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and Jana Rydlova’

! Institute of Botany, Academy of Sciences of the Czech Republic, Prihonice, Czechia, 2 Faculty of Science, Charles
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Arbuscular mycorrhizal fungal (AMF) community assembly during primary succession
has so far received little attention. It remains therefore unclear, which of the factors,
driving AMF community composition, are important during ecosystem development.
We addressed this question on a large spoil heap, which provides a mosaic of sites in
different successional stages under different managements. We selected 24 sites of c.
12, 20, 30, or 50 years in age, including sites with spontaneously developing vegetation
and sites reclaimed by alder plantations. On each site, we sampled twice a year roots
of the perennial rhizomatous grass Calamagrostis epigejos (Poaceae) to determine AMF
root colonization and diversity (using 454-sequencing), determined the soil chemical
properties and composition of plant communities. AMF taxa richness was unaffected
by site age, but AMF composition variation increased along the chronosequences.
AMF communities were unaffected by soil chemistry, but related to the composition of
neighboring plant communities of the sampled C. epigegjos plants. In contrast, the plant
communities of the sites were more distinctively structured than the AMF communities
along the four successional stages. We conclude that AMF and plant community
successions respond to different factors. AMF communities seem to be influenced by
biotic rather than by abiotic factors and to diverge with successional age.

Keywords: biodiversity, community ecology, fungal and plant succession, ecosystem development,
Glomeromycota, mycorrhiza

INTRODUCTION

Primary succession is generally characterized by soil development and changes in vegetation
structure (Odum, 1969). In contrast to successional dynamics of plants, primary succession
of mycorrhizal fungi is still poorly understood. Despite early studies describing occurrence of
mycorrhizal fungi during succession (Allen et al., 1987, 1992; Warner et al., 1987), the development
of their communities along succession has so far received relatively little attention (Dickie et al.,
2013). Because of the strong connection between mycorrhizal fungi, plant, and soil, mycorrhizal
fungi may play a significant role in ecosystem development.

Frontiers in Microbiology | www.frontiersin.org 1

April 2017 | Volume 8 | Article 719


http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/Microbiology/editorialboard
http://www.frontiersin.org/Microbiology/editorialboard
https://doi.org/10.3389/fmicb.2017.00719
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.3389/fmicb.2017.00719
http://crossmark.crossref.org/dialog/?doi=10.3389/fmicb.2017.00719&domain=pdf&date_stamp=2017-04-20
http://journal.frontiersin.org/article/10.3389/fmicb.2017.00719/abstract
http://loop.frontiersin.org/people/413438/overview
http://loop.frontiersin.org/people/413028/overview
http://loop.frontiersin.org/people/423394/overview
http://loop.frontiersin.org/people/395294/overview
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive

Krlger et al.

Succession of Arbuscular Mycorrhizal Fungi

Arbuscular mycorrhiza is the most common mycorrhizal
type known from c. 74% of Angiosperm species (Brundrett,
2009) and plays a crucial role in terrestrial ecosystems. All
arbuscular mycorrhizal fungi (AMF) belong to the phylum
Glomeromycota (Schiifiler et al., 2001), which contains c. 250
species. Establishment and assembly of AMF communities
during primary succession largely depend on AMF dispersal
ability to newly exposed land. Studies focused on AMF
colonization in pioneer plants show that AMF propagules are
abundant at early successional stages of ecosystem development
(Ptschel et al., 2008; Rydlové et al., 2008). However, it remains
unclear whether these pioneer communities are formed by
random filtering from local AMF species pools or by immigration
of pre-adapted pioneer AMF species with a ruderal life style
(Chagnon et al., 2013). If the first was true, high stochasticity
in AMF community assembly would be expected, resulting in
higher variability (larger composition turnover, Anderson et al.,
2011) of the AMF communities in the earliest successional
stages (Martinez-Garcia et al., 2015). On the contrary, if early
successional sites were predominantly colonized by AMF species
with a ruderal life style, composition turnover would not be
expected to change during primary succession.

As root-associated mutualistic symbionts, AMF mediate
nutrient flow from the soil to the host plant in exchange for
assimilated carbon (Smith and Read, 2008). Because of the
tight coupling of the AMF life cycle with their host plants,
AMF communities are strongly influenced by the identity
of host plant species (e.g., Vandenkoornhuyse et al., 2002;
Sykorova et al., 2007). AMF species richness can therefore
be expected to increase during primary succession due to
increasing plant richness (Walker and Del Moral, 2003),
but evidence for that is not consistent (Dickie et al., 2013).
As soil dwelling organisms, AMF communities might be
affected by changes in soil chemistry during the vegetation
development. Particularly pH and macronutrient availability
seem to be key deterministic factors governing the richness
and composition of AMF communities (Lekberg et al., 2007;
Fitzsimons et al, 2008). A number of studies consistently
show changes in AMF community composition during
ecosystem development (e.g., Oehl et al, 2011; Bennett
et al., 2013; Sikes et al., 2014; Kriiger et al,, 2015; Martinez-
Garcia et al, 2015). However, the drivers responsible for
the observed differences remain unclear. In their conceptual
paper, Zobel and Opik (2014) proposed that the composition
of AMF communities during ecosystem development was
driven by host plant-fungus interactions (‘Passenger/Driver
hypotheses’ as previously proposed by Hart et al, 2001),
rather than abiotic habitat conditions such as soil chemistry
or climate (‘Habitat filtering hypothesis’), which become more
important in structuring AMF communities at late successional
stages.

Indeed, a recently published study showed that host plant
identity was a much stronger predictor of root-colonizing AMF
communities during ecosystem development than site age, i.e.,
the response of AMF communities to ecosystem development
was mostly associated with plant community changes (Martinez-
Garcia et al., 2015). Besides host plant identity, the species

richness and community composition of root-colonizing AMF
communities is also influenced by neighboring plants (Mummey
et al., 2005; Hausmann and Hawkes, 2009; Kohout et al., 2015).
The neighborhood of other plant species with distinct AMF
communities in roots can both increase the species richness
of the root community and induce shifts in AMF community
composition of a target plant species (Mummey et al., 2005;
Meadow and Zabinski, 2012), and can be as important as the
identity of the host plant in structuring AMF communities
(Hausmann and Hawkes, 2009). This influence may be exerted
by non-random assembling of AMF communities in the roots
of different plant species (Davison et al., 2012) as well as by
allelopathy via the synthesis of antifungal secondary metabolites
(Stinson et al., 2006; Becklin et al., 2012a). Thus, plant succession
may influence also AMF communities associated with generalist
plants species that persist in the primary successional ecosystems
throughout several successional stages.

Primary succession naturally occurs in environments where
new substrates are deposited such as glacier forefronts or lava
beds. Primary succession also occurs on spoil heaps of spoil
material after mining activities (Prach et al., 2013). Spoil material
excavated from great depth (hundreds of meters bellow surface)
has typically extremely low biological activity (Gould et al., 1996;
Frouz et al.,, 2001; Elhottova et al., 2006). Although ecosystems
on man-made sites are usually of shorter history than most
natural chronosequences and lack later stages of ecosystem
development, understanding the factors that influence primary
succession in these areas is important for their re-integration
into the landscape. This is also because these man-made
sites are often reclaimed with woody plants to accelerate the
processes of soil and vegetation development (Frouz et al,
2001, 2007; Abakumov et al., 2013). Factors influencing primary
succession at the reclaimed sites, including succession of AMF
communities, are therefore even more complex, including
the diversity and identity of the planted species and their
management.

The main aim of our study was to describe changes in the
AMF communities of one generalist host plant during primary
succession, and to determine whether they can be related to
changes in soil chemistry or to changes in plant community
composition, possibly also influenced by reclamation. For
this purpose, we chose a unique primary successional
chronosequence on a large spoil heap in the western part
of Czechia, covered by a mosaic of different successional stages
under two different managements (spontaneously developing
and reclaimed). In this system, the AM host Calamagrostis
epigejos can be found throughout the whole chronosequence
spanning about 50 years at both unmanaged and reclaimed sites.

We expected that:

(i) The early stage AMF communities became established
by random filtering and variation in AMF community
composition would therefore decrease during the primary
succession.

(ii) The number and structure of neighboring plants rather
than soil chemistry would be related to the variability in AMF
community composition in C. epigejos roots.
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(iii) Sites reclaimed by Alnus glutinosa plantations would
harbor different AMF communities than spontaneously
developing sites of the same age.

MATERIALS AND METHODS

Site Description

The studied spoil heap in the Sokolov brown-coal mining district
(NW Bohemia, Czechia, 50.2446056N, 12.6741808E) covers an
area of c¢. 2.5 km x 10 km and is situated at 500-600 m a.s.l.
The mean annual precipitation in the study region is 650 mm
and median annual temperature reaches 6.8°C. The spoil heap
is composed of deposits of tertiary clays (mainly kaolinite, illite,
and montmorillonite) that formed the overburden layers of the
exploited coal seam (Ktibek et al., 1998) and encompasses patches
of reclaimed land as well as land left to spontaneous plant
succession. The clay substrates at the sites with spontaneous
succession were not rearranged after heaping and become first
colonized by herbs and grasses, predominantly C. epigejos (L.)
Roth (Frouz et al., 2008). The first trees (mainly birches - Betula
pendula Roth. and willows - Salix caprea L.) appear already
at the youngest sites and visually dominate the 20-year-old
sites. After 30 years, S. caprea clearly dominates and creates a
closed dense canopy that shades nearly the entire soil surface.
Grasses and herbs occur only sporadically at the 30-year-old
sites. Subsequently, willows almost completely vanish, and the
50-year-old forest is mainly composed of birches with a dense
understory of herbs and grasses (Figure 1). The changes in
vegetation are accompanied by pedogenesis: At 30-year old sites,
the original substrate is covered by a thick fermentation layer of
mainly S. caprea litter, which becomes gradually transformed into
a humus layer, which is characteristic for the 50-year-old sites
(Frouz et al., 2008; Rydlova et al., 2016).

