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Summary

� Nitrogen (N) availability is increasing dramatically in many ecosystems, but the influence of

elevated N on the functioning of arbuscular mycorrhizal (AM) fungi in natural ecosystems is

not well understood.
� We measured AM fungal community structure and mycorrhizal function simultaneously

across an experimental N addition gradient in an alpine meadow that is limited by N but not

by phosphorus (P). AM fungal communities at both whole-plant-community (mixed roots)

and single-plant-species (Elymus nutans roots) scales were described using pyro-sequencing,

and the mycorrhizal functioning was quantified using a mycorrhizal-suppression treatment in

the field (whole-plant-community scale) and a glasshouse inoculation experiment (single-

plant-species scale).
� Nitrogen enrichment progressively reduced AM fungal abundance, changed AM fungal

community composition, and shifted mycorrhizal functioning towards parasitism at both

whole-plant-community and E. nutans scales. N-induced shifts in AM fungal community com-

position were tightly linked to soil N availability and/or plant species richness, whereas the

shifts in mycorrhizal function were associated with the communities of specific AM fungal lin-

eages.
� The observed changes in both AM fungal community structure and functioning across an N

enrichment gradient highlight that N enrichment of ecosystems that are not P-limited can

induce parasitic mycorrhizal functioning and influence plant community structure and ecosys-

tem sustainability.

Introduction

The amount of biologically available nitrogen (N) is increasing
dramatically in many ecosystems throughout the world due to
human activities (Vitousek et al., 1997). Increased N availability
often increases plant productivity but reduces plant species diver-
sity (Stevens et al., 2004; Clark & Tilman, 2008) and causes local
extinction of some susceptible functional groups (Suding et al.,
2005). In addition, N enrichment can also dramatically change
the abundance and diversity of soil microbial communities (Ma
et al., 2016; Zhou et al., 2016), induce dormancy and decrease
the diversity of active microbes (Kearns et al., 2016), and weaken
plant–microbe interactions (Wei et al., 2013). Due to the cascade
of negative effects on biotic communities, global N enrichment is
considered one of the greatest threats to ecosystem structure and
function (Smith et al., 1999).

Arbuscular mycorrhizal (AM) fungi in the subphylum Glom-
eromycotina (Spatafora et al., 2016) are widespread root-
associated microorganisms that contribute significantly to a range
of ecosystem processes (van der Heijden et al., 2015). It is gener-
ally accepted that AM fungi provide host plants with soil phos-
phorus (P) and N (Hodge et al., 2010) as well as other benefits,
such as protection against pathogens (Jung et al., 2012), in
exchange for plant-assimilated carbon (Selosse & Rousset, 2011).
AM fungi also play key roles in regulating plant communities
(van der Heijden et al., 2008; Bever et al., 2010; Zobel & €Opik,
2014), rhizosphere microbial communities (Vesterg�ard et al.,
2008; Lioussanne et al., 2010; Veresoglou et al., 2012), soil struc-
ture (Wilson et al., 2009; Leifheit et al., 2015) and nutrient cycles
(Bender et al., 2015). Despite their importance for plant growth
and ecosystem functioning, it is not well understood how chang-
ing environments, such as increasing terrestrial N deposition,
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influence AM fungal community structure and function. Filling
this knowledge gap will enable better predictions of the conse-
quences of mycorrhizal fungal community change under global
change scenarios.

Theoretical models predict that AM fungal community struc-
ture and function should be very sensitive to changes in carbon,
N and P stoichiometry (Johnson, 2010). Numerous field studies
have shown that increased N availability can reduce the abun-
dance and diversity of AM fungal communities (Egerton-
Warburton & Allen, 2000; van Diepen et al., 2010; Camenzind
et al., 2014; Chen et al., 2017; Williams et al., 2017), but neutral
or even positive effects have also been observed in some cases (e.g.
Egerton-Warburton et al., 2007; van Diepen et al., 2011; Zheng
et al., 2014). These contradictory findings may be caused by the
complex interactions of many factors, such as the relative avail-
ability of N and P (Johnson, 2010) and plant identity (Egerton-
Warburton et al., 2007; Johnson et al., 2008). Although the
abundance and composition of AM fungal communities are
known to change with N enrichment, linking community
changes in the field to mycorrhizal functioning remains a chal-
lenge (van der Heijden & Scheublin, 2007). Many experimental
tests with artificially assembled communities have demonstrated
that changes in community attributes of AM fungi, such as diver-
sity or species composition, can change plant performance and
ecosystem functioning (e.g. van der Heijden et al., 1998; Vogel-
sang et al., 2006; Maherali & Klironomos, 2007; Wagg et al.,
2011; Li et al., 2012), suggesting that functioning of mycorrhizal
(plant–fungal) interactions may be largely influenced by mycor-
rhizal fungal community structure.

