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Abstract
Hot deserts impose extreme conditions on plants growing in arid soils. Deserts are expanding due to
climate change, thereby increasing the vulnerability of ecosystems and the need to preserve them.
Arbuscular mycorrhizal fungi (AMF) improve plant fitness by enhancing plant water/nutrient uptake and
stress tolerance. However, few studies have focused on AMF diversity and community composition in
deserts, and the soil and land use parameters affecting them. This study aimed to comprehensively
describe AMF ecological features in a 5,000 m2 arid hyperalkaline region in AlUla, Saudi Arabia. We used
a multimethod approach to analyse over 1,000 soil and 300 plant root samples of various species
encompassing agricultural, old agricultural, urban and natural ecosystems. Our method involved
metabarcoding using 18S and ITS2 markers, histological techniques for direct AMF colonization
observation and soil spore extraction and observation. Our findings revealed a predominance of AMF
taxa assigned to Glomeraceae, regardless of the local conditions, and an almost complete absence of
Gigasporales taxa. Land use had little effect on the AMF richness, diversity and community composition,
while soil texture, pH and substantial unexplained stochastic variance drove their structuring in AlUla
soils. Mycorrhization was frequently observed in the studied plant species, even in usually non-
mycorrhizal plant taxa. Date palms and Citrus trees, representing two major crops in the region,
displayed however a very low mycorrhizal frequency and intensity. AlUla soils had a very low
concentration of spores, which were mostly small. This study generated new insight on AMF and specific
behavioral features of these fungi in arid environments.

Introduction
Hot arid and hyperarid environments encompass approximately 19% of the Earth’s terrestrial surface
(Laity 2009) and are currently expanding as a result of climate change (IPCC 2022). Within these regions,
soils have low organic matter contents, neutral to alkaline pH, high salinity, carbonate accumulation,
reduced biological activity and low humidity (De Deyn et al. 2008; Laity 2009). Furthermore, hot arid
environments are characterized by high temperatures, intense ultraviolet radiation, infrequent and
irregular rainfall (Almazroui 2013). Plants exposed to these harsh conditions have thus developed
specific adaptations, such as symbiosis, that enable them to survive and develop in arid and hyperarid
ecosystems.

Among these, arbuscular mycorrhizal fungi (AMF) are a group of obligate plant root symbiotic fungi
belonging to the Glomeromycotina subphylum (Spatafora et al. 2017). This type of symbiosis is the most
prevalent worldwide as it occurs among ~ 80% of vascular plant species (Brundrett and Tedersoo 2018).
AMF develop a network of fine hyphae that increase the exchange surface with the soil, thereby
improving the plant’s assimilation of nutrients such as phosphorus, nitrogen, calcium, magnesium and
iron (Apple 2010). Notably, these hyphae are able to extract water from small pores in soil that would
typically remain inaccessible to plant roots (Dayana et al. 2020; Vasar et al. 2021). They can also
stabilize soil aggregates, thus preventing erosion, through a combination of biophysical, biochemical and
biological processes (Rillig and Mummey 2006). Finally, AMF hyphae can jointly improve plant tolerance
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to biotic and abiotic stresses, including salinity, heavy metal exposure, heat stress and drought (Apple
2010; Duc et al. 2018), as well as pathogen tolerance (Jaiti et al. 2007). Thanks to these features, AMF is
a crucial symbiont in desert soils with low nutrient and water availability, while enabling the plants to
establish and survive (Al-Whaibi 2009; Albaqami et al. 2018). Overall, arbuscular mycorrhizae could help
reduce irrigation and fertilization needs in agriculture, while reducing the impact of plant diseases (Tyagi
et al. 2017; Vishwakarma et al. 2022). AMF could also help reduce crop water consumption in arid and
hyperarid regions where water is a scarce and depleted resource (Bi et al. 2018; Koech and Langat 2018;
Seraphin et al. 2022), while mitigating desertification, which is why these fungi are currently being
studied and used in revegetation programs (He 2020; Silva et al. 2022).

Even with these potential benefits of AMF on desert plants, non-mycorrhizal plants are considered to be
more common and diverse in arid lands (Soudzilovskaia et al. 2017; Brundrett and Tedersoo 2018).
Desert plants also have amongst the lowest AMF root colonization and root AMF biomass levels as this
colonization is dependent on the fine root number, which is low in deserts (Treseder and Cross 2006).
Glomeraceae and Diversisporaceae are the most abundant AMF families, while Glomus is generally the
most abundant genus detected in desert soils probably because of their capacity to thrive in a broad
range of niches (Beena et al. 2000; Albaqami et al. 2018; Adenan et al. 2021). Yet few studies to date
have focused on desert environments and soils (Harrison and Griffin 2020; Chu et al. 2020), so data on
AMF are still lacking in fungal reference databases such as MaarjAM, GenBank and FungalRoot (Ryberg
et al. 2009; Öpik et al. 2010; Soudzilovskaia et al. 2020). New studies are needed to enhance our
knowledge and our databases on AMF spanning in arid lands and to further understand the impacts of
the specific environmental conditions on arbuscular mycorrhizae.

The aim of the present study was to describe and understand the AMF communities found in the
hyperarid region of AlUla, Saudi Arabia. We specifically focused on identifying the AMF taxa present in
this hyperarid and hyperalkaline region, while determining the parameters that shaped the AMF
communities in these conditions, the plants that formed mycorrhizae and the spore profiles in these
soils. Understanding the nature and structure of AMF communities in deserts is essential for exploring
applications of arbuscular mycorrhization in agriculture and land restoration programs.

Arbuscular mycorrhization can be studied by describing soil spores, observing AMF root colonization
rates or environmental DNA sequencing, with each method having its advantages and pitfalls. Once
extracted, AMF spores may be quantified and morphologically described. This can generate information
on the mycorrhizal potential of the soils and the morphological traits of the spores. However, spore
quantification has many shortcomings, as AMF sporulation conditions, ability and colonization rates are
highly diverse (Sharmah et al. 2010). The spore number can thus provide information on the mycorrhizal
potential but is insufficient to fully approach it (Gemma and Koske 1988). Spore extraction can be
combined with visual taxonomic spore identification based on identification keys. This identification
approach may, however, not be very efficient as it relies on distinguishing morphological variations
among AMF spores. The morphology of spores of genetically distinct species can be identical, whereas
high intraspecific morphological diversity can arise due to varying environmental conditions (Walker et
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al. 2021). Metabarcoding offers the opportunity for more reliable taxonomic identification based on
molecular markers and for relative quantification of AMF and their communities. This is, however, an
indirect method that does not give direct information on the effective root colonization and metabolically
active AMF. Otherwise, histological analysis and microscopic observation allows direct observation of
AMF in plant roots so as to be able to measure the AMF root colonization frequency and intensity. Yet
these three methods are seldom combined although it could generate more overall and precise insight
into arbuscular mycorrhization processes in specific environments. Here we used these three combined
methods to describe arbuscular mycorrhizae in soils and roots collected out of a representative variety
of environments (e.g. geological formations, urbanization, soil types), land uses and plant species in a
5,000 km² hyperarid region.

Material and Methods

1.1. Area of study and land uses in the region of AlUla
AlUla region in northwestern Saudi Arabia (Fig. 1a) is characterized by hot arid climatic conditions, with
maximum daily temperatures regularly exceeding 45°C from July to August, while rainfall is rare and
irregular (30–170 mm/year) (Toumi et al. 2015). The studied area spans from 26°26'32.577" N
37°14'29.861" E to 26°54'54.34"N 38°15'5.93"E, covering > 5,000 km² (Fig. 1a). The city of AlUla found in
this hyperarid desert is surrounded by natural ecosystems and farms that are irrigated with water from
the Saq-RAM Aquifer (Seraphin et al. 2022). In our study, we identified four distinct land uses: natural
ecosystems (e.g. in the Sharaan Nature Reserve), urban areas, and active or abandoned agrosystems.
Date palm (Phoenix dactylifera L.), various Citrus species and alfalfa (Medicago sativa L.) are mostly
cultivated in these agrosystems (Odnoletkova and Patzek 2023).

1.2. Workflow of approaches, datasets and investigated
parameters
Several approaches and datasets were used in this study. The methodological workflow can be found in
Fig. S1. This section outlines: i) the purpose of each approach, ii) how each dataset was generated, and
iii) variables and parameters investigated in each dataset. Briefly, three approaches were used to
characterize AMF in the AlUla region: i) AMF species identification using metabarcoding, ii) plant root
mycorrhizal histological assessments, and iii) in situ status of AMF in the soils based on spore
extraction. For metabarcoding, three sampling protocols were used: i) soil sampling along a kilometric
grid, ii) collection of soil, rhizosphere, and roots of six plants species with contrasted symbiotic status in
the Sharaan Nature Reserve, and iii) date palm root sampling in farms and natural ecosystems (Fig. 1
and S1).

1.3. Sampling protocols for molecular identification of AMF
species
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1. Kilometric grid sampling

The kilometric grid (hereafter called “Grid”) approach was used to investigate the diversity and
composition of AMF genera at the regional scale, including environmental drivers such as soil
geochemical properties (Fig. 1b, Fig. S1). The Grid shape is presented on Fig. 1b, its dimensions were
about 55 km (North to South) by 30 km (East to West), with a sample collected every kilometer. Overall,
during the 2019 and 2020 fall seasons, 593 soil samples were collected at 40 cm depth over a 1,039 km²
area in the AlUla region. The Grid was not continuous due to the actual field conditions and
discrepancies (absence of soil to collect or risky access conditions). Samples were classified according
to the four land uses representative of the region: urban area, active agrosystems, abandoned
agrosystems and natural ecosystems. All results generated via this approach were included in the Grid
dataset.

2. Sampling protocol for the Sharaan plant species dataset

While the Grid dataset only included soils, we also investigated AMF species found on multiple plant
species naturally occurring in desert ecosystems, notably in the Sharaan Nature Reserve. Details on the
Sharaan plant species (hereafter called “SPS”) sampling protocol were previously described in Maurice
et al. (2024b). A total of 689 root and soil rhizosphere samples were collected in natural ecosystems,
from six plants species commonly found within and in the vicinity of the Shaaran Nature Reserve
(Fig. 1b, Fig. S1). The collected plants were Astragalus spinosus (Forssk.) Muschl., Haloxylon persicum
Bunge., Haloxylon salicornicum (Moq.) Bunge ex Boiss., Helianthemum lippii (L.) Dum.Cours.,
Stipagrostis plumosa L. Munro ex T. Anderson, and Retama raetam (Forssk.) Webb & Berthel. For each
plant species, roots and soil rhizosphere were collected at 20–40 cm depth between two seasons, i.e.
2021 summer (August) and 2022 Spring (March). Additional bulk soil samples were collected as
controls. All of these data were gathered for the SPS dataset.

3. Date palm sampling protocol

Apart from soils and natural ecosystems, we studied the most emblematic crop in the AlUla region:
Phoenix dactylifera L., known as date palm (Gros-Balthazard et al. 2023). Roots were collected between
October 2021 and October 2022 at least one meter away from the stipe (trunk) at 40 cm depth in
different locations, including the AlUla urban area, the Madâin Sâlih agricultural area (north of AlUla), and
in natural ecosystems of the Sharaan Nature Reserve (Fig. 1b, Fig. S1). A total of 21 date palms were
sampled with: 14 individuals in farms (cv. Barni, the most common local cultivar in the region), and 7
individuals collected in natural ecosystems. Additional soil was collected in the vicinity of date palms for
assessment of the pHH2O, pHKCl and acidification potential. Date palm data were called “Palm” dataset.