The reclaimed sites were leveled by earthmoving machinery
and planted with alders [Alnus glutinosa (L.) Gaertn.] with
density of 10,000 trees per hectare. Alder density gradually
decreases with site age, either spontaneously or due to forestry
interventions. Tree biomass on reclaimed sites is then lower
or equivalent to spontaneously developing sites after ca 25
and 45 years, respectively (Frouz et al., 2015). Woody canopy
was not found to significantly differ between the spontaneous
and reclaimed sites, probably due to highly variable canopy
development within the succession series (Frouz et al., 2015).
During reclamation, the substrate was not further improved
and no other plant species were purposely introduced. The
understory of the alder stands could, therefore, be considered
as independently developing (Mudrdk et al, 2010). The
development of the herb understory is faster than at the
spontaneous succession, but the understory vegetation cover
decreases with site age as the canopy of the alder trees becomes
denser.

The sampling design was determined by existent spatial
distribution of differently aged areas within the spoil bank. Both
the spontaneously developing and the reclaimed chronosequence
were studied in four successional stages (c. 12, 20, 30, and 50 years
old, Figure 1). Generally, each combination of management and

successional stage were replicated at three sites (one specific
combination was studied at four sites and one at two sites, see
Supplementary Figure S1). The sites were selected as distant
from each other as possible (at least 100 m apart) with a stripe
of different vegetation cover or successional stage separating
relatively nearby situated replicates.

Root and Soil Sampling

Calamagrostis epigejos (Poaceae), a perennial rhizomatous grass,
was selected for the analysis of AMF diversity at the sites. It
belongs to the first spoil bank colonizing AMF hosts and is
abundant in all successional stages under both managements.
At the spontaneously developing chronosequence, it is one of
two understory species with the highest cover, which increases
with successional age (Frouz et al, 2008). At the reclaimed
chronosequence, C. epigejos clearly dominates the understory
(Mudrak et al., 2010).

Two samplings were carried out, in June (spring) and
September (autumn) 2013. At each sampling event, six root
systems of C. epigejos were randomly collected at each site,
totaling in 288 root systems. Each root system was placed into
a plastic bag together with the surrounding soil. The root systems
with adhering soil were placed separately into plastic bags and
transported to the laboratory within 12 h, where they were kept
in 4°C until processing (but no more than 2 days). Roots were
subsequently washed and healthy looking turgescent roots were
cut into pieces. From each root system, one random subsample
of 0.1 g fresh weight was frozen in liquid nitrogen and stored
at —80°C for DNA isolation. The remaining roots were stained
with Trypan blue (Koske and Gemma, 1989) and the intensity
of colonization by AMF was measured under a compound
microscope at 100x magnification according to Trouvelot et al.
(1986) using 30 root segments of 1.5 cm in length.

Determination of Soil Chemical
Properties and Neighboring Plant

Communities
Soils collected together with the roots were mixed, homogenized,
air-dried, sieved on 2 mm sieve and subjected to soil chemical
analyses (Table 1). Soil pH and conductivity were measured
in deionized H,O (1:5 w/v sample/liquid ratio). Total carbon
(Ctot) and nitrogen (Nio) concentrations were analyzed on a
CHN Carlo Erba EA 1108 analyzer (Italy). Total phosphorus
(Ptot) concentration was measured spectrophotometrically at
889 nm after mineralization in nitric and perchloric acids
(GENESYS 10S UV-VIS, Thermo Scientific, USA). Available P
(Pavail) was extracted from the soil samples using the Mehlich 3
method (1:100 w/v sample/extraction agent ratio) and measured
spectrophotometrically at 889 nm (GENESYS 10S UV-VIS,
Thermo Scientific, USA). Available calcium (Ca,y,;), magnesium
(Mgayail) and potassium (K,y,j) were extracted using the same
method, but with a 1:10 w/v sample/extraction agent ratio, and
analyzed using ion chromatography (Dionex ICS-5000 equipped
with PDA photodiode array detector, Thermo Scientific, USA).
At the autumn sampling, we recorded all plant species present
in a circle of radius of 0.75 m around the sampled C. epigejos
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FIGURE 1 | lllustrative pictures of the sampling sites: (A-D) spontaneously developing chronosequence; (E-H) reclaimed chronosequence; (A,E) 12-year-old;
(B,F) 20-year-old stage; (C,G) 30-year-old; (D,H) 50-year-old.
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TABLE 1 | Soil characteristics of the spontaneously developing (S) and reclaimed (R) sites of successional stage.

Successional stage (age in years)

12 20 30 50
pHH, 0 S 7.60 £0.09 a 7.86 +0.08 a 7.78 £0.03 a 7.22+0.02b
R 7.95+0.02a 7.84+0.05a 76+0.15a 6.92+0.17b
Conductivity nScm-! S 21717 a 184 +£ 5ab 179 £ 8 ab 170+ 16 b
R 181 +4a 185+ 10a 196+ 15a 180+ 26 a
Ciot % S 6.21 £0.14Db 476 +£0.18¢c 6.7 +£0.24 ab 7.39+055a
R 468 +0.14c 6.36 £0.57 b 8+0.57a 8.38 £ 0.41a
Niot % S 0.40£0.01b 0.44 £0.02b 0.49 £0.01a 0.39 £0.02b
R 0.38+0.02b 0.41+£0.05b 0.56 £0.04 a 0.57 £0.04 a
Ptot mg kg~' S 760 + 48 a 978 £ 86 a 785t 51a 832+ 51a
R 814 £ 93 a 814 +90a 796 £ 88a 798 £ 79a
Pavai mg kg™’ S 488 +33a 28.1+£19b 50.0+6.9a 62.1£4.31a
R 388+4.34a 448 £6.38a 40.4 £5.34 a 31.1+£395a
Cagyail mg kg™’ S 7770 +£ 367 a 8035 +330a 51564 £ 275 b 3751 +£333¢c
R 6597 £ 425 a 5350 + 382 b 4856 + 519 b 32183+ 231¢c
Mgavail mg kg™’ S 1251 £45b 1494 £ 32 a 1635+ 42a 1148 £82b
R 1413 £ 26 ab 1466 + 66 ab 1335 £ 102 b 1569 £ 73 a
Kavail mg kg™’ S 297 £9b 327 £ 13b 381 +21a 412+ 25a
R 285+ 8b 403+ 19a 335+ 19b 394+ 17 a

Data are means of three replicates + SE. Different letters indicate; within each parameter; significant differences according to nested ANOVA (site nested within
successional stage) followed by Tukey’s HSD test (P < 0.05). The determination of the soil parameters is explained in the corresponding section of “Materials and

Methods”.

plants. The neighboring plant communities of each site were
then described as frequency of plant species in the six circles
(Supplementary Table S1).

Molecular Analysis

DNA was extracted from the frozen root samples using
NucleoSpin Plant II Kit (Macherey-Nagel, Germany) according
to the manufacturer’s instructions and eluted in 100 pl double
distilled water (ddH,0). A 500 to 600 bp long fragment of
the nuclear large subunit ribosomal DNA (LSU rDNA) of
AMF was amplified in a nested PCR approach using the
AMEF specific primer mixtures SSUmA/LSUmA (Kriiger et al.,
2009) in the first step and LSUmB (Kriiger et al., 2009) in
combination with a modified 250f primer (Sykorova et al,
2012; 5'-AGTTGTTTGGGAWTGCAGCT-'3) in the second
step. Both primers were tagged with Molecular Identifiers (MID)
suggested by Roche (2009) (454 Sequencing Technical Bulletin
No. 005-2009). All DNA extracts were diluted 1:100 with ddH,O.
Five ul of diluted DNA extract were used as template in the first
PCR, 0.6 pl of the first PCR was used as template in the nested
PCR. The PCRs were conducted with Taq Pfu DNA Polymerase
(Thermo Scientific) with final concentrations of 1x Pfu buffer,
2 mM MgSOy, 200 uM of each ANTP and 0.5 uM of each primer
in a total volume of 20 or 25 ul. The PCR conditions were as
follows: initial denaturation at 95°C for 5 min, followed by 40
cycles with 95°C for 5 min, 58°C/59°C (first PCR/nested PCR)
for 45 s and 72°C for 2 min, concluded by a final elongation at
72°C for 10 min. PCR products were visualized on a 1% agarose
gel. Successfully amplified samples were loaded on a 1% agarose
gel and bands of the expected size excised and processed with the

Zymoclean Gel DNA Recovery Kit (Zymo Research, USA). The
DNA concentration in the eluates was measured using a Qubit
2.0 Fluorometer with the HS kit.

Products from the six root samples per sampling time and
site were equimolarly pooled together, resulting into 48 pooled
samples, one per each sampling time and site. The pools were
sent either to GATC Biotech (Konstanz, Germany, first pool) or
to Macrogen (Seoul, South Korea, second - fourth pool) for 454
sequencing (GS FLX platform, Roche). Raw sequence data and
associated metadata are available from the PlutoF repository".