While AM symbioses are generally considered to be mutually
beneficial, rich evidence shows that the interactions between AM
fungi and plants will shift from stronger mutualism to weaker
mutualism or parasitism with increasing soil N and P availability
(e.g. Bethlenfalvay et al., 1983; Johnson, 1993; Hoeksema et al.,
2010; Johnson et al., 2015). The functional equilibrium model
predicts that N enrichment of P-limited soils will generate a
strong mutualism due to the increased P-uptake value of mycor-
rhizas, whereas N enrichment of P-rich soils will reduce plant
allocation to mycorrhizas and induce parasitism (Johnson, 2010;
Revillini et al., 2016). These predictions are well supported by a
recent glasshouse study showing that the effect of N enrichment
on the phenotype of AM symbioses ranged from commensalism
or parasitism in P-rich soils to mutualism in P-limited soils
(Johnson et al., 2015). There is also evidence that N enrichment
in N-limited soils will benefit AM symbionts (Johnson et al.,
2008), because N limitation could directly inhibit fungal growth
(Treseder & Allen, 2002) and generate strong plant–fungus com-
petition for N (P€uschel et al., 2016). Furthermore, it has been
well documented that mycorrhizal performance varies among dif-
ferent combinations of plants and AM fungi (Helgason et al.,
2002; Klironomos, 2003; Uibopuu et al., 2009), suggesting that
N-induced shifts in species composition of both plant and AM
fungal communities should also be taken into account when we
predict how mycorrhizal function responds to N enrichment.

In this study, we simultaneously explored the responses of AM
fungal community structure and function to 4 yr of N addition

treatments in an alpine meadow ecosystem on the Tibetan
Plateau, where both plant and AM fungal diversity are relatively
high (Liu et al., 2012) and ecosystem productivity is strongly lim-
ited by N availability (Xu et al., 2015), but not P availability (X.
L. Zhou, unpublished data). The abundance and composition of
AM fungal communities inside roots were analyzed at the scale
both of the whole plant community and of an individual plant
species (Elymus nutans; a winner species after N enrichment). To
assess the influence of AM fungi at the whole-plant-community
scale, we applied a 4 yr mycorrhizal-suppression treatment (using
the fungicide benomyl) that was nested within each N addition
treatment, and mycorrhizal function was quantified in terms of
changes in plant biomass and plant tissue N and P content. In
addition, we established a glasshouse experiment with mycor-
rhizal fungal inoculation (entire AM fungal community collected
from each field plot) and N addition (similar with the addition
levels in field) to explore the mycorrhizal response of E. nutans in
terms of biomass and tissue nutrient content. We hypothesized
that: H1, N enrichment would reduce AM fungal abundance and
diversity, resulting in a significant variation in AM fungal com-
munity composition; H2, AM function would shift from mutual-
ism to parasitism across the N enrichment gradient, and that the
functional shift would be associated with the N-induced changes
in AM fungal community structure; and H3, the predicted effects
of N enrichment on AM fungi would be manifested at both the
whole-plant-community scale and the single-plant-species scale.

Materials and Methods

Study site and field experimental design

This study was carried out in an alpine meadow on the eastern
Tibetan Plateau of China (33°400N, 101°510E, c. 3500 m above
sea level (asl); Supporting Information Fig. S1), where mean
annual temperature is 1.2°C, mean annual precipitation is
672 mm, the soil type is Cambisol (FAO taxonomy), and the
vegetation is dominated by Kobresia capillifolia and some grasses,
such as E. nutans. This experimental meadow is managed by the
Research Station of Alpine Meadow and Wetland Ecosystems of
Lanzhou University, China. The research site has been fenced
and is only grazed every winter from November to April since
2011. Total N deposition in this region is estimated to range
from 14.26 to 18.65 kg ha�1 yr�1 (L€u & Tian, 2007).