1.4. Metabarcoding datasets, library preparation and
sequencing
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Details on all of the molecular biological methods and pipelines used for metabarcoding analyses were
described in Maurice et al. (2023). Detailed methodology can be found in Supp methodology. Briefly,
DNA extraction was done on roots and soil samples. Their concentration was assessed and then
samples were amplified with ITS86F (5′ GTGAATCATCGAATCTTTGAA 3′) and ITS4 (5′
TCCTCCGCTTATTGATATGC 3′) primers for the fungal ITS2 region (Op de Beeck et al. 2014) for both the
Grid and SPS dataset samples and with AMADf (5′ GGGAGGTAGTGACAATAAATAAC 3′) and AMADGr (5′
CCCAACTATCCCTATTAATCAT 3′) primers for the 18S rRNA gene (Berruti et al. 2017) in the SPS and
Palm dataset samples. Samples from the SPS dataset amplified with the 18S and ITS2 markers are
hereafter named SPS 18S and SPS ITS2, respectively. Biological material in the Grid dataset (593
samples) and the SPS dataset (689 samples) were sequenced in two independent Illumina NovaSeq
runs by the Fasteris SA company (Switzerland). The 21 Palm dataset samples were sequenced in one
Illumina MiSeq run (2 x 250 bp), by the Fasteris SA company (Switzerland).

Details on the data processing pipeline are available in Perez-Lamarque et al. (2022). Operational
taxonomic units (OTUs) were formed after merging, cleaning and quality check of the sequences
followed by a clustering with 97% similarity.

In the Grid and SPS datasets, OTUs with < 100 reads were removed. In the Palm dataset, OTUs with < 10
reads were removed because of the sequencing depth differences between NovaSeq and MiSeq. After
decontamination and cleaning, the Illumina NovaSeq for SPS ITS2 yielded 101,508,231 sequence reads
and 17,028,263 reads for SPS 18S; the NovaSeq for the Grid ITS2 yielded 212,457,568 sequence reads,
while the Miseq for Palm 18S yielded 326,001 sequence reads. Taxonomic assignment of OTUs was
performed using the UNITE V8.3 online database for ITS2 (Kõljalg et al. 2020) and the SILVA database
for 18S (Quast et al. 2013). The UNITE database was used as a reference for AMF taxonomy because it
included the greatest number of AMF genera, while all genera detected in SILVA were listed in UNITE.

All sequences generated in this study were deposited on the on the NCBI Sequence Read Archive (SRA)
as follows: i) the Grid dataset sequences were deposited on the NCBI public repository
(PRJNA1058874), ii) the Palm dataset sequences were deposited on NCBI (PRJNA1078326). SPS data
sequences were retrieved from the NCBI public repository (PRJNA1061359).

1.5. Histology and AMF observation
The roots of 277 individual plants representative of the AlUla plant diversity were collected in
agrosystems and natural ecosystems for microscopic observation of AMF structures (Fig. 1c, Fig. S1).
These plants belonged to 25 families and 46 plant species. Regarding crops, the roots of 13 cultivated
Citrus spp. and 127 cultivated date palms were collected in farms. Eight feral (i.e. spontaneous, not
cultivated) date palms were collected in Sharaan Nature Reserve for comparison with those growing in
agrosystems. The roots were stored in a glycerol, ethanol and water 1:1:1 (v:v:v) solution and stored at
4°C. Plant species were identified according to reference works (Migahid 1996; Chaudhary 1999–2001;
Collenette 1999).
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Detailed operation for root staining can be found in Supp methodology. Briefly, roots were stained with
Trypan blue in Amman lactophenol after clearing in KOH solution following the protocol of Phillips and
Hayman (1970). Five to 20 fragments of 1 cm were observed depending on the available material. When
the AMF presence was confirmed and the root fragment number and quality were sufficient, the
mycorrhizal colonization frequency and intensity were assessed according to the method of Trouvelot et
al. (1986).

1.6. AMF spore contents in soils
A total of 12 soil samples were collected in natural ecosystems and agrosystems (Fig. 1d, Fig. S1). In
natural ecosystems, two types of soils were sampled in relation to plant categories with: i) the presence
of perennial plants such as date palm or Vachellia spp. (9 samples), and ii) only with annual plants, such
as Anthemis or Asphodelus (3 samples). Preliminary tests revealed that there were no spores in 100 g of
soil. As a result, the protocol was modified accordingly and 1 kg of soil was sampled per site for spore
extraction.

Detailed method for AMF spore extraction can be found in Supplementary method. The method of
Gerdemann and Nicolson (1963), followed by 60% sucrose/water centrifugation was used for the spore
extraction. Briefly, soil was sieved sequentially through 3 sieves of 2, 1 mm and 40 µm Ø mesh. Spores
were collected between the two sieves (< 1 mm, > 40 µm) and then a 60% sucrose/water solution was
added before a centrifugation step. Spores were collected at the sucrose-water interface. Total spore
counting was performed for each sample under a binocular magnifier to determine the number of
spores/kg.

1.7. Soil chemical analysis
The pHH2O, pHKCl and acidification potentials were measured in all soils. All Grid dataset soils were also
analyzed with X-ray fluorescence (XRF) for atomic abundance. The pH of soils was measured after
mixing them at 1:5 (v:v) with H2O or a KCl (1 mol.L− 1) solution, with a Knick 766 pH Meter (Knick

International, Berlin, Germany). The acidification potential was measured as the difference between
pHH2O and pHKCl. Grid dataset soils were prepared and analyzed using the XRF S1 Titan analyzer (Bruker,
Billerica, Massachusetts, USA) to determine the atomic abundance of elements from magnesium to
uranium. Triplicates of each soil were mixed with 1:3 (v:v) of SpectroBlend® (SCP Science, Baie-D'Urfe ́,
Québec, Canada), placed in aluminum capsules, then pressed at 20 t for 2 min. Each capsule was
measured three times using Geoexploration calibration. The resulting nine measures per soil sample
were averaged and calibrated according to the limit of optical detection (LOD) of each analyzed element
(provided by Brucker). For further analysis, the XRF values were centered log ratio (clr) because of the
compositional nature of XRF data, as recommended by Reimann et al. (2012). Major elements in the soil
composition that varied across samples were considered as variables: magnesium (Mg), aluminum (Al),
silicium (Si), phosphorus (P), potassium (K), calcium (Ca), iron (Fe) and titanium (Ti).

1.8. Statistical analysis
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All statistical analyses (graphs and calculations) were performed in R (version 4.3.0).

The soil coordinates and geochemical analyses (pH measures and clr-transformed XRF values) were
visualized using a principal component analysis (PCA). Differences in soil properties between land uses
in the Grid dataset were assessed using ANOVA, with clr transformation of the element atomic
abundances.

For all metabarcoding data analyses, the Glomeromycotina subphylum was extracted from the total
fungal diversity. Each AMF dataset was independently analyzed, mainly because the genetic markers,
sample numbers, and taxonomic assignments of OTUs differed in the Grid, SPS, and Palm datasets.

Alpha diversity of AMF in each dataset was measured using Hill numbers at three diversity orders: 0
(species richness); 1 (exponential of Shannon index); and 2 (inverse of Simpson index), using the hilldiv
package version 1.5.1 (Alberdi and Gilbert 2019). Differences in Hill numbers between groups (genetic
markers or land uses) were assessed using a Wilcoxon test.

Before exploring the beta diversity of AMF communities, the Grid dataset was first rarefied to 36,947
(minimum) reads, and then only Glomeromycotina phylum reads were retained. The AMF communities
were visualized using distance-based ReDundancy Analyses (dbRDA), based on Bray-Curtis distances,
using the microeco package (Liu et al. 2021). Ellipses (95% confidence interval) were drawn based on
land uses. The overall influence of land uses on AMF communities was first assessed through a
permutational analysis of variance (PERMANOVA). If the influence was significant (p < 0.05), detailed
two-by-two comparisons of land uses were obtained with multivariate analyses of variance (MANOVA).
Both PERMANOVA and MANOVA were conducted with the adonis2 function in the vegan package
(Oksanen et al. 2022). We further investigated how the environmental parameters could affect AMF
communities by fitting the geochemical data and coordinate parameters into the dbRDA. Geochemical
data and coordinate parameters were investigated one-by-one using PERMANOVA to test their influence
on the AMF diversity. Shared taxa between land uses were identified via Venn diagrams (with the Venny
2.1 online software package; Oliveros, 2015).

Results

2.1. Overall identification of arbuscular mycorrhizal fungi
genera using metabarcoding
The raw number and proportion of AMF reads in every dataset differed. Illumina sequencing allowed us
to detect 49,552 AMF reads (representing 15.2% of the total fungal reads) in the Palm dataset, 3,507,822
AMF reads (20.6%) in the SPS 18S dataset, 1,725,640 AMF reads (1.7%) in the SPS ITS2 dataset and
2,337,033 AMF reads (1.1%) in the Grid dataset. Based on the UNITE database, the Glomeromycotina
taxa found in our study covered all fungal classes (3/3), orders (6/6), 39% of families (7/18), and 52% of
genera (24/46) (Fig. 2). The number and proportion of genera identified also differed between datasets:
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Palm dataset (9 genera), SPS 18S dataset (10 genera), SPS ITS2 dataset (14 genera), and Grid dataset
(19 genera).

Five genera were detected in all of the datasets: Claroideoglomus, Funneliformis, Glomus, Rhizophagus
and Septoglomus. Glomeraceae was the most abundant AMF family (50.8% mean relative abundance)
followed by Diversisporaceae (10.3%). A substantial number of AMF sequences were unassigned to the
genus level (32.5% of the sequences) (Fig. S2). Glomus was the most abundant AMF genus (22.9%),
followed by Rhizophagus (11.0%) and Diversispora (6.9%).

Regarding the Gigasporales order, only two OTUs were found in all of the datasets, i.e. one assigned to
Dentiscutata that was found in both active and abandoned agrosystems in the Grid dataset, and another
assigned to Racocetra in an active farm in the Palm dataset.

2.2. Gene marker affect identification of AMF communities
but not diversity
The ITS2 marker had a deeper sequencing depth than 18S (101,508,231 vs. 17,028,263 reads) but the
18S marker was able to retrieve a higher proportion of AMF sequences (20.6% vs. 1.7% with ITS2).
Regarding the alpha diversity, no significant differences in Hill numbers were found between the SPS
ITS2 and SPS 18S datasets (Fig. S3). However, the AMF family proportions differed when comparing the
SPS 18S and SPS ITS2 datasets. Indeed, the Glomeraceae family was highly dominant in the SPS 18S
dataset (73.6%) compared to the SPS ITS2 dataset (34.7%). The SPS ITS2 dataset had a diverse AMF
composition; with 15% Diversisporaceae (3.9% in the SPS 18S dataset) and 8% Claroideoglomeraceae (< 
0.1% in the SPS 18S dataset). At the genus level, the Glomeraceae composition differed. The SPS 18S
dataset was dominated by Glomus (56.4%) and Rhizophagus (14.0%), whereas Dominikia (15.2%) and
Kamienskia (6.2%) predominated in the SPS ITS2 dataset. The proportion of unidentified
Glomeromycotina in the SPS 18S and SPS ITS2 datasets represented 22.4% and 41.5% of the total AMF
reads, respectively (Fig. S2).