Bioinformatical Analysis

Sequence reads were demultiplexed according to the samples-
specific barcodes, quality filtered (minimum quality score 20,
primers kept, maximum 2 primer mismatches), and trimmed to a
minimum length of 300 bp, using QIIME (Caporaso et al., 2010)
command -split_libraries.py. The complete dataset was checked
for chimeric sequences and removed by UCLUST (Edgar, 2010),
and Operational Taxonomic Units (OTUs) were de novo clustered
at 97% similarity threshold by USEARCH, using the SEED
workbench (Vétrovsky and Baldrian, 2013). Global singletons
were removed from the data set. All reads of each primary cluster
were merged to consensus sequences, using MAFFT’s iterative
refinement method (L-INS-i). These consensus representative
sequences were clustered a second time at 97% as described in
Kohoutetal. (2015) and Kriiger et al. (2015), and we refer to these
secondary clusters as ‘OTUs.” Affiliation to AMF was checked by
BLAST against the public databases (DDBJ/EMBL/GeneBank).

'https://plutof.ut.ee/#/filerepository/view/805328
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According to the closest BLAST non-target sequences were
excluded from further analyses and the remaining sequences
were manually aligned against a backbone database published
in Kriiger et al. (2012). The maximum-likelihood phylogenetic
backbone tree was calculated using RAXML (Stamatakis, 2006)
over the Cipres web-portal (GTRGAMMA, 1000 bootstraps),
and for assignment to phylogenetic taxa the Evolutionary
Placement Algorithm (EPA) for short sequence reads (Berger
et al, 2011) was used implemented in QIIME (command -
insert_seqs_into_tree.py). These, subsequently called AMF taxa,
were labeled according to their taxonomical clustering in the
calculated phylogenetic EPA tree, as it provides an accurate
phylogenetic placement of short reads (Senés-Guerrero and
Schiifiler, 2015).

Statistical Analysis

Data Transformation and Calculation of Distance
Matrices

Only samples with more than 72 AMF reads were considered
for the statistical analyses, resulting into a set of 37 samples
(Supplementary Table S2). Prior to the statistical analyses,
residuals of AMF OTU richness (number of AMF OTUs per
sample) or residuals of AMF taxon richness (number of AMF
phylogenetically defined taxa per sample) were calculated using
the resid function of linear correlation between the sequence
numbers and AMF OTU/taxon richness. The residuals were
subsequently used in statistical analyses to overcome the potential
effect of different sequencing depth between samples.

Prior to the subsequent analyses, fungal communities
were standardized using Hellinger transformation. Bray-Curtis
dissimilarity measure was used to construct fungal community
dissimilarity matrix. Euclidean dissimilarity measure was used
to construct soil chemistry and site age dissimilarity matrices.
For categorical environmental variables [sampling time (June
vs. September) and management regime (unreclaimed vs.
reclaimed)], the Gower’s dissimilarity metric was calculated
in the ‘cluster’ package of R (R Core Development Team,
2008). We determined plant species, whose occurrence was
significantly related with AMF community composition using
ordistep function in ‘vegan’ package of R. Only plant species
recorded from at least three sites were used for the analysis. Plant
species showing significant relationship with AMF community
composition were used in subsequent model selection analysis,
variation partitioning and linear regression with Hellinger
transformed sequence data of AMF occurrences.

General Least Squares Modeling

A general least squares (GLS) model was built to identify the
main predictors of mycorrhizal root colonization and AMF
OTU/taxon richness, based on the following parameters: site
age, management, number of accompanying plant species, plant
community matrix with selected significant plant species (as
described above) and soil characteristics (pH, soil conductivity,
Ctot> Niot Prot, C 1 N, Pyyail, Cagyails Kavail, and Mgay,i), using
the routine of the ‘nlme’ package of R (Pinheiro et al., 2008).
Multicollinearity between predictor variables was checked by
calculating the variance inflation factor (VIF). Variables with

VIF > 5 were excluded from the model selection. Collinearity
with other environmental characteristics was found only in the
case of Niot, which was therefore also removed from the model.
The best model was selected according to the corrected Akaike
information criterion (AICc). Robustness of the best model was
further evaluated by averaging models that fell into the 95% AICc
confidence set. Beta coefficients (slopes) of individual models
were weighted according to their Akaike weight across all models
and evaluated as the mean + 95% confidence intervals. Zero
values were conservatively used for non-significant variables in
individual models. Variables were considered significant when
confidence intervals excluded zero values.

Analysis of AMF and Plant Composition Variation

We also analyzed the response of AMF and plant composition
variation to site age. Composition variation was defined following
Anderson et al. (2011) as variation beta diversity, which is the
variance calculated for the different samples per site age and
management regime. For statistical comparison, the composition
variation was calculated using the functions betadisper and
permutest.betadisper in the ‘vegan’ package of R (Oksanen et al.,
2012).

Multivariate Analysis
PERMANOVA of the Adonis routine of the ‘vegan’ package
was used to address the relative importance of edaphic
characteristics, spatial distance among the sites, site age,
management, sampling time and plant community composition
(represented by the selected significant plant species) for AMF
community succession. The AMF OTU abundances or AMF
taxon abundances across samples were standardized using
Hellinger transformation, which allows the use of linear-based
ordination also for non-linear data (Legendre and Gallagher,
2001). The effect of spatial distance was taken into account by
reducing the Euclidean distance matrix into spatial Principal
Coordinates of Neighbor Matrices (PCNM) that accounted for
spatial autocorrelation at different scales (Borcard and Legendre,
2002). Adonis tests the significance of discrete and continuous
factors based on permutations. Adjusted R? were calculated based
on the Adonis results in order to check for model quality.
Bray-Curtis distances of the plant and AMF communities
were used for non-metric multidimensional scaling (NMDS)
analyses in the ‘ecodist’ (Goslee and Urban, 2007). Confidence
ellipses (95% confidence interval) for the successional stages
were calculated with the function ordiellipse in ‘vegan’ package.
Indicator AMF taxa for significant environmental characteristics
were determined using the indVal function of the ‘Tlabdsv’
package of R (Roberts, 2014). The varpart function in the ‘vegan’
package was used to partition the variance of AMF community
dissimilarity into contribution by edaphic factors (only soil
characteristics identified by step wise selection as significant
predictors of AMF communities composition were used), plant
community composition, successional stage and spatial variables.
Significance of AdjR? values of variance partitioning was tested
using redundancy analysis (RDA).

To test potential effect of unequal number of sequences per
sample, all samples with higher number of sequences than 500
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were sub-sampled to the same level (500 sequences per sample).
Samples with less than 500 sequences were not changed. This
sub-sampling depth represents approximately the lower quartile
of the dataset. This strategy was previously proven by de Carcer
et al. (2011) to sufficiently overcome problems with unequal
sampling intensity. Sub-sampled dataset was subsequently used
for calculating PERMANOVA. These results were compared with
the results obtained from original dataset.

RESULTS

Phylogenetic Classification of AMF

In total, 176,057 short sequence reads of the LSU rDNA were
obtained after the second clustering at the 97% sequence
identity threshold. BLAST searches assigned 81.5% of all
reads to Glomeromycota and 18.5% to other organisms (e.g.,
plants, Asco- and Basidiomycota). The 143,337 target sequence
reads corresponded to 363 AMF OTUs (Supplementary
Table S3), which were assigned to 40 phylogenetically supported
AMF taxa (Supplementary Figure S2 and Table S4). Most
OTUs were affiliated with AMF taxa assigned to the genus
Dominikia (155 OTUs), followed by Rhizophagus (127
OTUs) and Claroideoglomus (47 OTUs). Most sequence
reads originated from members of the families Glomeraceae
(83.5%), Claroideoglomeraceae (15.3%), and Diversisporaceae
(1.1%).

AMF Taxon Richness and Composition

Variation

Arbuscular mycorrhizal fungal richness varied from one to 24
taxa per sample, with an average of 9 taxa (Supplementary
Table S4). The best explanatory model (AICc = 201.04) for
AMEF richness included sampling time (f = —2.49, P = 0.018),
pH (t = 2.17, P = 0.038) and soil conductivity (t = 1.61,
P = 0.12). The averaged model was built on 212 models
(AICc ranged between 201.04 and 327.29). Based on the 95%
confidence interval, only sampling time (June vs. September) had
a significant effect on AMF taxon richness among the studied
variables, with a higher richness found in June than September
(Supplementary Figure S3).

According to a permutation test, AMF composition variation
showed a significantly positive correlation with successional
age (df = 3, F = 11.25, P < 0.001, Figure 2). The youngest
12-year-old sites showed significantly lower variation in AMF
composition than older successional sites. Mean levels of
composition variation of the intermediate sites (20 and 30 years)
was intermediate between the youngest and oldest sites, but
because of large variation, differences were not significant among
the other successional stages. Dominikia sp. 1 was the most
abundant (based on sequence numbers) in eight out of 13 samples
from the earliest successional stage (P < 0.001, R? = 0.47,
F = 31.16, Supplementary Figure S4 and Table S4).

AMF Community Composition
Prior the PERMANOVA analysis, we identified five plant
species (Table 2), whose occurrence significantly affected AMF

communities. Altogether, these selected plant species explained
24% of the variability in AMF community composition. Species
matrix of these five plants was used as plant community
composition factor in PERMANOVA and variation partitioning
analysis. Besides that, AMF fungal taxa with significant
correlation to the selected plant species were determined
(Figure 3).