The N addition experiment was established in April 2011.
Four levels of N addition (including 0, 5, 10 and
15 g Nm�2 yr�1; hereafter referred to as N0, N5, N10 and N15,
respectively) with six replicates were distributed in 24 109 20 m2

plots (1 m buffer strips) using a randomized block design
(Fig. S1). The N addition gradient was generated with different
amounts of NH4NO3 fertilizer applied annually (spread manu-
ally on drizzly days) at the beginning of the growing season (usu-
ally in May).

To understand how AM functioning responds to N addition
in the field, on 11 June 2011, we established a mycorrhizal sup-
pression experiment within the setup of the N addition experi-
ment. We selected 16 plots within four blocks to conduct this
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experiment (Fig. S1). Two 19 2 m2 subplots with 1 m buffer
strips were nested in each plot: one subplot was treated with
fungicide monthly throughout the growing season (8 g benomyl
in 5 l water m�2 month�1 from May to September every year),
and the other received an equal amount of water every time (as a
control). Benomyl was chosen because it has been shown to effec-
tively suppress AM fungal colonization but has small effects on
plants and other soil microorganisms (Hartnett & Wilson, 1999;
O’Connor et al., 2002), and benomyl application has been used
successfully to test the functions of AM fungal communities in
field studies (e.g. O’Connor et al., 2002; Callaway et al., 2004;
Yang et al., 2014).

Sample collection and vegetation analysis in the field

Samples were collected on 20 June, 25 July and 30 August 2014
(the fourth year of treatments). On each sampling date, five soil
cores (diameter, 3.8 cm; depth, 25 cm) were taken randomly
from each plot and mixed into a composite sample, resulting in a
total of 72 samples. Fine live roots were separated carefully from
each soil sample, washed and used for DNA extraction and deter-
mination of root AM fungal colonization. The remaining soil
samples were air-dried, sieved (2 mm) and used to measure soil
properties (including soil moisture, pH, total N, organic carbon,
available N and available P) using the same methods described by
Liu et al. (2012), and densities of AM fungal spores and hyphae.
To explore the effect of N addition on the AM fungal commu-
nity at the individual-plant-species level, we sampled a dominant
plant species, E. nutans, on the third sampling date. Eight
E. nutans individuals were chosen randomly from each plot, exca-
vated wholly and the fine roots of four individuals were pooled as
one sample (24 samples in total) for DNA extraction and deter-
mination of root AM fungal colonization; the remaining four
individuals were used to measure shoot and root biomass. To
determine the suppression effect of benomyl application on AM
fungi, we randomly collected three soil cores from each subplot
on the third sampling date, and the fine live roots were collected
and used for determination of root AM fungal colonization.

Vegetation was described in two 0.59 0.5 m2 quadrats in each
plot or one quadrat in each subplot in mid-August 2014. All
plant species were identified and the numbers of individuals of
each species were recorded. Subsequently, all plants in each
quadrat were clipped to the soil surface to measure shoot
biomass. Concurrently with the above-ground vegetation sam-
pling, five soil cores (diameter, 3.8 cm; depth, 25 cm) in each
plot and two soil cores in each subplot were taken randomly, and
the live plant materials below ground were collected carefully to
measure root biomass. All plant biomass samples were dried at
80°C for 48 h and weighed, and the dried plants were used then
to analyze tissue N and P concentrations using the methods
described by Liu et al. (2012).

Mycorrhizal inoculation of E. nutans in the glasshouse

Because the benomyl treatment cannot fully inhibit mycor-
rhizal fungal colonization in the field (Hartnett & Wilson,