2.3. Land use impacts the AMF community diversity and
composition
After analyzing the overall AMF diversity in the datasets, we tested the potential impact of land uses on
the AMF community structure and composition (Figs. 3 & 4). The AMF composition of the soils differed
significantly (p < 0.05) across land uses (Fig. 3). R² values for the PERMANOVA and subsequent
MANOVA tests were all < 0.018. The AMF composition of both active and abandoned agrosystems
significantly differed from that of natural ecosystems and urban areas (p < 0.05). However, no
differences were detected: i) between abandoned and active agrosystems, and ii) between natural
ecosystems and urban areas (Fig. 3). The AMF alpha diversity was significantly higher in active
agrosystems compared to natural and urban ecosystems (Fig. 4) for q = 0, 1 and 2. Hill numbers of
abandoned agrosystems did not significantly differ from those of active agrosystems, natural
ecosystems or urban areas, while Hill numbers of active agrosystems significantly differed from those of
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natural and urban areas (Fig. 4). The proportion of AMF taxa in the Grid dataset shared among all land
uses was of 63.2% (Fig. S4).

2.4. Effect of soil properties on AMF communities
Soil properties according to land uses

Geochemical properties in the Grid dataset were assessed as a complement to the metabarcoding
analyses.

For all land uses together, the average pHH2O and pHKCL values ranged from 8.20 in active agrosystems
to 8.96 in natural ecosystems. Si was the most abundant element, with average values > 89% in all land
uses. Compared to other land uses, urban areas were found to have higher proportions of Al, Ti, P, F, and
K. In contrast, natural ecosystems had significantly lower Ti, Ca, P, Fe, K, and Mg contents compared to
urban areas and agrosystems. The statistical results revealed that the soil properties in active and
abandoned agrosystems were not significantly different, except for the higher Al detected in abandoned
agrosystems (Table. 1). Although significant differences in atomic elements were detected between land
uses, the four ellipses on the PCA were not clearly separated (Fig. S5).
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Table 1
Land uses differ lightly in coordinates, pHH2O and atomic abundances. Geochemical properties and

coordinates of 593 soil samples in the AlUla region according to four land uses. The soil geographical
and physicochemical property results are expressed as mean ± standard deviation. AP is the

acidification potential.
Parameters Active

agrosystems

n = 47

Abandoned
agrosystems

n = 67

Natural
ecosystems

n = 447

Urban area

n = 32

Y longitude 26.74682 ± 
0.14966 a

26.75629 ± 0.10245
a

26.72985 ± 
0.13229 a

26.63633 ± 
0.11450 b

X latitude 37.94533 ± 
0.08535 ab

37.97742 ± 0.06682
a

37.96684 ± 
0.08198 ab

37.94352 ± 
0.04697 b

pH H2O 8.72 ± 0.47 b 8.75 ± 0.58 b 8.96 ± 0.50 a 8.87 ± 0.49 ab

pH KCl 8.20 ± 0.35 a 8.30 ± 0.50 a 8.33 ± 0.48 a 8.27 ± 0.37 a

AP 0.52 ± 0.39 a 0.45 ± 0.36 a 0.63 ± 0.44 a 0.60 ± 0.42 a

Si (%) 92.9 ± 3.8 ab 89.1 ± 9.7 ab 92.0 ± 6.9 a 90.1 ± 5.3 b

Al (%) 0.683 ± 0.511 b 1.212 ± 1.176 a 1.058 ± 1.230 ab 1.439 ± 1.319 a

Ti (%) 0.495 ± 0.296 ab 0.470 ± 0.299 b 0.488 ± 0.332 b 0.614 ± 0.299 a

Ca (%) 2.099 ± 1.240 ab 4.052 ± 5.608 a 2.298 ± 2.712 b 2.853 ± 1.662 a

P (%) 0.064 ± 0.039 a 0.060 ± 0.044 ab 0.051 ± 0.038 b 0.062 ± 0.035 a

Fe (%) 1.218 ± 0.800 b 1.550 ± 1.415 b 1.495 ± 1.405 b 2.146 ± 1.561 a

K (%) 0.142 ± 0.103 b 0.312 ± 0.381 ab 0.242 ± 0.346 b 0.433 ± 0.465 a

Mg (%) 1.853 ± 0.750 ab 2.163 ± 1.482 a 1.727 ± 1.082 b 1.939 ± 0.690 ab

Soil properties and AMF communities in relation to land uses

The combination of AMF communities and soil properties (pH, atomic elements, and coordinates) were
assessed by distanced-based redundancy analysis (db-RDA), as shown in Fig. 5, where the four land
uses are represented with ellipses. The PERMANOVA results showed that all soil parameters on the db-
RDA had an impact (at p < 0.001) on the repartition of AMF communities.

2.5. Plant root AMF observations in the AlUla region
Histological observations of the 277 root samples collected in the study area revealed that 29 out of the
46 plant species sampled (63%) were colonized by AMF (Table 2). The plant root AMF microscopic
observations (hyphae, vesicles, and arbuscules) are available in Fig. S6. 102 individual plants were found
to be colonized by AMF amongst the 277 samples (37%). Half of the root samples (49%) were from P.
dactylifera date palm roots. Among these latter 135 samples, 23% were mycorrhized by AMF. Despite the
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high AMF frequency (61%), the mycorrhizal intensity was quite low (average of 4%) in these mycorrhized
date palms. Excluding P. dactylifera, 51% of the 142 remaining plant individuals were positive to AMF
mycorrhization. The mycorrhizal frequency and intensity depended greatly on the plant species.
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Table 2
Mycorrhizal status and observations of plant species in the AlUla region. The number of individuals (n)
sampled is indicated for each plant species. The results are presented according to the percentage of
mycorrhized individuals, the frequency and intensity of AMF root colonization. Non-determined (ND)
means that AMF frequency and intensity measurements were unavailable due to low root fragment

quality.
Plant taxonomy Mycorrhizal observations

Plant family Plant species n Mycorrhized
individuals
(%)

Frequency
(%)

Intensity
(%)

Amaranthaceae   Aerva javanica (Burm.f.)
Juss. ex Schult.

1 0 - -

Amaranthaceae   Chenopodiastrum murale
(L.) S. Fuentes, Uotila &
Borsch

2 50 100 4

Amaranthaceae   Haloxylon persicum Bunge 13 38 19 17

Amaranthaceae   Haloxylon salicornicum
(Moq.) Bunge ex Boiss.

20 31 34 14

Amaranthaceae Caroxylon imbricatum var.
imbricatum

1 0 - -

Amaranthaceae Soda rosmarinus (Bunge ex
Boiss.) Akhani

1 0 - -

Amaranthaceae Suaeda vermiculata Forssk.
ex J.F.Gmel.

1 0 - -

Anacardiaceae Searsia tripartita (Ucria)
Moffett

2 100 ND ND

Apocynaceae Rhazya stricta Decne. 1 0 - -

Arecaceae Phoenix dactylifera L. 135 23 61 4

Asclepiadaceae Pergularia tomentosa L. 1 100 ND ND

Asteraceae Artemisia sp. 1 100 ND ND

Asteraceae Picris cyanocarpa Boiss. 1 100 100 93

Asteraceae Sonchus oleraceus L. 4 100 83 17

Capparaceae Capparis spinosa L. 1 0 - -

Cistaceae Helianthemum lippii (L.)
Dum.Cours.

9 100 82 5

Convolvulaceae Convolvulus spicatus Peter
ex Hallier f.

1 100 ND ND

Cyperaceae Cyperus conglomeratus 1 100 20 1
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Plant taxonomy Mycorrhizal observations

Plant family Plant species n Mycorrhized
individuals
(%)

Frequency
(%)

Intensity
(%)

Rottb.

Fabaceae Astragalus sieberi DC. 8 100 82 37

Fabaceae Astragalus
spinosus (Forssk.) Muschl.

10 70 47.13 6

Fabaceae Retama raetam (Forssk.)
Webb & Berthel.

13 60 30 11

Fabaceae Senna italica Mill. 3 66 ND ND

Fabaceae Vachellia gerrardii (Benth.)
P.J.H.Hurter

2 100 ND ND

Fabaceae Vachellia
tortilis subsp. raddiana (Savi)
Kyal. & Boatwr.

2 100 ND ND

Lamiaceae Lavandula coronopifolia Poir. 1 0 - -

Lamiaceae Teucrium leucocladum
Boiss.

1 0 - -

Malvaceae Malva parviflora L. 1 100 67 12

Moraceae Ficus palmata Forssk. 2 50 ND ND

Moraceae Ficus salicifolia Vahl 1 100 ND ND

Plantaginaceae Plantago lanceolata L. 1 0 - -

Poaceae Chloris barbata Sw. 1 100 83 4

Poaceae Polypogon monspeliensis
(L.) Desf.

1 100 33 1

Poaceae Stipagrostis ciliata (Desf.) De
Winter

1 0 - -

Poaceae Stipagrostis plumosa (L.)
Munro ex T.Anderson

2 0 - -

Polygonaceae Calligonum comosum L'Hér. 1 0 - -

Polygonaceae Rumex vesicarius L. 1 100 100 25

Resedaceae Ochradenus baccatus Delile 1 100 100 20

Rhamnaceae Ziziphus nummularia
(Burm.f.) Wight & Arn.

2 50 ND ND
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Plant taxonomy Mycorrhizal observations

Plant family Plant species n Mycorrhized
individuals
(%)

Frequency
(%)

Intensity
(%)

Rutaceae Citrus spp. 13 0 - -

Sapindaceae Dodonaea viscosa Jacq. 1 100 ND ND

Solanaceae Lycium shawii Roem. &
Schult.