Stepwise selection of factors identified spatial distance
(represented by two significant PCNM vectors), site age,
plant community composition, soil Kuyail, Cagyail, and Mggyail
concentrations and soil conductivity as the best explanatory
factors for AMF community composition. However, only spatial
distance (F model = 5.8, P < 0.001) and plant community
composition (F model = 2.89, P < 0.001) were significant in the
final model and explained 15.4 and 12.8% of total variance (based
on the AdjR? values).

The NMDS ordination revealed increasing dispersion in
AMF community composition with successional age (Figure 4),
which was congruent with the observed differences in AMF
composition variation as described above. Samples of the
intermediate stages (20 and 30 years) showed wider scattering
in the ordination plot then those of the earliest stage, but
still less than those of the oldest one. In accordance with
PERMANOVA, the AMF community composition did not differ
among the successional stages as indicated by overlapping
confidence ellipses in the NMDS plot.

The variation partitioning analysis revealed plant community
composition (AdjR? = 0.338, P < 0.001), site age (AdjR? = 0.128,
P < 0.001), spatial distance (Ade2 = 0.193, P < 0.001) and soil
chemistry (AdjR? = 0.233, P = 0.006) as significant factors in the
AMF community composition. However, most of the explained
variability was shared among different explanatory variables, only
plant community showed pure significant covariation with AMF
communities (Figure 5, P < 0.001) and explained 12.6% of total
variance.

Compared with phylogenetically defined AMF taxa (40),
OTU delimitation by 97% sequence identity rendered an order
of magnitude more taxa, namely 363 OTUs (Supplementary
Table S3). However, OTU-based PERMANOVA and NMDS
analysis rendered the same results as when based on the
phytotaxa (Supplementary Figure S5). Similarly, there were no
differences of PERMANOVA and AMF composition variation
results between sub-sampled (Supplementary Table S5) and
original datasets (results presented in Supporting Information).

Plant Diversity

Plant richness varied from eight to 30 species per sample, with an
average of 13 taxa (Supplementary Table S1). The best average
model (AICc = 213.36) for the effect of the environmental
variables on plant species richness included site age (¢ = 3.06,
P = 0.004) and pH (t = 2.12, P = 0.042), and was built on
318 models (AICc ranged between 213.36 and 364.01). Based
on the 95% confidence intervals of beta coefficients, only site
age had a consistently significant positive effect on plant species
richness among all considered explanatory variables. According
to a permutation test, plant composition variation showed no
significant correlation with site age (Supplementary Figure S6).
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FIGURE 2 | Effect of the successional stage on composition variation of arbuscular mycorrhizal fungal communities, as indicated by AMF species
variation. Data are pooled for the two chronosequences (spontaneously developing and reclaimed) and for the two samplings (in June and September), which
resulted in 13 samples for 12-year-old, eight samples for 20-year-old, nine samples for 30-year-old and five samples for 50-year-old site. Bold line represents median
and the bottom and top of the box represent lower and upper quartiles. Different letters indicate significant differences among the successional stages at P < 0.05.

Site age

Stepwise selection of predictors identified spatial distribution
(characterized with seven significant PCNM vectors),
management, site age, soil Mgy, and Cagy,, soil conductivity,
C: N and Cy as the best explanatory factors for the composition
of the whole plant community. However, only spatial distance
(F model = 5.98, AdjR?> = 0.362, P < 0.001), management
(F model = 12.99, AdjR? = 0.126, P < 0.001) and site age
(F model = 3.17, AdjR?> = 0.01, P = 0.007) were significant
in the final model. Congruently, NMDS ordination (Figure 6)
showed significant effects of management and of site age on plant
community composition.

Mycorrhizal Root Colonization

All sampled C. epigejos plants had their roots colonized by
AME, with mycorrhizal colonization ranging from 12 to 79%,
with an average of 57%. According to AIC model selection
(AICc = 290.09), mycorrhizal root colonization was best
explained by management regime (spontaneous vs. reclaimed,
t=—3.96, P < 0.001) and Cy in soil ( = —3.04, P = 0.005). The
averaged model was built on 149 models (AICc ranged between

TABLE 2 | Plant species showing significant relationship with AMF
community composition.

Fstatistics Adj. R? P-value
Fraxinus excelsior 3.43 0.0683 0.004
Chamerion angustifolium 2.91 0.048 0.004
Pastinaca sativa 2.73 0.044 0.024
Acer pseudoplatanus 2.73 0.042 0.014
Deschampsia caespitosa 2.43 0.034 0.018

290.09 and 352.65). Only management had a consistently
significant effect on mycorrhizal colonization considering the
95% confidence intervals of beta coefficients, with higher values
for samples from the reclaimed sites (Figure 7).

DISCUSSION

This study focused on soil chemistry and neighboring plants
as possible factors affecting AMF community development in
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FIGURE 3 | Plots of AMF fungal taxa occurrences (based on Hellinger transformed sequence data) against neighboring plants incidences. Two out of
the five plant species, identified by the forward selection as significant determinants of AMF community composition, are presented, because of their higher
abundance. Remaining three plant species occurred on less than four sites only and therefore they were not included in the regression analysis. Color represents
different chronosequence sites: blue, 12-years-old site; red, 20-years-old site; green, 30-years-old site and black, 50-years-old site. The line represents the best
fitting linear model.
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the roots of one constant host plant during primary succession.
It has not revealed any correlation between the measured
soil characteristics and AMF community composition despite
changes in soil chemistry over the studied chronosequences.
However, the composition of AMF community covaried with the
neighboring plant community composition, which points at a
more important role of biotic rather than abiotic factors in AMF
community assembly during primary succession. Furthermore,
our results show that AMF composition variation rather than
richness is positively correlated with successional stage.

It is well established that plant species richness generally
increases during primary vegetation succession (Walker
and Del Moral, 2003), which was also the case over the
studied chronosequences (12-50 vyears). Contrary to our
expectation, however, the higher diversity of the neighboring
plant community did not increase the AMF species richness in
the roots of C. epigejos. Although our data are based on a single
host plant only, the results confirm a weak, or even negative
correlation between AMF and plant species richness during
primary succession (Johnson et al., 1991; Sikes et al., 2012;

Zangaro et al., 2012; Martinez-Garcia et al., 2015), in contrast to
the situation encountered in stable ecosystems (Hiiesalu et al.,
2014). The contrasting patterns in the dynamics of plant and
AMEF richness in ecosystem development may be on one hand
explained by the contrasting levels of inter and intra-specific
variability between plants and AMF taxa (Bruns and Taylor,
2016; Opik et al., 2016). On the other hand, the explanation
may lie in differential speeds of dispersal in the two groups of
organisms. As previously shown by Davison et al. (2015), AMF
seem to lack dispersal limitation, at least on larger spatial and
temporal scales. We therefore hypothesize that AMF dispersal to
and establishment at new sites is much faster and more efficient
than that of plants.

While AMF taxon richness was unaffected by successional
stage, AMF composition variation was positively correlated with
the age of the successional stages. This relationship contradicts
our expectation that the AMF communities of C. epigejos become
established by random filtering of the local species pool. Most
fungal communities from the earliest successional stage were
dominated by the same AMF species, i.e., shared Dominika sp.
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FIGURE 5 | Pure and shared effects of plant communities, site age, spatial distribution and soil chemistry on AMF community as derived from
variation partitioning analysis. Numbers indicate the proportion of explained variation.

1 as the most abundant AMF taxon. With increasing site age,
however, the most abundant AMF taxon became more variable.
This could originate from two different mechanisms. First, early-
stage AMF community assembly may have been deterministic,
the early-stage conditions favoring population growth of (one)
compatible species, while stochastic factors dominated in later
stages with conditions favorable to a broader spectrum of species.
Such a scenario is supported by previous studies in mature
ecosystems that found evidence for a prevalence of stochastic
processes in the structuring of AMF communities and other
soil microbial communities (Powell et al., 2009; Bahram et al.,
2016). Alternatively, increasing habitat diversity with ecosystem
age (Walker and Del Moral, 2003) may lead to increased
patchiness in the AMF communities of mature ecosystems.
To further disentangle changes in the relative contribution
of deterministic and stochastic processes to AMF community
assembly in primary succession; more detailed sampling is need.
Particularly, a spatially explicit design for each successional
stage along the chronosequences would provide more detailed
information.

Vegetation development in primary succession is inseparably
related to pedogenesis. Soil chemistry was previously described
as a key factor influencing AMF community assembly (Lekberg
et al., 2007; Fitzsimons et al., 2008). However, neither a single
soil chemical parameter (PERMANOVA) nor soil chemistry
itself (variation partitioning) showed direct significant effect on
the AMF communities in this study despite changes in soil
chemistry during the ecosystem development, such as increase
of soil carbon or decrease of available calcium and soil pH,
which might also influence P availability in the soil. Besides,
soil chemical parameters, soil physical properties, such as soil
texture and structure might also change during the ecosystem
development. Herrmann et al. (2016) previously described a
significant effect of soil physical properties on the composition
of AMF communities. Further clarification concerning the effect
of soil physical properties on development of AMF communities
during primary succession is needed.