1999), we conducted a glasshouse microcosm experiment with
E. nutans and field inocula to investigate the functional impli-
cation of AM fungal community change induced by N addi-
tion. We used a mixture (1 : 1, v/v) of soil collected from a
nearby meadow and sand as the soil substrate in the micro-
cosms. The soil substrate was sieved (2 mm), steam-sterilized
twice (1 d interval, 121°C for 25 min each), air-dried and
used to fill 144 plastic pots with 1 kg of substrate in each
pot. Mycorrhizal fungal inocula were the fresh soils containing
mycorrhizal roots, AM fungal mycelia and spores that were
collected (based on five soil cores) from each plot on 25 July
2014, for a total of 24 inocula. Each inoculum was replicated
three times, whereby 100 g of living-soil inoculum was added
in each pot to create a mycorrhizal treatment (M). In addi-
tion, three pots were treated similarly but with the corre-
sponding sterilized soil inoculum to create a nonmycorrhizal
treatment (NM). To correct for differences in communities of
other soil microbes, the three NM pots received 80 ml of soil
sievate from the corresponding living-soil inoculum produced
by blending 150 g inoculum in 500 ml water and passing
through a 38 lm sieve, and the mycorrhizal pots received the
same volume of water. Surface-sterilized seeds of E. nutans
were pregerminated and sown in each pot, and eight 5-d-old
seedlings were retained in each pot. To ensure that soil N
concentrations were similar to those of corresponding plots in
the field, extra N was added as NH4NO3 according to the
transformed formula: 20 mg N kg�1 soil added in a
pot = 5 g Nm�2 yr�1 fertilized in the field. Plants were grown
in a glasshouse with controlled temperature (day: 20°C, night:
16°C) and a c. 170 lmol photons m�2 s�1 artificial illumina-
tion for a day length of 16 h. All pots were watered every 3 d
and the pot positions were randomized every 2 wk. After
12 wk, all plant individuals in each pot were harvested and
used for measuring shoot and root biomass and AM fungal
colonization. Plant biomass and tissue N and P concentrations
were measured using the same methods as described above,
and all variables were represented by the means of the three
replicated pots.

Analyses of AM fungal colonization, spore density and
extraradical hyphal length density

Root samples were cleared in 10% (w/v) KOH at 70°C for
25 min, acidified in 2% (v/v) HCl for 30 min and stained with
0.05% (w/v) Trypan blue at 70°C for 10 min. The percentage of
root length colonized by AM fungi (%RLC), by arbuscules (%
AC) and by vesicles (%VC) were quantified using the magnified
intersection method (McGonigle et al., 1990). AM fungal spores
in soil were extracted by wet sieving and sucrose centrifugation
(Brundrett et al., 1994), and the spore density was calculated.
Extraradical hyphae were extracted from 5 g of soil and stained
with trypan blue using the methods described by Brundrett et al.
(1994). AM fungal hyphae were distinguished from other fungal
hyphae according to morphology and staining color (Miller et al.,
1995; see Fig. S2), and the hyphal length density was quantified
by the grid-line intersect method (Brundrett et al., 1994).
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Molecular identification of AM fungi colonizing roots and
bioinformatic analysis

Ninety-six root samples, including 72 mixed and 24 E. nutans
root samples collected in the field, were used for molecular analy-
sis. For each sample, DNA was extracted from 100 mg of ran-
domly selected root fragments using a Plant DNA Extraction Kit
according to the manufacturer’s instructions (Tiangen Biotech,
Beijing, China). The extracted DNA was used to amplify the 18S
rRNA gene with the universal fungal primers GeoA2 and Geo11
(Schwarzott & Sch€ußler, 2001), following the PCR conditions
described by Liu et al. (2012). All samples were amplified success-
fully, and the PCR products of mixed roots from each plot were
combined across the three sampling dates. A total of 48 PCR
products (24 for mixed roots and 24 for E. nutans roots) were
subjected to a nested PCR with the fusion primers NS31 (Simon
et al., 1992) (454-adaptor A + 8-bp barcode +NS31, forward
primer) and AML2 (Lee et al., 2008) (454-adaptor B + AML2,
reverse primer). The reactions were carried out in a 20 ll reaction
volume containing 10 ng of template DNA, 0.25 mM dNTPs,
0.2 lM of each primer and 2 U of the FastPfu DNA polymerase
(TransGen Biotech, Beijing, China) on a GeneAmp PCR system
9700 (Applied Biosystems), with the following PCR conditions:
94°C for 2 min, 30 cycles of 94°C for 30 s followed by 58°C for
1 min and 72°C for 1 min, and a final elongation step at 72°C
for 10 min. PCR products were purified using the AxyPrep DNA
Gel Extraction Kit (Axygen, USA) and quantified using the
QuantiFluor system (Promega). Equimolar concentrations of 48
tagged samples were sequenced on a Roche Genome Sequencer
FLX system using Titanium Series reagents (Roche Applied
Science).