4 0 - -

Solanaceae Withania somnifera (L.) Dun. 3 33 100 55

Solanaceae Solanum villosum Mill. 1 0 - -

Tamaricaceae Tamarix nilotica (Ehrenb.)
Bunge

1 0 - -

Urticaceae Forsskaolea tenacissima L. 1 100 50 1

Zygophyllaceae Zygophyllum bruguieri (DC.)
Christenh. & Byng

2 0 - -

2.6. Number of AMF spores in soils in the AlUla region
Spores from 1 kg samples of 12 soils from the AlUla region were extracted and numbered (Table 3).
Overall, there were < 150 spores/kg of soil, with an average of 58 ± 42 spores/kg of soil. No significant
differences in spore number were found regarding the type of aboveground vegetation (annual or
perennial plants), nor the different land uses (active agrosystems or natural ecosystems). Detected
spores were mostly small (≈ 50 µm) with thick walls (Fig. S7).
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Table 3
Number of AMF spores extracted from AlUla soils in different conditions. Plant Type corresponds to the
type of vegetation observed in the vicinity of the soil sample (perennial or annual). The species observed

at sampling time are given in the “Plant observed” column. The land use is indicated.
ID Number of

spores/kg
Plant
Type

Plant observed Land use

SP01 61 Annual Anthemis/Poaceae/Diverse
annuals

Natural
ecosystem

SP02 38 Perennial Vachellia gerrardii Natural
ecosystem

SP03 75 Perennial Date palm Active
agrosystem

SP04 86 Perennial Haloxylon salicornicum Natural
ecosystem

SP05 59 Perennial Vachellia tortilis Natural
ecosystem

SP06 32 Annual Anthemis/Poaceae/Asphodelus Natural
ecosystem

SP07 11 Perennial Diversity Natural
ecosystem

SP08 144 Perennial Date palm Active
agrosystem

SP09 34 Annual Anthemis/Poaceae/Asphodelus Natural
ecosystem

SP10 30 Perennial Lycium shawii, Vachellia tortilis Natural
ecosystem

SP11 118 Perennial Date palm Active
agrosystem

SP12 8 Perennial Date palm (+ Citrus) Active
agrosystem

Discussion
Our large-scale investigation of the AMF communities of the plants and soils in the region of AlUla
revealed several interesting findings discussed below: i) reports of AMF in the roots of multiple plant
species known as non-mycorrhized, ii) low mycorrhization rates of major crops (date palms and Citrus
spp.), iii) very low numbers of AMF spores in the soils, iv) absence of several AMF families (e.g.
Gigasporaceae) usually commonly found in farms and natural ecosystems, v) the slight impact of land
uses on AMF diversity and soil parameters, and vi) the importance of using several approaches
(metabarcoding, histology, and spore counting) on a large scale to improve our knowledge of AMF found
in hyper-arid environments. With an average pH of 8.86 ± 0.53, up to 10.40, the hyper-arid region of AlUla
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is also characterized by hyper-alkaline soils (Table 1). We highlight the small effect on AMF community
composition of land uses compared to passive dispersal and soil physical and chemical parameters in
this desert region. Finally, we discuss the importance of a vast sampling analysis dispositive with a
variety of methods to study the AMF at a large scale. Arid and hyper-arid lands are sensible and rather
unknown ecosystems, understanding further these ecosystems is crucial for both agriculture and land
restoration in the context of climate change and increase in desertification.

3.1. Mycorrhizal status of hyper-arid ecosystems plants
In the present study we collected plant roots from 46 plant species (belonging to 25 families) and
reported their mycorrhizal status, with mutualistic symbiosis with AMF found in at least one individual
plant in 29 species (63%). We queried the scientific literature to determine if these results were in line
with those of other previous studies (Table S1). Three main findings, as discussed below, emerged from
this comparison: i) we filled a knowledge gap by clarifying the previously unknown mycorrhizal status of
some plant species, ii) we challenged this status when the plant was previously described as being non-
mycorrhizal, and iii) we did not observe AMF in some plant species previously described as being
compatible with arbuscular mycorrhization.

To the best of our knowledge, this is one of the first studies to report the presence of arbuscular
mycorrhizae in the roots of the 10 following plant species: Astragalus sieberi (Fabaceae); Astragalus
spinosus (Fabaceae); Convolvulus spicatus (Convolvulaceae); Ficus cordata (Moraceae); Ficus palmata
(Moraceae); Forsskaoleae tenacissima (Urticaceae); Ochradenus baccatus (Resedaceae); Pergularia
tomentosa (Asclepiadaceae); Picris cyanocarpa (Asteraceae) and Searsia tripartita (Anacardiaceae).
Some species of the Astragalus, Convolvulus, Ficus, Pergularia, Picris and Searsia genera are already
known to be compatible with AMF (Table S1). We identified arbuscular in eight plant species from these
genera, potentially filling a knowledge gap regarding their unknown mycorrhizal status. Moreover, this is
one of the first reports of mycorrhization detection in Forsskaolea and Ochradenus plant species. We
have also reported the presence of AMF in Chenopodiastrum (ex: Chenopodium) and Rumex genera,
which are known for their variable mycorrhizal status (Fontenla et al. 1998; Karanika et al. 2008; Daisog
et al. 2012; Safari Sinegani and Elyasi Yeganeh 2017; Kellogg et al. 2021). Some plant families are
commonly known to be mycorrhizal, e.g. Asteraceae, Fabaceae, Poaceae and Solanaceae (Wang and Qiu
2006). All of the Asteraceae and Fabaceae plant species investigated here were mycorrhized, thereby
confirming previous findings (Table S1). However, our data regarding Solanaceae and Poaceae species
revealed poor mycorrhization rates (1/3 species mycorrhized, 1/8 individuals and 2/4 species, 2/5
individuals, respectively), which was much lower compared to the findings of other studies (Table S1).
Amaranthaceae plant species are known to be compatible with AMF (Chaudhry et al. 2005; Wang and
Qiu 2006; Santhoshkumar, et al. 2019), yet their mycorrhization rates are considered to be low to null
(Tester et al. 1987). Here we reported much higher rates, with evidence of AMF root colonization in 3/7
Amaranthaceae species and in 12/39 individuals.
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These differences in plant mycorrhizal status when comparing our data with previous reports could be
explained by multiple factors, such as: i) driven by environmental conditions, ii) outdated, incomplete
data, or iii) simply a lack of knowledge and investigations. Non-mycorrhizal plants are more common and
diverse in arid lands (Soudzilovskaia et al. 2017; Brundrett and Tedersoo 2018). However, we could
expect that plants growing in extreme desert conditions (e.g. extreme drought, low soil nutrients,
discontinuous vegetation cover, high heat and soil alkalinity in the AlUla region) could greatly benefit
from this mycorrhizal interaction feature which can help plants mobilize water and nutrients and survive
heat stress (Duc et al. 2018; Harkousse et al. 2021; Madouh and Quoreshi 2023). Another example of
such plant adaptations in extreme environments was reported in the highly polymetallic soils in New
Caledonia, where Cyperaceae plants (known as non-mycorrhizal) were found to unexpectedly develop
mycorrhization (Lagrange et al. 2011), which is in line with our observations in AlUla, where AMF was
detected in Cyperus conglomeratus. Primary descriptions of the plant mycorrhizal status often come
from temperate climatic conditions and unconstrained environments, while our results, along with those
of other studies (O’Connor et al. 2001; Agwa and Al-Sodany 2003; Chaudhry et al. 2005; Lagrange 2009),
were obtained in arid environments under harsh conditions (aridity, nutrient shortage, extreme pH, etc.).
Environmental conditions, e.g. biotic stress, climate and soil nutrient content, are important factors
underlying the establishment of AMF mutualistic symbiosis (Muthukumar et al. 2004; Lagrange 2009),
plant taxonomy alone may not be discriminant enough to know the true mycorrhization potential of a
plant species. For example, salinity, heat and drought can affect plant mycorrhization (Diatta et al. 2014;
Duc et al. 2018). Land use, pH and geological parent material may also explain the mycorrhizal
distribution in plants (Menzel et al. 2016).

Another interesting point concerns the energy cost of plant-AMF symbiosis in arid environments, where
more energy is required to develop a functional mutualistic relationship (Koltai and Kapulnik 2010).
Plants must feed their AMF symbionts with sugars produced by photosynthesis (which involves
atmospheric carbon dioxide and water consumption). Overuse of this trade-off may be deleterious to
plants in arid environments where water is already a scarce resource (Chaves et al. 2002). To conclude
this section, our study challenged current views on the mycorrhizal status of desert plants, as we noted
that the hyperarid and hyperalkaline environmental conditions in AlUla may be conducive to the
development of plant-AMF mutualistic symbiosis.

3.2. Unexpected low AMF levels in crops
In this study, we observed mycorrhizal colonization of two major crops, i.e. date palm (P. dactylifera;
Arecaceae), and Citrus spp. (Rutaceae). Date palm is: i) the main crop in the AlUla region, ii) adapted to
desert conditions (e.g. drought, pH, heat and salinity), and iii) characterized by high mycorrhizal rates in
other locations (Ramoliya and Pandey 2003; Abohatem et al. 2011; Bouamri et al. 2014; Arab et al. 2016;
Hazzouri et al. 2020). Citrus spp. plants are often jointly cropped with date palms in AlUla orchards
(Gros-Balthazard et al. 2023), and are highly dependent on mycorrhizal colonization (Wu and Xia 2006;
Song et al. 2015). In our study, no AMF structures were found in any of the collected roots of 13
individual Citrus plants. Regarding date palm, only 23% of the 135 individuals were colonized, and none
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of the 8 individuals collected in natural ecosystems displayed any root AMF. In comparison, Bouamri et
al. (2014) found mycorrhized roots in all of the 10 date palms sampled in farms at Tafilalet (Morocco).
Environmental DNA revealed high variability in AMF proportions across all date palm samples (ranging
from 0 to 95% of the total reads issued from 18S sequencing). AMF reads were detected inside and on
the surface of date palms roots, except in two individuals growing in natural conditions. These AMF
mainly concerned the Glomeraceae family, i.e. mostly Glomus, Rhizophagus and Sclerocystis genera.

Drought stress alleviation is one of the main potential roles of AMF to benefit plant crops. Many studies
have obtained evidence on the effectiveness of AMF in enhancing date palm growth and improving the
tolerance of these trees to abiotic and biotic stress in date palm farms (Jaiti et al. 2007; Evelin et al.
2009; Abohatem et al. 2011; Al-Karaki 2013; Ait-El-Mokhtar et al. 2019). Water management is crucial in
these desert regions, yet water supplies have been jeopardized. Over time, the use of non-renewable
water resources from aquifers gradually increased the soil salinity, so farmers had to find alternatives,
such as sea water desalinization (Shahin and Salem 2014; Zemni et al. 2022; Seraphin et al. 2022;
Odnoletkova and Patzek 2023).

Arbuscular mycorrhizae in cultivated date palms was found to be reduced when water access is scarce
(Baslam et al. 2014) which could explain the absence of mycorrhizae in natural conditions. However,
date palm mycorrhization is generally low in the region, even on intensely irrigated farms. This
observation is specific to date palms, because the mycorrhization rate was checked on plant species
growing in the vicinity of date palms (i.e. Chenopodiastrum murale, Sonchus oleraceus and Plantago
lanceolata). These adventitious plants were found to have an average of 71% arbuscular mycorrhizal
structures, with a mean frequency of 81%, thereby indicating that the water scarcity and environmental
conditions did not hamper the mycorrhization of these species. The absence of mycorrhizae noted in
Citrus spp. trees and the low AMF colonization rate of date palms, i.e. two crops that are usually
colonized by AMF, could have been the result of the extreme soil conditions. Indeed, even though water
stress may be alleviated by irrigation, the soils remain nutrient-poor and alkaline, which could specifically
affect interactions between AMF and these plants, while having less of an impact on other species (Oehl
et al. 2017). However, poor soils (mainly lacking phosphorus) are commonly reported to favor plant-AMF
interactions (George et al. 1995; Ma et al. 2023). Regarding water scarcity, it is unclear if this factor
enhances or reduces AMF colonization, and this may vary according to the plant species, fungal species,
environmental conditions, and water stress intensity (López-Ráez 2016).

3.3. Environmental selection of spores and alternative AMF
dispersal strategies in arid environments
AlUla soils displayed an extremely low quantity of spores, regardless of the sampling location and
conditions, with only 58 spores/kg of soil detected. Similar studies on arid or semi-arid desert soils
(rocky to sandy soils) in natural ecosystems or farms, reported much higher spore numbers in soils,
ranging from 200 spores/kg of soil in a semi-arid ecosystem (Requena et al. 1996) to up to 18,400
spores/kg of soils under date palms in farms (Bouamri et al. 2006). Despite this considerable variability
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in spore quantities in desert soils, to our knowledge this is the first time that such a low number of AMF
spores has been reported in these soils.