On the contrary, the composition of AMF communities
in the roots of C. epigejos was significantly correlated with
composition of neighboring plant species. Interestingly, none of
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these five plant species occurred at the earliest successional stage,
which indicates increasing covariation between AMF and plant
communities during primary succession. Covariation between
plant and AMF communities has been reported repeatedly
(Fitzsimons et al., 2008; Hausmann and Hawkes, 2009; van de
Voorde et al., 2010; Garcia de Ledn et al., 2016). However, this
study for the first time shows that variation in root-colonizing
AMF communities is more connected to neighboring plant
communities than to soil chemistry during primary succession.
This expands the conclusion of Martinez-Garcia et al. (2015)
of host plant identity as a major driver of AMF community
composition during primary succession, broadening host plant
identity to plant community. Altogether, both studies support
the Passenger/Driver hypothesis (Hart et al., 2001) rather than
habitat filtering hypothesis (Zobel and Opik, 2014) of AMF
community assembly during primary succession.

Most AMF communities of the earliest successional
stage were dominated by Dominikia sp. 1 (sister clade to
Rhizophagus), whose abundance gradually diminished along
the chronosequences. Our finding is in agreement with
Chagnon et al.’s (2012) trait-based framework for AMF ecology.
These authors proposed that life history traits of members of
Glomeraceae are consistent with a ruderal life style. Species
of the Glomeraceae family were, indeed, described as early

colonizers on a newly exposed artificial island (Nielsen et al.,
2016). However, other Glomeraceae species were found to be
abundant in the later successional stages, and we still do not
know the specific life history traits (e.g., dispersion efficiency)
that have enabled Dominikia sp. 1 and the other pioneering AMF
species to reach dominance at early successional stages.

Besides the plant species ability to grow in ruderal
environment, dispersal limitation is the major force structuring
plant communities during primary succession (Lichter, 2000).
Much less is, however, known about the role of dispersal
limitation in AMF communities (Davison et al., 2015). In our
study, we observed that roots of C. epigejos plants harbored
almost all the detected AMF species already at the earliest
successional stage. This observation suggests that AMF dispersal
was less limited in the present study system than that of
Nielsen et al. (2016), who found that the AMF community
from the earliest successional stage (also 12 years old) was
a non-random subset of the communities found in the later
successional stage. A potential explanation for the contradictory
results may be different effectiveness of vectors of AMF
propagule dispersal in the two systems. While Nielsen’s study
focused on an artificial island with very restricted human
access, our study was conducted on a spoil heap, which
was separated from the surrounding ecosystems by more
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permeable barriers and exposed to relatively higher human
activity (connected to ongoing depositing of spoil in other
parts of the spoil heap). We therefore assume that in Nielsen’s
study, the vectors of AMF dispersal were just birds and wind,
which are relatively insufficient vectors of AMF dispersal
(Egan et al, 2014). In contrast, movement of mammals and
human activity may have contributed to AMF dispersal in the
present study system (Mangan and Adler, 2002; Rosendahl
et al., 2009) and by facilitating AMF dispersal, these factors
also may have accelerated AMF succession. This indirect
comparison therefore highlights the importance of specific
site settings, especially the interconnectivity with surrounding
biotopes.

Interestingly, we did not find any effect of the spoil heap
reclamation either on AMF species richness or community
composition in the roots of C. epigejos. Previous studies focusing
on AMF species compositional changes after reclamation did not
make comparisons with a natural successional chronosequence
(e.g., de Souza et al, 2013; Zhang and Chu, 2013; da Silva
etal,, 2015). Our expectation to find different AMF communities
in the reclaimed and spontaneous succession chronosequence
was therefore based merely on the intuitive assumption that
reclamation fundamentally affects site conditions. However, it
should be mentioned in this context that overall root colonization
level of C. epigejos was higher in the reclaimed than in the

spontaneous succession chronosequence. As also indicated by
the model (significant negative relationship of root colonization
with Cio), this may have been due to accumulation of an
organic layer on soils of the later stages of the spontaneous
succession chronosequence. As previously reported (Piotrowski
et al., 2008; Becklin et al., 2012b), litter of Salicaceae may inhibit
the development of AMF root colonization. Thus, our study
is the first comprehensive comparison of a reclaimed and a
spontaneous succession chronosequence. Although reclamation
significantly influenced plant community composition and
root colonization by AME, it did not lead to different AMF
communities. It seems that Alnus glutinosa planting did
not override the effect of site age on the understory plant
communities in a way that would be affecting AMF community
assembly. The situation may be different in plantations of other
trees with more pronounced effect on the understory vegetation
(Mudrak et al., 2010).

CONCLUSION

Our results support the suggestion of Zobel and Opik (2014)
that biotic host plant-fungus interactions are more important
factors for AMF succession during early ecosystem development
than abiotic habitat conditions. In this context; it is paradoxical
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that spoil bank reclamation by tree plantations had no effect on
AMF communities and suggests that among host-related factors;
only some are linked with AMF community assembly. Their
identification in future studies will improve our understanding
of AMF succession and possibly also contribute to discerning
“Driver” from “Passenger” effects.

AUTHOR CONTRIBUTIONS

CK, PK, MJ, DP, JE and JR planned and designed the research.
CK, MJ, DP, and JR conducted fieldwork. CK, PK, MJ, DP, and JR
analyzed data. CK, PK, M]J, DP, and JR wrote the manuscript.

FUNDING

Financial support was provided by the Czech Science Foundation
[grant GA13-10377S] and the long-term research development

REFERENCES

Abakumov, E. V., Cajthaml, T., Brus, J., and Frouz, J. (2013). Humus accumulation,
humification, and humic acid composition in soils of two post-mining
chronosequences after coal mining. J. Soils Sediments 13, 491-500. doi: 10.1007/
s11368-012-0579-9

Allen, E. B., Chambers, J. C., Connor, K. F., Allen, M. F., and Brown, R. W. (1987).
Natural reestablishment of mycorrhizae in disturbed alpine ecosystems. Arctic
Alpine Res. 19, 11-20. doi: 10.2307/1550995

Allen, M. F., Crisafulli, C., Friese, C. F., and Jeakins, S. L. (1992). Re-formation of
mycorrhizal symbioses on Mount St Helens 1980-1990: interactions of rodents
and mycorrhizal fungi. Mycol. Res. 96, 447-453. doi: 10.1016/S0953-7562(09)
81089-7

Anderson, M. ], Crist, T. O., Chase, ]. M., Vellend, M., Inouye, B. D., Freestone,
A. L, et al. (2011). Navigating the multiple meanings of beta diversity: a
roadmap for the practicing ecologist. Ecol. Lett. 14, 19-28. doi: 10.1111/.1461-
0248.2010.01552.x

Bahram, M., Kohout, P., Anslan, S., Harend, H., Abarenkov, K., and Tedersoo, L.
(2016). Stochastic distribution of small soil eukaryotes resulting from high
dispersal and drift in a local environment. ISME J. 10, 885-896. doi: 10.1038/
isme;j.2015.164

Becklin, K. M., Hertweck, K. L., and Jumpponen, A. (2012a). Host identity
impacts rhizosphere fungal communities associated with three alpine
plant Microb. Ecol. 63, 682-693. doi: 10.1007/s00248-011-
9968-7

Becklin, K. M., Pallo, M. L., and Galen, C. (2012b). Willows indirectly reduce
arbuscular mycorrhizal fungal colonization in understorey communities.
J. Ecol. 100, 343-351. doi: 10.1111/§.1365-2745.2011.01903.x

Bennett, A. E., Daniell, T. J., C)pik, M., Davison, J., Moora, M., Zobel, M., et al.
(2013). Arbuscular mycorrhizal fungal networks vary throughout the growing
season and between successional stages. PLoS ONE 8:¢83241. doi: 10.1371/
journal.pone.0083241

Berger, S. A., Krompaf3, D., and Stamatakis, A. (2011). Performance, accuracy,
and web server for evolutionary placement of short sequence reads
under maximum likelihood. Syst. Biol. 60, 291-302. doi: 10.1093/sysbio/
syr010

Borcard, D., and Legendre, P. (2002). All-scale spatial analysis of ecological data by
means of principal coordinates of neighbour matrices. Ecol. Model. 153, 51-68.
doi: 10.1016/S0304-3800(01)00501-4

Brundrett, M. C. (2009). Mycorrhizal associations and other means of nutrition of
vascular plants, understanding the global diversity of host plants by resolving
conflicting information and developing reliable means of diagnosis. Plant Soil
320, 37-77. doi: 10.1007/s11104-008-9877-9

species.

project RVO 67985939. PK was also supported by Charles
University in Prague [project NPUi LO1417 MSMT] and
CK by The Czech Academy of Sciences [project 120005
1402].