The bioinformatic analysis of sequence data was implemented
following the methods described by Davison et al. (2012) and
Grilli et al. (2015). Briefly, the reads were retained only if they
carried the correct barcode and forward primer sequences, and
had average quality score ≥ 25 and length ≥ 170-bp (excluding
barcode and primer sequences). The filtered sequences were
checked for chimeras using UCHIME v.7 (Edgar et al., 2011) with
the MaarjAM database of Glomeromycotina as a reference (€Opik
et al., 2010), and all potentially chimeric sequences were removed
from the dataset. The remaining 479 947 reads were analyzed by
BLAST v.2.5 (Camacho et al., 2009) against the MaarjAM
database (€Opik et al., 2010) and assigned to virtual taxa (VTs)
with the following criteria: a sequence similarity level ≥ 97%,
alignment length ≥ 95% of the query sequence and e-value < 1e-
50. Sequences that had no match against the MaarjAM database
were subjected to BLAST search against the International
Nucleotide Sequence Database (INSD) using the same parame-
ters, except with a similarity threshold of 90% and an alignment
length ≥ 90% of the query sequence. After filtering, the remain-
ing sequences were clustered at 97% similarity and sequences in
clusters of four or more sequences were aligned with all represen-
tative sequences of VTs available in the MaarjAM database
(March 2016) using MAFFT v.7 (Katoh & Standley, 2013); a
neighbor-joining phylogenetic analysis was then performed using
TOPALI v.2.5 (Milne et al., 2009) to determine whether putatively

Glomeromycotina sequences represented novel VTs. In total,
412 795 Glomeromycotina sequences (77.5% of all trimmed
sequences) were identified, and the representative sequences of
each AM fungal VT obtained in this study have been deposited
in the GenBank database under accession numbers KY349825–
KY349922.

To determine which Glomeromycotina genera or families our
VTs belonged to, we aligned the representative sequences of our
VTs and the representative sequences of major AM fungal genera
using CLUSTALW and constructed a maximum-likelihood (ML)
phylogenetic tree using MEGA6 with the Tamura three-parameter
model and 1000 bootstrap replications (Tamura et al., 2013).
Each VT obtained in this study was grouped into a correspond-
ing genus according to the phylogenetic tree, and if a VT could
not be placed in a known genus, we regarded it as a new genus-
like clade. The VT/genus compositions of AM fungal communi-
ties were calculated on the basis of the numbers of sequencing
reads of each VT/genus in each sample.

Statistical analysis

We calculated mycorrhizal responses in terms of plant biomass
and tissue contents of N or P to quantify the changes in AM fun-
gal function under different N treatments. The mycorrhizal
growth response (MGR) of plants was calculated according to the
following formulas (Veiga et al., 2011): if NMmean < AM,
MGR = (1� (NMmean/AM))9 100; if NMmean > AM, MGR =
((AM/NMmean)� 1)9 100; where ‘NMmean’ is the mean of total
plant biomass in benomyl-treated subplots or in nonmycorrhizal
pots for each N addition level, and ‘AM’ is the total plant
biomass in each control subplot with an N treatment or in each
mycorrhizal inoculation treatment in the glasshouse experiment.
A positive MGR means that plants benefited from AM fungi in
terms of biomass, whereas a negative MGR indicates that plant
biomass was suppressed by AM fungi. Similarly, we calculated
the mycorrhizal N-uptake response (MNR) and P-uptake
response (MPR) of plants according to the same formulas with
the biomass replaced by total N or P contents of plants.

Before analysis, the raw data of those variables which were
measured at three sampling dates or in two replicated quadrats in
each plot were pooled, using the means to represent the status of
each variable during the whole growing season or in each plot.
All measured data were tested for normality and data were
loge(x + 1)-transformed when needed; moreover, we calculated
the Moran’s I autocorrelations coefficients using the ‘Moran.I’
function from R library ‘APE’ (Paradis et al., 2004) with a matrix
of plot/subplot distance weights and our measured variables. We
did not observe significant spatial autocorrelations in almost any
of the tested variables; thus, the effects of spatial autocorrelations
were not taken into account in the following analyses.