The low quantity of spores in AlUla soils could be attributed to two non-mutually exclusive processes: i)
high spore degradation in these soils due to environmental factors (e.g. heat, UV radiation, sand
abrasion), or ii) the natural selection in the region in favour of AMF species producing low spore
numbers. AMF fitness may be linked to the spore morphology and characteristics. The first hypothesis
that could be put forward is that hyperarid environments are naturally conducive to the selection of small
thick-walled spores (e.g. Archaeospora, Rhizophagus), while other spores that are unfit for survival in
desert ecosystems are quickly disappearing and/or just absent. Requena et al. (1996), for instance,
reported that many spores they observed in a Spanish semi-arid region were degenerated. Regarding
AMF natural selection, AMF spores and cells harbor many nuclei (Hijri and Sanders 2005; Kokkoris et al.
2020) that may be genetically distinct and could be selected and transferred (or not) to the offspring
enabling them to rapidly select traits like production of spore (Verbruggen and Kiers 2010).

Despite the low spore abundance in AlUla soils we monitored, our results showed that plants were still
able to establish plant-AMF interactions (especially in herbaceous species). In Namibia, the spore
content in soils could not be correlated with the arbuscular colonization of plants (Uhlmann et al. 2004),
and it is unlikely that spores are important for inducing AMF colonization of plant roots (López-Sánchez
and Honrubia 1992). These considerations suggest that spores may not be the main AMF propagation
pathway in hyperarid regions. There are other means of AMF survival and propagation, such as via
hyphae or root fragments colonized by AMF, through the so-called propagules (Salomon et al. 2022). In
our case, these propagules might be the most probable way of AMF dispersion, with colonized root
fragments offering shelter and nutrients for the fungi (Müller et al. 2017), whereas the low extent of plant
cover on the soils may indicate that there was a low mycelium hyphae density in the soils.

3.4. Predominance of Glomeraceae and absence of
Gigasporaceae in the hyperarid AlUla region
Overall, AMF detected in AlUla soils and plants showed high dominance of Glomeraceae species, mostly
with 18S, in addition to Diversisporaceae and Claroideoglomeraceae, which were observed throughout
the ITS2 datasets (Fig. 3; 4). Datasets sequenced with 18S markers were almost exclusively composed
of Glomeraceae taxa, with the main genera being Glomus and Rhizophagus, in addition to Sclerocystis in
date palm roots. Glomeraceae, mostly Glomus, is often predominant in soils exposed to abiotic stress as
they tend to be opportunistic while bearing features that are advantageous in adverse environments (e.g.
ability to rapidly colonize plant roots). This predominance of Glomeraceae has been reported in
numerous studies in different arid regions worldwide using 18S sequencing and spore identification
(Symanczik et al. 2014; Qiang et al. 2019; Harrower and Gilbert 2021; Adenan et al. 2021; Zhao et al.
2022). Diversisporaceae are also regularly identified in deserts (Qiang et al. 2019; Vasar et al. 2021;
Harrower and Gilbert 2021; Zhao et al. 2022). Other AMF families detected in these arid environments
include Paraglomeraceae (Zhao et al. 2022), Claroideoglomeraceae (Symanczik et al. 2014; Zhao et al.
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2022), Acaulosporaceae (Zhao et al. 2022), and Scutellosporaceae (Gigasporales) (Harrower and Gilbert
2021).

AMF diversity in the date palm rhizosphere has until now mostly been described on the basis of spore
morphotypes. Our study is one of the first in which AMF communities in date palm roots were
investigated using a metabarcoding method based on the 18S. Several studies on the date palm
rhizosphere reported a dominance of Glomeraceae taxa, mostly Glomus spores along with recurrent
Gigasporales (Gigasporaceae, Scutellosporaceae and Racocetraceae) (Al-Yahya’ei et al. 2011; Khirani et
al. 2020; Dalal and Solanki 2021). The dominance of Glomeraceae, especially Glomus detected via both
18S sequencing and spore observation, is consistent with our results. However, authors of other studies
have often reported detecting spores from the Gigasporales order in date palm orchards, which is
inconsistent with our metabarcoding results (only two OTUs on soils of farms in the Grid dataset,
representing 0.015% of the AMF reads; and in date palm roots in the Palm dataset, representing 0.8% of
the AMF reads), and is also out of line with our soil spore extractions which mostly revealed small sized
spores. Gigasporales spore sizes reportedly range from 120 to 640 µm (Souza 2015) yet we extracted
spores between sieves with meshes of 40 µm and 1 mm. Our spore extraction method is thus suitable
for trapping Gigasporales spores. In cases where no spores of this order were found, it could be
hypothesized that this order was either absent, or highly preyed upon by other organisms. This scant
presence of Gigasporales taxa in dryland habitats has already been described (Adenan et al. 2021), with
only 1 OTU found to belong to Scutellospora. Gigasporales were reported to be more preyed on and
degraded in dunes than in temperate environments (Lee and Koske 1994). Taxa of other orders such as
Archaeosporales, Entrophosporales and Paraglomerales were also seldom found in AlUla, in line with the
findings of other previous studies conducted in desert environments (Adenan et al. 2021).

AMF identification via metabarcoding also depends on the database used for the taxonomic assignment
(SILVA for 18S and UNITE for ITS2). This difference of database may play a role in the differences in
community composition observed between markers. Datasets sequenced with ITS2 showed more
Unidentified Glomeromycotina than those sequenced with 18S, but in both datasets those sequenced
mostly belonged to the Glomerales and Diversisporales orders. The high proportion of unidentified AMF
obtained reflected an overall knowledge gap that exists with regard to desert ecosystems, particularly in
reference databases. Studies like ours, involving high sequencing depth and the combined use of ITS2
and 18S, could enhance the overall understanding through the detection of a broader range of AMF taxa.

3.5. Soil parameters and location rather than land use
shape AMF communities in AlUla
Despite the fact that there were no significant differences in soil characteristics, shifts in AMF
communities were identified between land uses. Although the alpha-diversity (Hill numbers) was mostly
similar under all conditions, the beta diversity (PERMANOVA on Bray-Curtis distances) differed between
agrosystems, natural ecosystems and urban areas. These results are consistent with those reported by
Yu et al. (2022), where the microbial composition was more sensible than the diversity index. Our R²
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PERMANOVA values explained < 0.01% of the community differences, but even the slightest difference
can be significant when the sample number is sufficient. Overall, our results suggest that the fungal
community composition obtained for abandoned agrosystems was an intermediate pattern between the
active agrosystem and the natural ecosystem land uses, thereby suggesting that agriculture had a legacy
effect on the microbial communities, as described in (Maurice et al. 2024a). Moreover, our definition of
abandoned agrosystems included farms that had been abandoned recently or longer ago, while having
different extents of past anthropic pressure. Compared to natural ecosystems, these past anthropic
disturbances potentially modified the soils: i) in terms of hygrometry, ii) lowering the pH, and iii) fertilizer
and pesticide use, patterns also described by Tchabi et al. (2008). In the light of all of these elements, we
expected that farming and past anthropic disturbances would lead to marked disparities in AMF
communities between the four land uses. The small differences in AMF communities between land use
is inconsistent with the findings of other studies where AMF were highly affected by land uses and
agricultural practices, mainly tillage (Thiele-Bruhn et al. 2012). However, tillage and other mechanical
treatments are not required in date palm cultivation, so there should be very little alteration in the soil
structure. There might be a link between the lack of differences in soil parameters between land uses
(Fig. S5) and the small differences between land uses for AMF community composition. This lack of a
marked effect of land uses on AMF communities has also been reported by Jansa et al. (2014).

The main drivers of AMF community structure in AlUla were generally the longitudinal sample
distribution, along with the proportion of silicon detected as compared to other measured elements and
pH, i.e. mostly pHKCl. The high effect of the geographical distribution on the map i.e longitude, latitude
(Fig. 5) unveils that soils collected at close distances tend to show more similar AMF community.
Microbial dispersal is considered to be mostly passive, which implies that geographically close points
would tend to be affected by the surrounding microbial communities due to the limited dispersal. In our
results, the extent of the distance effect on the AMF community structure could thus be an indicator of
the importance of dispersal limitation (Zhou and Ning 2017).

The soil pH is a very common AMF community structuring driver (Tedersoo et al. 2014, 2022; Davison et
al. 2015, 2021). The high Si concentration, as opposed to that of other elements, is an indication of the
sandy texture of soils. Compared to other soil types, sandy soils are characterized by high porosity,
warmer temperatures, high dryness and low nutrient contents (De Deyn et al. 2008; Laity 2009). In the
study of Al-Ghamdi and Jais (2013), the AMF colonization rate increased along with the soil sand
content. The effect of the soil texture, notably the sand content, is considered to be an important factor
governing the AMF community composition (de Oliveira Freitas et al. 2014). Overall, the desert microbial
community composition differs when comparing biomes in temperate or tropical regions, and the
communities display a lower phylogenetic diversity (Murgia et al. 2019). Davison et al. (2015) highlighted
low AMF richness in semi-desert areas in comparison with other environments, such as in forests,
grasslands and shrublands. Other key parameters are known to shape AMF communities, including
temperature, precipitation and organic carbon levels (Davison et al. 2015). There were no noteworthy
temperature and precipitation differences in our study because all samples were collected in the same
region (AlUla). However, the temperature was often lower and the humidity higher in active farms
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because of irrigation and the date palm vegetation cover (de Grenade 2013). Organic carbon was very
low in all of the analyzed soils sampled in farms and natural ecosystems (data not shown). In these
environments, however, changes at the microenvironment scale can have a marked impact on plant and
microbial communities by creating fertility islands, which could partly explain the variability in
composition and diversity of AMF communities that we noted at the regional scale (Maurice et al. 2023).

3.6 Combined use of AMF metabarcoding, root histology and spore extraction in a desert region with
diverse landscapes and land uses

Based on molecular data and direct observations, we conducted a large-scale study to characterize AMF
in the AlUla region (Saudi Arabia) and took into account how the different land uses (natural ecosystems,
active/abandoned agrosystems, and urban areas) and soil parameters shaped the fungal microbiome
and environment. The combined use of different methods of analysis allowed us to describe directly and
indirectly the arbuscular mycorrhization in both soils and roots in a variety of conditions and plant
species. Note that in our study—spanning an arid 5,000 km² area—we used a total of 7,620,047 AMF
reads, characterized mycorrhization in 46 different plant species with 277 root samples, while extracting
spores from 12 soils. By comparison, other large-scale studies that have been carried out to describe
microbial communities often involved distant sampling areas, while focusing on specific environments
and extrapolating findings to infer intermediary conditions (O’Connor et al. 2001; Davison et al. 2015;
Tedersoo et al. 2022). Multiple methods of analysis mixing high throughput analysis and plant and soil
characterization Other large-scale kilometric grid sampling has also been carried out, e.g. in the studies
of Karimi et al. (2019) and Djemiel et al. (2023), who mapped bacteria and fungi throughout France, with
samples collected 16 km apart. Menzel et al. (2016) sampled AMF across Germany based on 130 km²
sampling cells. Our kilometric grid had a more accurate 1 km² mesh, covering an area of 1,039 km².
Although challenging, this region-wide sampling effort generated useful information regarding AMF
variations at regional and local scales. We highly recommend using this method in future studies in arid
deserts to gain greater insight into these specific ecosystems and to gather data that could be of use in
further research carried out the current climate change setting.