ACKNOWLEDGMENT

We would like to thank Lena Neuenkamp, Maarja Opik and
five reviewers for useful comments on earlier versions of the
manuscript.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: http://journal.frontiersin.org/article/10.3389/fmicb.
2017.00719/full#supplementary- material

Bruns, T. D., and Taylor, J. W. (2016). Comment on “Global assessment of
arbuscular mycorrhizal fungus diversity reveals very low endemism”. Science
351, 6275-6275. doi: 10.1126/science.aad4228

Caporaso, J. G., Kuczynski, J., Stombaugh, J., Bittinger, K., Bushman, F. D.,
Costello, E. K., et al. (2010). QIIME allows analysis of high-throughput
community sequencing data. Nat. Methods 7, 335-336. doi: 10.1038/nmeth.
£303

Chagnon, P. L., Bradley, R. L., and Klironomos, J. N. (2012). Using ecological
network theory to evaluate the causes and consequences of arbuscular
mycorrhizal community structure. New Phytol. 194, 307-312. doi: 10.1111/j.
1469-8137.2011.04044.x

Chagnon, P. L., Bradley, R. L., Maherali, H., and Klironomos, J. N. (2013). A trait-
based framework to understand life history of mycorrhizal fungi. Trends Plant
Sci. 18, 484-491. doi: 10.1016/j.tplants.2013.05.001

da Silva, D. K. A., Coutinho, F. P., Escobar, I. E. C., de Souza, R. G., Oehl, F.,
Silva, G. A, et al. (2015). The community of arbuscular mycorrhizal fungi
in natural and revegetated coastal areas (Atlantic Forest) in northeastern
Brazil. Biodivers. Conserv. 24, 2213-2226. doi: 10.1007/s10531-015-
0968-7

Davison, J., Moora, M., Opik, M., Adholeya, A., Ainsaar, L., B, A., et al. (2015).
Global assessment of arbuscular mycorrhizal fungus diversity reveals very low
endemism. Science 349, 970-973. doi: 10.1126/science.aab1161

Davison, J., Opik, M., Zobel, M., Vasar, M., Metsis, M., and Moora, M. (2012).
Communities of arbuscular mycorrhizal fungi detected in forest soil are
spatially heterogeneous but do not vary throughout the growing season. PLoS
ONE 7:€41938. doi: 10.1371/journal.pone.0041938

de Carcer, D. A., Denman, S. E., McSweeney, C., and Morrison, M. (2011).
Evaluation of subsampling-based normalization strategies for tagged high-
throughput sequencing data sets from gut microbiomes. Appl. Environ.
Microbiol. 77, 8795-8798. doi: 10.1128/ AEM.05491-11

de Souza, R. G,, da Silva, D. K. A., de Mello, C. M. A., Goto, B. T., da Silva,
F. S. B., Sampaio, E. V. S. B,, et al. (2013). Arbuscular mycorrhizal fungi in
revegetated mined dunes. Land Degrad. Dev. 24, 147-155. doi: 10.1002/1dr.
1113

Dickie, I. A., Martinez-Garcia, L. B., Koel, N., Grelet, G. A., Tylianakis, J. M.,
Peltzer, D. A, et al. (2013). Mycorrhizas and mycorrhizal fungal communities
throughout ecosystem development. Plant Soil 367, 11-39. doi: 10.1007/
s11104-013-1609-0

Edgar, R. C. (2010). Search and clustering orders of magnitude faster than BLAST.
Bioinformatics 26, 2460-2461. doi: 10.1093/bioinformatics/btq461

Egan, C., Li, D. W., and Klironomos, J. (2014). Detection of arbuscular mycorrhizal
fungal spores in the air across different biomes and ecoregions. Fungal Ecol. 12,
26-31. doi: 10.1016/j.funeco.2014.06.004

Frontiers in Microbiology | www.frontiersin.org

April 2017 | Volume 8 | Article 719


http://journal.frontiersin.org/article/10.3389/fmicb.2017.00719/full#supplementary-material
http://journal.frontiersin.org/article/10.3389/fmicb.2017.00719/full#supplementary-material
https://doi.org/10.1007/s11368-012-0579-9
https://doi.org/10.1007/s11368-012-0579-9
https://doi.org/10.2307/1550995
https://doi.org/10.1016/S0953-7562(09)81089-7
https://doi.org/10.1016/S0953-7562(09)81089-7
https://doi.org/10.1111/j.1461-0248.2010.01552.x
https://doi.org/10.1111/j.1461-0248.2010.01552.x
https://doi.org/10.1038/ismej.2015.164
https://doi.org/10.1038/ismej.2015.164
https://doi.org/10.1007/s00248-011-9968-7
https://doi.org/10.1007/s00248-011-9968-7
https://doi.org/10.1111/j.1365-2745.2011.01903.x
https://doi.org/10.1371/journal.pone.0083241
https://doi.org/10.1371/journal.pone.0083241
https://doi.org/10.1093/sysbio/syr010
https://doi.org/10.1093/sysbio/syr010
https://doi.org/10.1016/S0304-3800(01)00501-4
https://doi.org/10.1007/s11104-008-9877-9
https://doi.org/10.1126/science.aad4228
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1111/j.1469-8137.2011.04044.x
https://doi.org/10.1111/j.1469-8137.2011.04044.x
https://doi.org/10.1016/j.tplants.2013.05.001
https://doi.org/10.1007/s10531-015-0968-7
https://doi.org/10.1007/s10531-015-0968-7
https://doi.org/10.1126/science.aab1161
https://doi.org/10.1371/journal.pone.0041938
https://doi.org/10.1128/AEM.05491-11
https://doi.org/10.1002/ldr.1113
https://doi.org/10.1002/ldr.1113
https://doi.org/10.1007/s11104-013-1609-0
https://doi.org/10.1007/s11104-013-1609-0
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1016/j.funeco.2014.06.004
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive

Krlger et al.

Succession of Arbuscular Mycorrhizal Fungi

Elhottova, D., Kristufek, V., Frouz, J., Novékovd, A., and Chroodkova, A. (2006).
Screening for microbial markers in Miocene sediment exposed during open-
cast brown coal mining. Antonie Van Leeuwenhoek 89, 459-463. doi: 10.1007/
510482-005-9044-8

Fitzsimons, M. S., Miller, R. M., and Jastrow, J. D. (2008). Scale-dependent niche
axes of arbuscular mycorrhizal fungi. Oecologia 158, 117-127. doi: 10.1007/
s00442-008-1117-8

Frouz, J., Dvors¢ik, P., Vavrové, A., Dousové, O., Kadochovd, S, and Matijicek, L.
(2015). Development of canopy cover and woody vegetation biomass on
reclaimed and unreclaimed post-mining sites. Ecol Eng. 84, 233-239.
doi: 10.1016/j.ecoleng.2015.09.027

Frouz, J., Keplin, B., Pizl, V., Tajovsky, K., Stary, J., Luke$ovd, A., et al. (2001).
Soil biota and upper soil layer development in two contrasting post-mining
chronosequences. Ecol. Eng. 17, 275-284. doi: 10.1016/50925-8574(00)00144-0

Frouz, J., Pizl, V., and Tajovsky, K. (2007). The effect of earthworms and
other saprophagous macrofauna on soil microstructure in reclaimed and un-
reclaimed post-mining sites in Central Europe. Eur. J. Soil Biol. 43, $184-S189.
doi: 10.1016/.ejs0bi.2007.08.033

Frouz, J., Prach, K., Pizl, V., Hanél, L., Stary, J., Tajovsky, K., et al. (2008).
Interactions between soil development, vegetation and soil fauna during
spontaneous succession in post mining sites. Eur. J. Soil Biol. 44, 109-121.
doi: 10.1016/j.€js0bi.2007.09.002

Garcia de Ledn, D. G., Moora, M., Opik, M., Neuenkamp, L., Gerz, M., Jairus, T.,
et al. (2016). Symbiont dynamics during ecosystem succession: co-occurring
plant and arbuscular mycorrhizal fungal communities. FEMS Microbiol. Ecol.
92:fiw097. doi: 10.1093/femsec/fiw097

Goslee, S. C., and Urban, D. L. (2007). The ecodist package for dissimilarity-based
analysis of ecological data. J. Stat. Softw. 22, 1-19. doi: 10.18637/js5.v022.i07

Gould, A. B., Hendrix, ]. W., and Ferriss, R. S. (1996). Relationship of mycorrhizal
activity to time following reclamation of surface mine land in western
Kentucky. I. Propagule and spore population densities. Can. J. Bot. 74, 247-261.
doi: 10.1139/b96-030

Hart, M. M., Reader, R. J., and Klironomos, J. N. (2001). Life-history strategies
of arbuscular mycorrhizal fungi in relation to their successional dynamics.
Mycologia 93, 1186-1194. doi: 10.2307/3761678

Hausmann, N. T., and Hawkes, C. V. (2009). Plant neighborhood control of
arbuscular mycorrhizal community composition. New Phytol. 183, 1188-1200.
doi: 10.1111/§.1469-8137.2009.02882.x

Herrmann, L., Lesueur, D., Brau, L., Davison, J., Jairus, T., Robain, H., et al. (2016).
Diversity of root-associated arbuscular mycorrhizal fungal communities in a
rubber tree plantation chronosequence in Northeast Thailand. Mycorrhiza 26,
863-877. doi: 10.1007/s00572-016-0720-5

Hiiesalu, 1., Pirtel, M., Davison, J., Gerhold, P., Metsis, M., Moora, M., et al. (2014).
Species richness of arbuscular mycorrhizal fungi: associations with grassland
plant richness and biomass. New Phytol. 203, 233-244. doi: 10.1111/nph.
12765

Johnson, N. C., Zak, D. R., Tilman, D., and Pfleger, F. L. (1991). Dynamics of
vesicular-arbuscular mycorrhizae during old field succession. Oecologia 86,
349-358. doi: 10.1007/BF00317600

Kohout, P., Doubkovd, P., Bahram, M., Suda, J., Tedersoo, L., Vortiskova, J., et al.
(2015). Niche partitioning in arbuscular mycorrhizal communities in temperate
grasslands: a lesson from adjacent serpentine and nonserpentine habitats. Mol.
Ecol. 24, 1831-1843. doi: 10.1111/mec.13147