The effects of N and/or benomyl treatments on soil, plant and
AM fungal variables in the field experiment were analyzed using
linear mixed-effects models (‘lme’ and ‘anova.lme’ functions
from R package ‘NLME’, Pinheiro et al., 2016), with N and/or
benomyl treatments as fixed effects and block as a random effect.
Similarly, the effects of N addition and mycorrhizal inoculation
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on plant and AM fungal variables in the glasshouse experiment
were also determined using linear mixed-effects models, with N
and mycorrhizal inoculation as fixed effects and block as a ran-
dom effect (because the inocula were collected from each plot in
the field). Based on the linear mixed-effects models, the differ-
ences of each variable between treatments were tested by post-hoc
pairwise comparisons (Tukey method) using ‘glht’ function in R
package ‘MULTCOMP’ (Hothorn et al., 2015). The effects of N
addition on the variables of plant mycorrhizal response (MGR,
MNR and MPR) in benomyl and inoculation experiments were
also analyzed using linear mixed-effects models, and t-tests at the
95% confidence level were used to test if the mycorrhizal
response variables were significantly different from the null
expectation of zero. Relationships between AM fungal variables
and soil or plant variables were tested using Pearson correlation.

Dissimilarities in species composition of plant or AM fungal
communities among samples were analyzed by nonmetric multi-
dimensional scaling (NMDS) with the Bray–Curtis dissimilarity
index using the ‘metaMDS’ function from R package ‘VEGAN’
(Oksanen et al., 2015). The effect of N addition on community
composition was analyzed by permutational multivariate analysis
of variance (PERMANOVA; ‘adonis’ function from R package
‘VEGAN’) with constraining permutations within blocks, and we
performed permutational multivariate analyses of dispersion
(PERMDISP; ‘betadisper’ and ‘permutest’ functions from R
package ‘VEGAN’) to verify that significant PERMANOVA results
stemmed from structure differences, not unequal dispersion of
variability, among treatments (all P > 0.24 for our community
composition data). To correlate community composition with
environmental variables, the soil and/or plant variables were fit-
ted onto the corresponding two-dimensional NMDS ordination
plots using the ‘envfit’ function from R package ‘VEGAN’. Rela-
tionships between any two communities (e.g. plant and AM fun-
gal communities; Bray–Curtis distance) were examined using
Mantel tests (‘mantel’ function from ‘VEGAN’ package). To
explore the relationships between AM fungal community struc-
ture and mycorrhizal functions, we used Mantel tests to measure
the correlations between VT composition (Bray–Curtis distance)
and MGR, MNR or MPR (Euclidean distance). The relation-
ships between VT/genus abundance (VT/genus with > 1% abun-
dance were tested) and MGR, MNR or MPR were also tested
using Pearson correlation.

Results

Effects of N addition on soil and plant properties in the field

Four years of N addition increased soil available N concentration
(F3 = 11.1, P < 0.001) and soil N : P ratio (F3 = 4.8, P = 0.02;
Table S1), reduced plant species richness and shifted the species
composition of the plant community (PERMANOVA:
F3 = 2.14, P = 0.005) towards dominance of E. nutans (Table 1)
and AM plants (Table S2). At both plant community and
E. nutans scales, shoot biomass and tissue N concentration
increased with N addition, whereas the root : shoot biomass ratio
decreased and the tissue N : P ratio increased (Table 1). T
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Changes in AM fungal abundance and community
structure with N addition in the field

The %RLC in both mixed and E. nutans root samples, and the %
AC and %VC in mixed roots declined under conditions of high
N-fertilization (Fig. 1a–c); surprisingly, the hyphal length density
(F3 = 1.44, P = 0.272) and spore density (F3 = 0.36, P = 0.786)
of AM fungi in soil did not vary across the N addition gradient
(Fig. S2).

Ninety-eight AM fungal VTs within 12 genera of seven families
were detected (mixed roots: 93 VTs, E. nutans roots: 67 VTs;
Table S3; Fig. S3), of which VT325 (Rhizophagus sp.; 22.2% of
total AM fungal reads) and VT113 (related to R. irregularis; 41.7%)
were the most frequently detected VTs in mixed and E. nutans
roots, respectively. Rhizophagus was the most abundant genus in
both mixed roots (49.4%) and E. nutans roots (78.9%), followed
by Glomus (mixed roots: 39.2%; E. nutans roots: 11.8%)
(Fig. S4a,b). N enrichment did not change the abundance of
Rhizophagus in either root systems (both P > 0.28), while the
abundance of Glomus was marginally lower under N-fertilized
conditions (mixed roots: F3 = 2.8, P = 0.076; E. nutans roots:
F3 = 5.35 P = 0.016; Fig. S4c,d). Enriched soil N also reduced
(e.g. Glomus VT371 in mixed roots and Rhizophagus VT247 in
E. nutans roots) or increased (e.g. Glomus VT199, related to
G. hoi, in mixed roots and Claroideoglomus VT276 in E. nutans
roots) the abundance of some VTs in both root systems
(Table S3).