Conclusion
In the present large-scale investigation on AMF communities hosted in plants and soils in the
hyperalkaline and hyperarid AlUla region, we highlighted: i) the importance of conducting field surveys to
assess and eventually challenge the mycorrhizal status of commonly known non-mycorrhized plant
species, and ii) the potential impact of local agricultural practices on AMF species and mycorrhizal
mutualistic symbiosis. Moreover, we found that the environmental drivers (e.g. hyperalkalinity,
hyperaridity, soil parameters, and geographical coordinates) may: i) favor alternative AMF dispersal
modes in the AlUla region, ii) be incompatible with ecological niches of commonly occurring AMF
families (e.g. Gigasporaceae), iii) have more of an impact than land use on the composition, structure,
and shifts of local AMF communities. Finally, our use of several approaches (metabarcoding, histology
and spore counting) on a large scale enhanced our knowledge on AMF communities in hyperarid
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environments. These overall findings should pave the way for a better understanding of the current
status of AMF in hyperalkaline and hyperarid regions, which is essential for developing suitable
renewable agriculture practices in the current climate change setting.

Declarations

Funding:
This work was supported by the SoFunLand project, part of the Oasis program funded under the
partnership between the RCU (Royal Commission for AlUla) and AFALULA (Agence Française pour le
development d’AlUla).

Author Contribution
Alexandre Robin-Soriano: Conceptualization, Sampling, Formal analysis, Investigation, Data curation,
Software, Writing, Review & Editing. Kenji Maurice: Conceptualization, Sampling, Formal analysis,
Investigation, Data curation, Review & Editing. Stéphane Boivin: Conceptualization, Sampling, Formal
analysis, Investigation, Data curation. Amélia Bourceret: Formal analysis, Software, Investigation, Data
curation. Liam Laurent-Webb: Conceptualization, Sampling, Review & Editing. Sami Youssef: Sampling,
Data curation, Review & Editing. Jérôme Nespoulous: Sampling. Inès Boussière: Investigation, Julie
Berder: Investigation, Coraline Damasio: Sampling, Project administration. Bryan Vincent:
Conceptualization, Review & Editing. Hassan Boukcim: Project administration, Funding acquisition,
Review & Editing, Supervision. Marc Ducousso: Conceptualization, Sampling, Investigation, Project
administration, Funding acquisition, Review & Editing, Supervision. Muriel Gros-Balthazard: Review &
Editing, Supervision.

References
1. Abohatem M, Chakrafi F, Jaiti F et al (2011) Arbuscular Mycorrhizal Fungi Limit Incidence of

Fusarium oxysporum f.sp. albedinis on Date Palm Seedlings by Increasing Nutrient Contents, Total
Phenols and Peroxidase Activities. TOHORTJ 4:10–16.
https://doi.org/10.2174/1874840601104010010

2. Adenan S, Oja J, Alatalo JM et al (2021) Diversity of arbuscular mycorrhizal fungi and its chemical
drivers across dryland habitats. Mycorrhiza 31:685–697. https://doi.org/10.1007/s00572-021-
01052-3

3. Agwa HE, Al-Sodany YM (2003) Arbuscular Mycorrhizal Fungi (Glomales) in Egypt. Egypt J Biology
5:19–26

4. Ait-El-Mokhtar M, Laouane RB, Anli M et al (2019) Use of mycorrhizal fungi in improving tolerance of
the date palm (Phoenix dactylifera L.) seedlings to salt stress. Sci Hort 253:429–438.
https://doi.org/10.1016/j.scienta.2019.04.066



Page 26/39

5. Albaqami SF, Sohaibani AS, Kasi M (2018) Arbuscular Mycorrhizal Fungi Diversity in Two Different
Regions in Saudi Arabia. IntJCurrMicrobiolAppSci 7:2492–2510.
https://doi.org/10.20546/ijcmas.2018.704.286

6. Alberdi A, Gilbert MTP (2019) hilldiv: an R package for the integral analysis of diversity based on Hill
numbers. 545665. https://doi.org/10.1101/545665

7. AL-Ghamdi AAM, Jais HM (2013) Interaction between soil textural components, flavonoids in the
roots and mycorrhizal colonization in Juniperus procera in Saudi Arabia. Afr J Microbiol Res 7:996–
1001. https://doi.org/10.5897/AJMR12.290

8. Al-Karaki G (2013) Application of mycorrhizae in sustainable date palm cultivation. Emirates J Food
Agric 25. https://doi.org/10.9755/ejfa.v25i11.16499

9. Almazroui M (2013) Simulation of present and future climate of Saudi Arabia using a regional
climate model (PRECIS). Int J Climatol 33:2247–2259. https://doi.org/10.1002/joc.3721

10. Al-Whaibi M (2009) Desert Plants and Mycorrhizae (A mini-review). J Pure Appl Microbiol 3:457–466

11. Al-Yahya’ei MN, Oehl F, Vallino M et al (2011) Unique arbuscular mycorrhizal fungal communities
uncovered in date palm plantations and surrounding desert habitats of Southern Arabia. Mycorrhiza
21:195–209. https://doi.org/10.1007/s00572-010-0323-5

12. Apple ME (2010) Aspects of Mycorrhizae in Desert Plants. Desert Plants: Biology and
Biotechnology. Springer, Berlin, Heidelberg, pp 121–134

13. Arab L, Kreuzwieser J, Kruse J et al (2016) Acclimation to heat and drought—Lessons to learn from
the date palm (Phoenix dactylifera). Environ Exp Bot 125:20–30.
https://doi.org/10.1016/j.envexpbot.2016.01.003

14. Bago B, Bécard G (2002) Bases of the obligate biotrophy of arbuscular mycorrhizal fungi. In:
Gianinazzi S, Schüepp H, Barea JM, Haselwandter K (eds) Mycorrhizal Technology in Agriculture.
Birkhäuser Basel, Basel, pp 33–48

15. Baslam M, Qaddoury A, Goicoechea N (2014) Role of native and exotic mycorrhizal symbiosis to
develop morphological, physiological and biochemical responses coping with water drought of date
palm, Phoenix dactylifera. Trees 28:161–172. https://doi.org/10.1007/s00468-013-0939-0

16. Beena KR, Raviraia NS, Sridhar KR (2000) Seasonal variations of arbuscular mycorrhizal fungal
association with lpomoea pes-caprae of coastal sand dunes, Southern India. J Environ Biol 4:341–
347

17. Berruti A, Desirò A, Visentin S et al (2017) ITS fungal barcoding primers versus 18S AMF-specific
primers reveal similar AMF-based diversity patterns in roots and soils of three mountain vineyards.
Environ Microbiol Rep 9:658–667. https://doi.org/10.1111/1758-2229.12574

18. Bi Y, Qiu L, Zhakypbek Y et al (2018) Combination of plastic film mulching and AMF inoculation
promotes maize growth, yield and water use efficiency in the semiarid region of Northwest China.
Agric Water Manage 201:278–286. https://doi.org/10.1016/j.agwat.2017.12.008

19. Błaszkowski J, Sánchez-García M, Niezgoda P et al (2022) A new order, Entrophosporales, and three
new Entrophospora species in Glomeromycota. Front Microbiol 13.



Page 27/39

https://doi.org/10.3389/fmicb.2022.962856

20. Bouamri R, Dalpe Y, Serrhini MM (2014) Effect of Seasonal Variation on Arbuscular Mycorrhizal
Fungi Associated with Date Palm. Emirates J Food Agric 977–986.
https://doi.org/10.9755/ejfa.v26i11.18985

21. Bouamri R, Dalpé Y, Serrhini MN, Bennani A (2006) Arbuscular mycorrhizal fungi species associated
with rhizosphere of Phoenix dactylifera L. in Morocco. Afr J Biotechnol 5:510–516.
https://doi.org/10.4314/ajb.v5i6

22. Brundrett MC, Tedersoo L (2018) Evolutionary history of mycorrhizal symbioses and global host
plant diversity. New Phytol 220:1108–1115. https://doi.org/10.1111/nph.14976

23. Chaudhary S (1999) Flora of the Kingdom of Saudi Arabia. Ministry of Agriculture and Water, Riyadh

24. Chaudhry MS, Batool Z, Khan AG (2005) Preliminary assessment of plant community structure and
arbuscular mycorrhizas in rangeland habitats of Cholistan desert. Pakistan Mycorrhiza 15:606–611.
https://doi.org/10.1007/s00572-005-0002-0

25. Chu H, Gao G-F, Ma Y et al (2020) Soil Microbial Biogeography in a Changing World: Recent
Advances and Future Perspectives. mSystems 5. https://doi.org/10.1128/msystems.00803-19.
10.1128/msystems.00803 – 19

26. Collenette S (1999) Wild Flowers of Saudi Arabia. National Commission for Wild Life Conservation
and Development, Riyadh

27. Daisog H, Sbrana C, Cristani C et al (2012) Arbuscular mycorrhizal fungi shift competitive
relationships among crop and weed species. Plant Soil 353:395–408.
https://doi.org/10.1007/s11104-011-1040-3

28. Dalal DJ, Solanki H (2021) Arbuscular Mycorrhizal Fungi: Diversity and Its Impact with Abiotic
Factors in Phoenix dactylifera L. of Kachchh Region, Gujarat, India. Int J Sci Res Sci Technol 8:125–
135. https://doi.org/10.32628/IJSRST218222

29. Davison J, Moora M, Öpik M et al (2015) Global assessment of arbuscular mycorrhizal fungus
diversity reveals very low endemism. Science 349:970–973.
https://doi.org/10.1126/science.aab1161

30. Davison J, Moora M, Semchenko M et al (2021) Temperature and pH define the realised niche space
of arbuscular mycorrhizal fungi. New Phytol 231:763–776. https://doi.org/10.1111/nph.17240

31. Dayana I, Hermawan B, Bertham YH, Ganefianti DW (2020) Effects of Arbuscular Mycorrhiza Fungi
and Coffee Pulp Compost in Improving Soil Water Uptake by Chilli Around the Permanent Wilting
Point Conditions. TERRA: Journal of Land Restoration 3:23–26.
https://doi.org/10.31186/terra.3.1.23-26

32. De Deyn GB, Cornelissen JHC, Bardgett RD (2008) Plant functional traits and soil carbon
sequestration in contrasting biomes. Ecol Lett 11:516–531. https://doi.org/10.1111/j.1461-
0248.2008.01164.x

33. de Grenade R (2013) Date palm as a keystone species in Baja California peninsula, Mexico oases. J
Arid Environ 94:59–67. https://doi.org/10.1016/j.jaridenv.2013.02.008



Page 28/39

34. de Oliveira Freitas R, Buscardo E, Nagy L et al (2014) Arbuscular mycorrhizal fungal communities
along a pedo-hydrological gradient in a Central Amazonian terra firme forest. Mycorrhiza 24:21–32.
https://doi.org/10.1007/s00572-013-0507-x

35. Djemiel C, Dequiedt S, Horrigue W et al (2023) Unraveling biogeographical patterns and
environmental drivers of soil fungal diversity at the French national scale. EGUsphere 1–39.
https://doi.org/10.5194/egusphere-2023-1552

36. Duc NH, Csintalan Z, Posta K (2018) Arbuscular mycorrhizal fungi mitigate negative effects of
combined drought and heat stress on tomato plants. Plant Physiol Biochem 132:297–307.
https://doi.org/10.1016/j.plaphy.2018.09.011

