 
	Data Analyses 
	Analyses of Nuclear Gene Sequences 
	Analyses of Plastid DNA Haplotypes 
	Descriptive Analyses of Population Genetic Data 
	Identification of Genetic Clusters 
	Gene Flow Patterns at Different Geographical Scales 


	Results 
	Nuclear Gene Diversity in the Laperrine’s Olive 
	Nuclear Microsatellite Polymorphism among the Four Massifs 
	Plastid DNA Polymorphism and Geographic Distribution of Chlorotypes 
	Pattern of Genetic Differentiation and Isolation by Distance 
	Genetic Differentiation between Massifs 
	Isolation by Distance 
	Pollen vs. Seed Flow 


	Discussion 
	Low Nucleotide Diversity in Nuclear Genes of the Laperrine’s Olive 
	Is Ahaggar a Long-Lasting Region for Laperrine’s Olive Survival? 
	Contrasting Patterns of Isolation by Distance among Massifs, Spatial Scales and Genomes 

	Conclusions 
	References