Koske, R. E., and Gemma, J. N. (1989). A modified procedure for staining roots to
detect VA mycorrhizas. Mycol. Res. 92, 486-505. doi: 10.1016/S0953-7562(89)
80195-9

Kftibek, B., Strnad, M., Bohacek, Z., Sykorova, I., Cejka, ]., and Sobalik, Z. (1998).
Geochemistry of Miocene lacustrine sediments from the Sokolov Coal Basin
(Czech Republic). Int. J. Coal Geol. 37, 207-233. doi: 10.1016/S0166-5162(98)
00002-0

Kriiger, M., Kriiger, C., Walker, C., Stockinger, H., and Schiifiler, A. (2012).
Phylogenetic reference data for systematics and phylotaxonomy of arbuscular
mycorrhizal fungi from phylum to species level. New Phytol. 193, 970-984.
doi: 10.1111/j.1469-8137.2011.03962.x

Kriiger, M., Stockinger, H., Kriger, C., and Schiifller, A. (2009). DNA-based
species level detection of Glomeromycota: one PCR primer set for all arbuscular
mycorrhizal fungi. New Phytol. 183, 212-223. doi: 10.1111/j.1469-8137.2009.
02835.x

Kriiger, M., Teste, F. P., Laliberté, E., Lambers, H., Coghlan, M., Zemunik, G.,
et al. (2015). The rise and fall of arbuscular mycorrhizal fungal diversity during
ecosystem retrogression. Mol. Ecol. 24, 4912-4930. doi: 10.1111/mec.13363

Legendre, P., and Gallagher, E. D. (2001). Ecologically meaningful transformations
for ordination of species data. Oecologia 129, 271-280. doi: 10.1007/
5004420100716

Lekberg, Y., Koide, R. T., Rohr, J. R., Aldrich-Wolfe, L., and Morton, J. B. (2007).
Role of niche restrictions and dispersal in the composition of arbuscular
mycorrhizal fungal communities. J. Ecol. 95, 95-105. doi: 10.1111/§.1365-2745.
2006.01193.x

Lichter, J. (2000). Colonization constraints during primary succession on coastal
Lake Michigan sand dunes. J. Ecol. 88, 825-839. doi: 10.1046/j.1365-2745.2000.
00503.x

Mangan, S. A., and Adler, G. H. (2002). Seasonal dispersal of arbuscular
mycorrhizal fungi by spiny rats in a neotropical forest. Oecologia 131, 587-597.
doi: 10.1007/s00442-002-0907-7

Martinez-Garcia, L. B., Richardson, S. J., Tylianakis, J. M., Peltzer, D. A., and
Dickie, I. A. (2015). Host identity is a dominant driver of mycorrhizal fungal
community composition during ecosystem development. New Phytol. 205,
1565-1576. doi: 10.1111/nph.13226

Meadow, J. F., and Zabinski, C. A. (2012). Linking symbiont community
structures in a model arbuscular mycorrhizal system. New Phytol. 194, 800-809.
doi: 10.1111/j.1469-8137.2012.04096.x

Mudrik, O., Frouz, J., and Velichova, V. (2010). Understory vegetation in
reclaimed and unreclaimed post-mining forest stands. Ecol. Eng. 36, 783-790.
doi: 10.1016/j.ecoleng.2010.02.003

Mummey, D. L., Rillig, M. C,, and Holben, W. E. (2005). Neighboring plant
influences on arbuscular mycorrhizal fungal community composition as
assessed by T-RFLP analysis. Plant Soil 271, 83-90. doi: 10.1007/s11104-004-
2066-6

Nielsen, K. B., Kjoller, R., Bruun, H. H., Schnoor, T. K., and Rosendahl, S. (2016).
Colonization of new land by arbuscular mycorrhizal fungi. Fungal Ecol. 20,
22-29. doi: 10.1016/j.funeco.2015.10.004

Odum, E. P. (1969). The strategy of ecosystem development. Science 164, 262-270.
doi: 10.1126/science.164.3877.262

Oehl, F., Schneider, D., Sieverding, E., and Burga, C. A. (2011). Succession
of arbuscular mycorrhizal communities in the foreland of the retreating
Morteratsch glacier in the Central Alps. Pedobiologia 54, 321-331. doi: 10.1016/
j.pedobi.2011.07.006

Oksanen, J., Blanchet, F. G., and Kindt, R. (2012). vegan: Community
Ecology Package. [WWW Document]. Available at: http://CRAN.R-project.org/
package=vegan

Opik, M., Davison, J., Moora, M., Pértel, M., and Zobel, M. (2016). Response to
Comment on “Global assessment of arbuscular mycorrhizal fungus diversity
reveals very low endemism”. Science 351, 826-826. doi: 10.1126/science.
aad5495

Pinheiro, J., Bates, D., DebRoy, S., Sarkar, D., and R Core Team. (2008). nlme:
Linear and Nonlinear Mixed Effects Models. [WWW Document]. Available at:
http://CRAN.R-project.org/package=nlme

Piotrowski, J. S., Morford, S. L., and Rillig, M. C. (2008). Inhibition of colonization
by a native arbuscular mycorrhizal fungal community via Populus trichocarpa
litter, litter extract, and soluble phenolic compounds. Soil Biol. Biochem. 40,
709-717. doi: 10.1016/j.s0ilbio.2007.10.005

Powell, J. R., Parrent, J. L., Hart, M. M., Klironomos, J. N., Rillig, M. C., and
Maherali, H. (2009). Phylogenetic trait conservatism and the evolution of
functional trade-offs in arbuscular mycorrhizal fungi. Proc. R. Soc. B Biol. Sci.
276, 4237-4245. doi: 10.1098/rspb.2009.1015

Prach, K., Lencov4, K., Rehounkovd, K., Dvoiakové, H., Jirové, A., Konvalinkova,
P., et al. (2013). Spontaneous vegetation succession at different central
European mining sites: a comparison across seres. Environ. Sci. Pollut. Res. 20,
7680-7685. doi: 10.1007/s11356-013-1563-7

Piischel, D., Rydlovd, J., and Vosatka, M. (2008). Does the sequence of plant
dominants affect mycorrhiza development in simulated succession on spoil
banks? Plant Soil 302, 273-282. doi: 10.1007/s11104-007-9480-5

R Core Development Team (2008). R: A Language and Environment for Statistical
Computing. Vienna: R Foundation for Statistical Computing.

Roberts, D. W. (2014). labdsv: Ordination and Multivariate Analysis for Ecology.
[WWW Document]. Available at: http://CRAN.R-project.org/package=labdsv

Frontiers in Microbiology | www.frontiersin.org

April 2017 | Volume 8 | Article 719


https://doi.org/10.1007/s10482-005-9044-8
https://doi.org/10.1007/s10482-005-9044-8
https://doi.org/10.1007/s00442-008-1117-8
https://doi.org/10.1007/s00442-008-1117-8
https://doi.org/10.1016/j.ecoleng.2015.09.027
https://doi.org/10.1016/S0925-8574(00)00144-0
https://doi.org/10.1016/j.ejsobi.2007.08.033
https://doi.org/10.1016/j.ejsobi.2007.09.002
https://doi.org/10.1093/femsec/fiw097
https://doi.org/10.18637/jss.v022.i07
https://doi.org/10.1139/b96-030
https://doi.org/10.2307/3761678
https://doi.org/10.1111/j.1469-8137.2009.02882.x
https://doi.org/10.1007/s00572-016-0720-5
https://doi.org/10.1111/nph.12765
https://doi.org/10.1111/nph.12765
https://doi.org/10.1007/BF00317600
https://doi.org/10.1111/mec.13147
https://doi.org/10.1016/S0953-7562(89)80195-9
https://doi.org/10.1016/S0953-7562(89)80195-9
https://doi.org/10.1016/S0166-5162(98)00002-0
https://doi.org/10.1016/S0166-5162(98)00002-0
https://doi.org/10.1111/j.1469-8137.2011.03962.x
https://doi.org/10.1111/j.1469-8137.2009.02835.x
https://doi.org/10.1111/j.1469-8137.2009.02835.x
https://doi.org/10.1111/mec.13363
https://doi.org/10.1007/s004420100716
https://doi.org/10.1007/s004420100716
https://doi.org/10.1111/j.1365-2745.2006.01193.x
https://doi.org/10.1111/j.1365-2745.2006.01193.x
https://doi.org/10.1046/j.1365-2745.2000.00503.x
https://doi.org/10.1046/j.1365-2745.2000.00503.x
https://doi.org/10.1007/s00442-002-0907-7
https://doi.org/10.1111/nph.13226
https://doi.org/10.1111/j.1469-8137.2012.04096.x
https://doi.org/10.1016/j.ecoleng.2010.02.003
https://doi.org/10.1007/s11104-004-2066-6
https://doi.org/10.1007/s11104-004-2066-6
https://doi.org/10.1016/j.funeco.2015.10.004
https://doi.org/10.1126/science.164.3877.262
https://doi.org/10.1016/j.pedobi.2011.07.006
https://doi.org/10.1016/j.pedobi.2011.07.006
http://CRAN.R-project.org/package=vegan
http://CRAN.R-project.org/package=vegan
https://doi.org/10.1126/science.aad5495
https://doi.org/10.1126/science.aad5495
http://CRAN.R-project.org/package=nlme
https://doi.org/10.1016/j.soilbio.2007.10.005
https://doi.org/10.1098/rspb.2009.1015
https://doi.org/10.1007/s11356-013-1563-7
https://doi.org/10.1007/s11104-007-9480-5
http://CRAN.R-project.org/package=labdsv
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive

Krlger et al.