37. Evelin H, Kapoor R, Giri B (2009) Arbuscular mycorrhizal fungi in alleviation of salt stress: a review.
Ann Botany 104:1263–1280. https://doi.org/10.1093/aob/mcp251

38. Fontenla S, Godoy R, Rosso P, Havrylenko M (1998) Root associations in Austrocedrus forests and
seasonal dynamics of arbuscular mycorrhizas. Mycorrhiza 8:29–33.
https://doi.org/10.1007/s005720050207

39. Gemma JN, Koske RE (1988) Seasonal Variation in Spore Abundance and Dormancy of Gigaspora
gigantea and in Mycorrhizal Inoculum Potential of a Dune Soil. Mycologia 80:211–216.
https://doi.org/10.1080/00275514.1988.12025522

40. Gerdemann JW, Nicolson TH (1963) Spores of mycorrhizal Endogone species extracted from soil by
wet sieving and decanting. Trans Br Mycological Soc 46:235–244. https://doi.org/10.1016/S0007-
1536(63)80079-0

41. Gros-Balthazard M, Battesti V, Flowers JM et al (2023) What lies behind a fruit crop variety name? A
case study of the barnī date palm from al-‘Ulā oasis, Saudi Arabia. Plants People Planet 5:82–97.
https://doi.org/10.1002/ppp3.10326

42. Harkousse O, Slimani A, Jadrane I et al (2021) Role of Local Biofertilizer in Enhancing the Oxidative
Stress Defence Systems of Date Palm Seedling (Phoenix dactylifera) against Abiotic Stress. Applied
and Environmental Soil Science 2021:e6628544. https://doi.org/10.1155/2021/6628544

43. Harrison JG, Griffin EA (2020) The diversity and distribution of endophytes across biomes, plant
phylogeny and host tissues: how far have we come and where do we go from here? Environmental
Microbiology 22:2107–2123. https://doi.org/10.1111/1462-2920.14968

44. Harrower JT, Gilbert GS (2021) Parasitism to mutualism continuum for Joshua trees inoculated with
different communities of arbuscular mycorrhizal fungi from a desert elevation gradient. PLoS ONE
16:e0256068. https://doi.org/10.1371/journal.pone.0256068

45. Hazzouri KM, Flowers JM, Nelson D et al (2020) Prospects for the Study and Improvement of Abiotic
Stress Tolerance in Date Palms in the Post-genomics Era. Front Plant Sci 11:293.
https://doi.org/10.3389/fpls.2020.00293

46. He M (2020) Evaluation of potential contribution of plant growth-promoting bacteria to land
desertification. E3S Web Conf 165:02013. https://doi.org/10.1051/e3sconf/20201652013



Page 29/39

47. Intergovernmental Panel On Climate Change (2022) Climate Change and Land: IPCC Special Report
on Climate Change, Desertification, Land Degradation, Sustainable Land Management, Food
Security, and Greenhouse Gas Fluxes in Terrestrial Ecosystems, 1st edn. Cambridge University Press

48. Jaiti F, Meddich A, Hadrami IE (2007) Effectiveness of arbuscular mycorrhizal fungi in the protection
of date palm (Phoenix dactylifera L.) against bayoud disease. Physiol Mol Plant Pathol 71:166–173.
https://doi.org/10.1016/j.pmpp.2008.01.002

49. Jansa J, Erb A, Oberholzer H-R et al (2014) Soil and geography are more important determinants of
indigenous arbuscular mycorrhizal communities than management practices in Swiss agricultural
soils. Mol Ecol 23:2118–2135. https://doi.org/10.1111/mec.12706

50. Karanika ED, Voulgari OK, Mamolos AP et al (2008) Arbuscular mycorrhizal fungi in northern Greece
and influence of soil resources on their colonization. Pedobiologia 51:409–418.
https://doi.org/10.1016/j.pedobi.2007.11.002

51. Karimi B, Dequiedt S, Terrat S et al (2019) Biogeography of Soil Bacterial Networks along a Gradient
of Cropping Intensity. Sci Rep 9:3812. https://doi.org/10.1038/s41598-019-40422-y

52. Kellogg JA, Reganold JP, Murphy KM, Carpenter-Boggs LA (2021) A Plant-Fungus Bioassay Supports
the Classification of Quinoa (Chenopodium quinoa Willd.) as Inconsistently Mycorrhizal. Microb Ecol
82:135–144. https://doi.org/10.1007/s00248-021-01710-1

53. Khirani S, Boutaj H, Modafar CE, Khelil AOE (2020) Arbuscular Mycorrhizal Fungi Associated With
Date Palm In Ouargla Region (Southeastern Algeria). Plant Cell Biotechnol Mol Biology 21:15–28

54. Koech R, Langat P (2018) Improving Irrigation Water Use Efficiency: A Review of Advances,
Challenges and Opportunities in the Australian Context. Water 10:1771.
https://doi.org/10.3390/w10121771

55. Kõljalg U, Nilsson HR, Schigel D et al (2020) The Taxon Hypothesis Paradigm—On the Unambiguous
Detection and Communication of Taxa. Microorganisms 8:1910.
https://doi.org/10.3390/microorganisms8121910

56. Lagrange A, Ducousso M, Jourand P et al (2011) New insights into the mycorrhizal status of
Cyperaceae from ultramafic soils in New Caledonia. Can J Microbiol 57:21–28.
https://doi.org/10.1139/w10-096

57. Laity JJ (2009) Deserts and Desert Environments. Wiley

58. Li J, Pokharel P, Liu G, Chen J (2021) Reclamation of desert land to different land-use types changes
soil bacterial community composition in a desert-oasis ecotone. Land Degrad Dev 32:1389–1399.
https://doi.org/10.1002/ldr.3803

59. Liu C, Cui Y, Li X, Yao M (2021) microeco: an R package for data mining in microbial community
ecology. FEMS Microbiol Ecol 97:fiaa255. https://doi.org/10.1093/femsec/fiaa255

60. López-Sánchez ME, Honrubia M (1992) Seasonal variation of vesicular-arbuscular mycorrhizae in
eroded soils from southern Spain. Mycorrhiza 2:33–39. https://doi.org/10.1007/BF00206281

61. Madouh TA, Quoreshi AM (2023) The Function of Arbuscular Mycorrhizal Fungi Associated with
Drought Stress Resistance in Native Plants of Arid Desert Ecosystems: A Review. Diversity 15:391.



Page 30/39

https://doi.org/10.3390/d15030391

62. Maurice K, Laurent-Webb L, Dehail A et al (2023)a Fertility islands, keys to the establishment of plant
and microbial diversity in a highly alkaline hot desert. J Arid Environ 219:105074.
https://doi.org/10.1016/j.jaridenv.2023.105074

63. Menzel A, Hempel S, Manceur AM et al (2016) Distribution patterns of arbuscular mycorrhizal and
non-mycorrhizal plant species in Germany. Perspectives in Plant Ecology. Evol Syst 21:78–88.
https://doi.org/10.1016/j.ppees.2016.06.002

64. Migahid A (1996) Flora of Saudi Arabia. King Abdul Aziz University, Jeddah

65. Müller A, Ngwene B, Peiter E, George E (2017) Quantity and distribution of arbuscular mycorrhizal
fungal storage organs within dead roots. Mycorrhiza 27:201–210. https://doi.org/10.1007/s00572-
016-0741-0

66. Murgia M, Fiamma M, Barac A et al (2019) Biodiversity of fungi in hot desert sands.
MicrobiologyOpen 8:e00595. https://doi.org/10.1002/mbo3.595

67. Muthukumar T, Udaiyan K, Shanmughavel P (2004) Mycorrhiza in sedges—an overview. Mycorrhiza
14:65–77. https://doi.org/10.1007/s00572-004-0296-3

68. Nguyen NH, Song Z, Bates ST et al (2016) FUNGuild: An open annotation tool for parsing fungal
community datasets by ecological guild. Fungal Ecol 20:241–248.
https://doi.org/10.1016/j.funeco.2015.06.006

69. O’Connor PJ, Smith SE, Smith FA (2001) Arbuscular mycorrhizal associations in the southern
Simpson Desert. Aust J Bot 49:493–499. https://doi.org/10.1071/bt00014

70. Oehl F, Laczko E, Oberholzer H-R et al (2017) Diversity and biogeography of arbuscular mycorrhizal
fungi in agricultural soils. Biol Fertil Soils 53:777–797. https://doi.org/10.1007/s00374-017-1217-x

71. Oksanen J, Simpson G, Blanchet FG et al (2022) vegan community ecology package version 2.6-2
April 2022

72. Oliveira RS, Vosátka M, Dodd JC, Castro PML (2005) Studies on the diversity of arbuscular
mycorrhizal fungi and the efficacy of two native isolates in a highly alkaline anthropogenic sediment.
Mycorrhiza 16:23–31. https://doi.org/10.1007/s00572-005-0010-0

73. Oliveros JC (2007–2015) Venny. An interactive tool for comparing lists with Venn's diagrams.
https://bioinfogp.cnb.csic.es/tools/venny/index.html

74. Op de Beeck M, Lievens B, Busschaert P et al (2014) Comparison and Validation of Some ITS Primer
Pairs Useful for Fungal Metabarcoding Studies. PLoS ONE 9:e97629.
https://doi.org/10.1371/journal.pone.0097629

75. Öpik M, Vanatoa A, Vanatoa E et al (2010) The online database MaarjAM reveals global and
ecosystemic distribution patterns in arbuscular mycorrhizal fungi (Glomeromycota). New Phytol
188:223–241. https://doi.org/10.1111/j.1469-8137.2010.03334.x

76. Perez-Lamarque B, Krehenwinkel H, Gillespie RG, Morlon H (2022) Limited Evidence for Microbial
Transmission in the Phylosymbiosis between Hawaiian Spiders and Their Microbiota. mSystems
7:e01104–e01121. https://doi.org/10.1128/msystems.01104-21



Page 31/39

77. Phillips JM, Hayman DS (1970) Improved procedures for clearing roots and staining parasitic and
vesicular-arbuscular mycorrhizal fungi for rapid assessment of infection. Trans Br Mycological Soc
55:158–IN18. https://doi.org/10.1016/S0007-1536(70)80110-3

78. Qiang W, He X, Wang J, Zhao L (2019) Temporal and spatial variation of arbuscular mycorrhizal fungi
under the canopy of Hedysarum scoparium in the northern desert, China. Appl Soil Ecol 136:139–
147. https://doi.org/10.1016/j.apsoil.2019.01.003

79. Quast C, Pruesse E, Yilmaz P et al (2013) The SILVA ribosomal RNA gene database project:
improved data processing and web-based tools. Nucleic Acids Res 41:D590–D596.
https://doi.org/10.1093/nar/gks1219

80. Ramoliya PJ, Pandey AN (2003) Soil salinity and water status affect growth of Phoenix dactylifera
seedlings. New Z J Crop Hortic Sci 31:345–353. https://doi.org/10.1080/01140671.2003.9514270

81. Reimann C, Filzmoser P, Fabian K et al (2012) The concept of compositional data analysis in
practice — Total major element concentrations in agricultural and grazing land soils of Europe. Sci
Total Environ 426:196–210. https://doi.org/10.1016/j.scitotenv.2012.02.032

82. Requena N, Jeffries P, Barea JM (1996) Assessment of natural mycorrhizal potential in a desertified
semiarid ecosystem. Appl Environ Microbiol 62:842–847. https://doi.org/10.1128/aem.62.3.842-
847.1996