Succession of Arbuscular Mycorrhizal Fungi

Roche (2009). Roche Technical Bulletin No. 005-2009. Branford, CT: Roche.

Rosendahl, S., McGee, P., and Morton, J. B. (2009). Lack of global population
genetic differentiation in the arbuscular mycorrhizal fungus Glomus mosseae
suggests a recent range expansion which may have coincided with the
spread of agriculture. Mol. Ecol. 18, 4316-4329. doi: 10.1111/j.1365-294X.2009.
04359.x

Rydlov4, J., Piischel, D., Vosétka, M., and Charvatovd, K. (2008). Different effect
of mycorrhizal inoculation in direct and indirect reclamation of spoil banks.
J. Appl. Bot. Food Qual. 82, 15-20.

Rydlova, J., Piischel, D., Dostdlovd, M., Janouskovd, M., and Frouz, J. (2016).
Nutrient limitation drives response of calamagrostis epigejos to arbuscular
mycorrhiza in primary succession. Mycorrhiza 7, 757-767. doi: 10.1007/s00572-
016-0712-5

Schiifiler, A., Schwarzott, D., and Walker, C. (2001). A new fungal phylum,
the Glomeromycota: phylogeny and evolution. Mycol. Res. 105, 1413-1421.
doi: 10.1017/50953756201005196

Senés-Guerrero, C., and Schiif8ler, A. (2015). A conserved arbuscular mycorrhizal
fungal core-species community colonizes potato roots in the Andes. Fungal
Divers. 77, 317-333. doi: 10.1007/s00572-013-0549-0

Sikes, B., Maherali, H., and Klironomos, J. (2014). Mycorrhizal fungal growth
responds to soil characteristics, but not host plant identity, during a primary
lacustrine dune succession. Mycorrhiza 24, 219-226. doi: 10.1007/s00572-013-
0531-x

Sikes, B. A., Maherali, H., and Klironomos, J. N. (2012). Arbuscular mycorrhizal
fungal communities change among three stages of primary sand dune
succession but do not alter plant growth. Oikos 121, 1791-1800. doi: 10.1007/
500572-013-0531-x

Smith, S. E., and Read, D. J. (2008). Mycorrhizal Symbiosis. Cambridge: Academic
Press.

Stamatakis, A. (2006). RAXML-VI-HPC: maximum likelihood-based phylogenetic
analyses with thousands of taxa and mixed models. Bioinformatics 22,
2688-2690. doi: 10.1093/bioinformatics/btl446

Stinson, K. A., Campbell, S. A., Powell, J. R., Wolfe, B. E., Callaway, R. M., Thelen,
G. C, et al. (2006). Invasive plant suppresses the growth of native tree seedlings
by disrupting belowground mutualisms. PLoS Biol. 4:¢140. doi: 10.1371/journal.
pbio.0040140

Sykorova, Z., Borstler, B., Zvolenska, S., Fehrer, J., Gryndler, M., Vosétka, M., et al.
(2012). Long-term tracing of Rhizophagus irregularis isolate BEG140 inoculated
on Phalaris arundinacea in a coal mine spoil bank, using mitochondrial
large subunit rDNA markers. Mycorrhiza 22, 69-80. doi: 10.1007/s00572-011-
0375-1

Sykorovd, Z., Wiemken, A., and Redecker, D. (2007). Cooccurring Gentiana
verna and Gentiana acaulis and their neighboring plants in two Swiss
upper montane meadows harbor distinct arbuscular mycorrhizal fungal
communities. Appl. Environ. Microbiol. 73, 5426-5434. doi: 10.1128/AEM.
00987-07

Trouvelot, A., Kough, J. L., and Gianinazzi-Pearson, V. (1986). “Mesure du
taux de mycorhization VA dun systéme radiculaire. Recherche de méthodes
déstimation ayant une signification fonctionnelle,” in Proceeding of the 1st
European Symposium on Mycorrhizae: Physiological and Genetical Aspects of
Mycorrhizae, eds V. Gianinazzi-Pearson and S. Gianinazzi (Paris: INRA),
217-221.

Vandenkoornhuyse, P., Husband, R., Daniell, T. J., Watson, L. J., Duck, J. M., Fitter,
A.H,, etal. (2002). Arbuscular mycorrhizal community composition associated
with two plant species in a grassland ecosystem. Mol. Ecol. 11, 1555-1564.
doi: 10.1046/j.1365-294X.2002.01538.x

van de Voorde, F. J., van der Putten, W. H., Gamper, H. A,, Hol, W. H. G,,
and Bezemer, T. M. (2010). Comparing arbuscular mycorrhizal communities
of individual plants in a grassland biodiversity experiment. New Phytol. 186,
746-754. doi: 10.1111/j.1469-8137.2010.03216.x

Vétrovsky, T., and Baldrian, P. (2013). Analysis of soil fungal communities
by amplicon pyrosequencing: current approaches to data analysis and the
introduction of the pipeline SEED. Biol. Fertil. Soils 49, 1027-1037. doi: 10.1007/
s00374-013-0801-y

Walker, L. R, and Del Moral, R. (2003). Primary Succession and Ecosystem
Rehabilitation. Cambridge: Cambridge University Press. doi: 10.1017/CBO97
80511615078

Warner, N. J., Allen, M. F., and MacMahon, J. A. (1987). Dispersal agents of
vesicular-arbuscular mycorrhizal fungi in a disturbed arid ecosystem. Mycologia
79, 721-730. doi: 10.2307/3807824

Zangaro, W., Alves, R. A, Lescano, L. E., Ansanelo, A. P., and Nogueira, M. A.
(2012). Investment in fine roots and arbuscular mycorrhizal fungi decrease
during succession in three Brazilian ecosystems. Biotropica 44, 141-150.
doi: 10.1111/j.1744-7429.2011.00781.x

Zhang, H., and Chu, L. M. (2013). Early development of soil microbial
communities of rehabilitated quarries. Restor. Ecol. 21, 490-497. doi: 10.1111/j.
1526-100X.2012.00917.x

Zobel, M., and Opik, M. (2014). Plant and arbuscular mycorrhizal fungi (AMF)
communities - which drives which? J. Veg. Sci. 25, 1133-1140. doi: 10.1111/jvs.
12191

Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.

Copyright © 2017 Kriiger, Kohout, Janouskovd, Piischel, Frouz and Rydlovd. This
is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) or licensor are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.

Frontiers in Microbiology | www.frontiersin.org

16

April 2017 | Volume 8 | Article 719


https://doi.org/10.1111/j.1365-294X.2009.04359.x
https://doi.org/10.1111/j.1365-294X.2009.04359.x
https://doi.org/10.1007/s00572-016-0712-5
https://doi.org/10.1007/s00572-016-0712-5
https://doi.org/10.1017/S0953756201005196
https://doi.org/10.1007/s00572-013-0549-0
https://doi.org/10.1007/s00572-013-0531-x
https://doi.org/10.1007/s00572-013-0531-x
https://doi.org/10.1007/s00572-013-0531-x
https://doi.org/10.1007/s00572-013-0531-x
https://doi.org/10.1093/bioinformatics/btl446
https://doi.org/10.1371/journal.pbio.0040140
https://doi.org/10.1371/journal.pbio.0040140
https://doi.org/10.1007/s00572-011-0375-1
https://doi.org/10.1007/s00572-011-0375-1
https://doi.org/10.1128/AEM.00987-07
https://doi.org/10.1128/AEM.00987-07
https://doi.org/10.1046/j.1365-294X.2002.01538.x
https://doi.org/10.1111/j.1469-8137.2010.03216.x
https://doi.org/10.1007/s00374-013-0801-y
https://doi.org/10.1007/s00374-013-0801-y
https://doi.org/10.1017/CBO9780511615078
https://doi.org/10.1017/CBO9780511615078
https://doi.org/10.2307/3807824
https://doi.org/10.1111/j.1744-7429.2011.00781.x
https://doi.org/10.1111/j.1526-100X.2012.00917.x
https://doi.org/10.1111/j.1526-100X.2012.00917.x
https://doi.org/10.1111/jvs.12191
https://doi.org/10.1111/jvs.12191
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://www.frontiersin.org/Microbiology/
http://www.frontiersin.org/
http://www.frontiersin.org/Microbiology/archive

	Plant Communities Rather than Soil Properties Structure Arbuscular Mycorrhizal Fungal Communities along Primary Succession on a Mine Spoil
	Introduction
	Materials And Methods
	Site Description
	Root and Soil Sampling
	Determination of Soil Chemical Properties and Neighboring Plant Communities
	Molecular Analysis
	Bioinformatical Analysis
	Statistical Analysis
	Data Transformation and Calculation of Distance Matrices
	General Least Squares Modeling
	Analysis of AMF and Plant Composition Variation
	Multivariate Analysis


	Results
	Phylogenetic Classification of AMF
	AMF Taxon Richness and Composition Variation
	AMF Community Composition
	Plant Diversity
	Mycorrhizal Root Colonization

	Discussion
	Conclusion
	Author Contributions
	Funding
	Acknowledgment
	Supplementary Material
	References