83. Rillig MC, Mummey DL (2006) Mycorrhizas and soil structure. New Phytol 171:41–53.
https://doi.org/10.1111/j.1469-8137.2006.01750.x

84. Ryberg M, Kristiansson E, Sjökvist E, Nilsson RH (2009) An outlook on the fungal internal transcribed
spacer sequences in GenBank and the introduction of a web-based tool for the exploration of fungal
diversity. New Phytol 181:471–477. https://doi.org/10.1111/j.1469-8137.2008.02667.x

85. Safari Sinegani AA, Elyasi Yeganeh M (2017) The occurrence of arbuscular mycorrhizal fungi in soil
and root of medicinal plants in Bu-Ali Sina garden in Hamadan, Iran. Biol J Microorganism 5:43–59.
https://doi.org/10.22108/bjm.2017.21145

86. Salomon MJ, Watts-Williams SJ, McLaughlin MJ et al (2022) Establishing a quality management
framework for commercial inoculants containing arbuscular mycorrhizal fungi. iScience 25:104636.
https://doi.org/10.1016/j.isci.2022.104636

87. Santhoshkumar S, N N, S S (2019) Studies On The Arbuscular Mycorrhizal Fungal Association In The
Plant Species Of Ponnuthu Hills, Western Ghats Coimbatore District. Tamilnadu krj 6:13–19.
https://doi.org/10.26524/krj296

88. Seraphin P, Gonçalvès J, Hamelin B et al (2022) Influence of intensive agriculture and geological
heterogeneity on the recharge of an arid aquifer system (Saq–Ram, Arabian Peninsula) inferred from
GRACE data. Hydrol Earth Syst Sci 26:5757–5771. https://doi.org/10.5194/hess-26-5757-2022

89. Shamim A, Sanka Loganathachetti D, Chandran S et al (2022) Salinity of irrigation water selects
distinct bacterial communities associated with date palm (Phoenix dactylifera L.) root. Sci Rep
12:12733. https://doi.org/10.1038/s41598-022-16869-x



Page 32/39

90. Sharmah D, Jha DK, Pandey RR (2010) Molecular Approaches In Arbuscular Mycorrhizal Research: A
Review. J Phytology 2:75–90

91. da Silva DF, Moreira JV, de Sousa LIS et al (2022) Arbuscular mycorrhizal fungi community in soils
under desertification and restoration in the Brazilian semiarid. Microbiol Res 264:127161.
https://doi.org/10.1016/j.micres.2022.127161

92. Song F, Pan Z, Bai F et al (2015) The Scion/Rootstock Genotypes and Habitats Affect Arbuscular
Mycorrhizal Fungal Community in Citrus. Front Microbiol 6:1372.
https://doi.org/10.3389/fmicb.2015.01372

93. Soudzilovskaia NA, Vaessen S, Barcelo M et al (2020) FungalRoot: global online database of plant
mycorrhizal associations. New Phytol 227:955–966. https://doi.org/10.1111/nph.16569

94. Soudzilovskaia NA, Vaessen S, Van ’T, Zelfde M, Raes N (2017) Global Patterns of Mycorrhizal
Distribution and Their Environmental Drivers. In: Tedersoo L (ed) Biogeography of Mycorrhizal
Symbiosis. Springer International Publishing, Cham, pp 223–235

95. Souza T (2015) Spores: A Special Tool to Survive. Handbook of Arbuscular Mycorrhizal Fungi.
Springer International Publishing, Cham, pp 65–86

96. Spatafora JW, Aime MC, Grigoriev IV et al (2017) The Fungal Tree of Life: from Molecular
Systematics to Genome-Scale Phylogenies. Microbiology Spectrum 5:10.1128/microbiolspec.funk-
0053–2016. https://doi.org/10.1128/microbiolspec.funk-0053-2016

97. Symanczik S, Błaszkowski J, Koegel S et al (2014) Isolation and identification of desert habituated
arbuscular mycorrhizal fungi newly reported from the Arabian Peninsula. J Arid Land 6:488–497.
https://doi.org/10.1007/s40333-014-0021-9

98. Tchabi A, Coyne D, Hountondji F et al (2008) Arbuscular mycorrhizal fungal communities in sub-
Saharan Savannas of Benin, West Africa, as affected by agricultural land use intensity and ecological
zone. Mycorrhiza 18:181–195. https://doi.org/10.1007/s00572-008-0171-8

99. Tedersoo L, Bahram M, Põlme S et al (2014) Global diversity and geography of soil fungi. Science
346:1256688. https://doi.org/10.1126/science.1256688

100. Tedersoo L, Mikryukov V, Zizka A et al (2022) Global patterns in endemicity and vulnerability of soil
fungi. Glob Change Biol 28:6696–6710. https://doi.org/10.1111/gcb.16398

101. Tester M, Smith SE, Smith FA (1987) The phenomenon of nonmycorrhizal plants. Can J Bot 65:419–
431. https://doi.org/10.1139/b87-051

102. Thiele-Bruhn S, Bloem J, de Vries FT et al (2012) Linking soil biodiversity and agricultural soil
management. Curr Opin Environ Sustain 4:523–528. https://doi.org/10.1016/j.cosust.2012.06.004

103. Toumi N, Hussein BHM, Rafrafi S, El kassas N (2015) Groundwater quality and hydrochemical
properties of Al-Ula Region, Saudi Arabia. Environ Monit Assess 187:84.
https://doi.org/10.1007/s10661-014-4241-4

104. Treseder KK, Cross A (2006) Global Distributions of Arbuscular Mycorrhizal Fungi. Ecosystems
9:305–316. https://doi.org/10.1007/s10021-005-0110-x



Page 33/39

105. Trouvelot A, Kough JL, Gianinazzi-Pearson V (1986) Estimation of vesicular arbuscular mycorrhizal
infection levels. Research for methods having a functional significance. Physiological and genetical
aspects of mycorrhizae INRA, Paris, pp 217–222

106. Tyagi J, Sultan E, Mishra A et al (2017) The Impact of AMF Symbiosis in Alleviating Drought
Tolerance in Field Crops. In: Varma A, Prasad R, Tuteja N (eds) Mycorrhiza - Nutrient Uptake,
Biocontrol, Ecorestoration. Springer International Publishing, Cham, pp 211–234

107. Uhlmann E, Görke C, Petersen A, Oberwinkler F (2004) Arbuscular mycorrhizae from semiarid
regions of Namibia. Can J Bot 82:645–653. https://doi.org/10.1139/b04-039

108. Vasar M, Davison J, Sepp S-K et al (2021) Arbuscular Mycorrhizal Fungal Communities in the Soils
of Desert Habitats. Microorganisms 9:229. https://doi.org/10.3390/microorganisms9020229

109. Vishwakarma SK, Ilyas T, Malviya D et al (2022) Arbuscular Mycorrhizal Fungi (AMF) as Potential
Biocontrol Agents. In: Singh UB, Sahu PK, Singh HV et al (eds) Rhizosphere Microbes: Biotic Stress
Management. Springer Nature, Singapore, pp 197–222

110. Walker C, Schüßler A, Vincent B et al (2021) Anchoring the species Rhizophagus intraradices
(formerly Glomus intraradices). Fungal Syst Evol 8. https://doi.org/10.3114/fuse.2021.08.14

111. Wang B, Qiu Y-L (2006) Phylogenetic distribution and evolution of mycorrhizas in land plants.
Mycorrhiza 16:299–363. https://doi.org/10.1007/s00572-005-0033-6

112. Wu Q-S, Xia R-X (2006) Arbuscular mycorrhizal fungi influence growth, osmotic adjustment and
photosynthesis of citrus under well-watered and water stress conditions. J Plant Physiol 163:417–
425. https://doi.org/10.1016/j.jplph.2005.04.024

113. Yaish MW, Al-Harrasi I, Alansari AS et al (2017) The use of high throughput DNA sequence analysis
to assess the endophytic microbiome of date palm roots grown under different levels of salt stress.
Int Microbiol 143–155. https://doi.org/10.2436/20.1501.01.272

114. Yu Y, Shi Y, Li M et al (2022) Land-use type strongly affects soil microbial community assembly
process and inter-kingdom co-occurrence pattern in a floodplain ecosystem. Appl Soil Ecol
179:104574. https://doi.org/10.1016/j.apsoil.2022.104574

115. Zemni N, Slama F, Bouksila F, Bouhlila R (2022) Simulating and monitoring water flow, salinity
distribution and yield production under buried diffuser irrigation for date palm tree in Saharan Jemna
oasis (North Africa). Agric Ecosyst Environ 325:107772.
https://doi.org/10.1016/j.agee.2021.107772

116. Zhao L, Zhang K, Sun X, He X (2022) Dynamics of arbuscular mycorrhizal fungi and glomalin in the
rhizosphere of Gymnocarpos przewalskii in Northwest Desert, China. Appl Soil Ecol 170:104251.
https://doi.org/10.1016/j.apsoil.2021.104251

117. Zhou J, Ning D (2017) Stochastic Community Assembly: Does It Matter in Microbial Ecology?
Microbiol Mol Biol Rev 81. 10.1128/mmbr.00002–17

Figures



Page 34/39

Figure 1

Maps and locations of the samples collected for metabarcoding, histological analysis and spore
extraction. a: Overview of the sampling area and location of the AlUla region; b: Metabarcoding
Glomeromycota samples collected from: i) soils sampled along a kilometric grid (red crosses), ii) date
palm roots (green diamonds), and iii) soils, rhizospheres, and roots associated with Sharaan plant
species (blue dots); c: Root sampling to check plant arbuscular mycorrhization in agrosystems (pink
dots) and natural ecosystems (cyan diamonds); d: Spore samples extracted from soils collected in
agrosystems (red dots) and natural ecosystems (blue diamonds).
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Figure 2

A large number of the AMF genera identified worldwide were detected in the AlUla region using
metabarcoding analysis. Detected genera are outlined in green. The relative abundance of each AMF
genus among AMF taxa detected in the metabarcoding datasets (in columns) is shown with a green
color gradient. Unidentified genera of OTUs are not shown here. The cladogram of taxonomic
relationships includes all AMF genera listed in the UNITE database.
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Figure 3

Land use affects the relative abundances of AMF. Mean relative abundances of rarefied AMF for the
different land uses in the Grid dataset. Colors represent the genera with the corresponding families (in
bold). Unidentified Glomeromycotina genera are not colored on the plot. AMF communities were
compared two-by-two for the different land uses using MANOVA tests. The statistical results are
expressed as R² values followed by the corresponding p-values (** at p < 0.01; * at p < 0.05).
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Figure 4

Active agrosystems have the highest AMF diversity. Hill diversity across three diversity orders (q = 0, 1, 2)
for AMF OTUs detected in the Grid dataset according to the different land uses. Significance levels were
calculated with a Wilcoxon test (* at p < 0.05, *** at p < 0.001).
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Figure 5

Soil AMF communities are mainly driven by their longitudinal repartition, soil pH, silicon, calcium and
titanium. Distance-based redundancy analysis (db-RDA) visually representing the effects of soil and
geographical variables on AMF communities based on the Bray-Curtis distance. Contributions of the XRF
atomic composition, pH and XY coordinates to the first two dimensions are represented by vectors.
Samples are colored according to their land uses.
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