Nitrogen addition increased both total VT richness (F3 = 7.60,
P = 0.003) and Rhizophagus VT richness (F3 = 7.74, P = 0.002)
in mixed roots but not in E. nutans roots (both P > 0.50; Fig. 1d,
e); however, the VT richness of Glomus varied across the fertiliza-
tion gradient in E. nutans roots (F3 = 4.68, P = 0.017) but not in
mixed roots (F3 = 2.51, P = 0.099; Fig. 1f). NMDS analysis and
PERMANOVA showed that VT compositions of AM fungal
communities in both mixed (F3 = 2.11, P = 0.009) and E. nutans
(F3 = 1.95, P = 0.035) roots were affected by N addition (Fig. 2),
but in E. nutans roots the VT composition did not differ between
unfertilized conditions and low levels of N addition (Fig. 2b).
Vector fitting revealed that the factors most strongly related to
AM fungal community in mixed roots were soil available N
(r2 = 0.32, P = 0.017), plant species richness (r2 = 0.27,
P = 0.048) and the root : shoot biomass ratio (r2 = 0.26,
P = 0.049), whereas only soil available N (r2 = 0.25, P = 0.046)
was correlated with the fungal community in E. nutans roots
(Fig. 2). Furthermore, we did not detect significant correlation
between the AM fungal VT composition in mixed roots and that
in E. nutans roots (Mantel test: r =�0.006, P = 0.478), and nei-
ther fungal community was associated with plant species compo-
sition (mixed roots: r =�0.05, P = 0.703; E. nutans roots:
r = 0.039, P = 0.329).

Effects of N addition on plant responses to mycorrhizal
fungi in the field

Four years of benomyl application reduced the %RLC by half in
all N treatments (Fig. 3a), suggesting that our fungicide

application effectively suppressed root colonization by AM fungi.
We did not detect any significant effects of benomyl on plant
species richness or biomass variables (all P > 0.1; Fig. 3d–f), but
in comparison to the paired control subplots, benomyl increased
plant biomass allocation to roots under higher N-fertilized condi-
tions (Fig. 3g). In addition, benomyl application increased plant
N concentration and reduced plant P concentration (Fig. 3h,i),
resulting in a significant increase in plant N : P ratio (Fig. 3j).

The MGR of the plant community was affected by N addition
(F3 = 5.38; P = 0.021), with a quadratic relationship (R2 = 0.37,
P = 0.019), and the highest MGR under the N5 treatment but
the lowest under the N15 treatment (Fig. 4a). The MNR was
negative under both unfertilized (N0) and N15 treatments,
whereas it was neutral under low or intermediate levels of N addi-
tion (Fig. 4b). The MPR also showed a quadratic relationship
with N addition (R2 = 0.42, P = 0.012), and was positive under
N5 but negative under the N15 treatment (Fig. 4c).

Effects of N addition on responses of E. nutans to mycor-
rhizal fungi in the glasshouse

Mycorrhizal fungal colonization was well established in all inocu-
lated E. nutans (mean %RLC: 34.7%, %AC: 18.3%, %VC:
5.2%), but both %RLC (F3 = 5.36; P = 0.01) and %VC
(F3 = 6.19; P = 0.006) declined gradually across the N addition
gradient (Fig. 5a–c).

Total biomass of E. nutans was not affected by either N addition
or mycorrhizal inoculation (both P > 0.11). However, mycorrhizal
inoculation reduced shoot biomass in fertilized soil (Fig. 5d), but
increased root biomass under unfertilized conditions and low N
addition (Fig. 5e). The root : shoot biomass ratio of mycorrhizal
plants was considerably higher than that of nonmycorrhizal plants
and gradually decreased with increasing N inputs (Fig. 5f). Further-
more, mycorrhizal inoculation did not affect any plant nutrient
variables (all P > 0.32; Fig. 5g–i), but showed significant interactive
effects with N addition on plant P and N : P ratio (both P ≤ 0.002;
Fig. 5h,i). The MGR, MNR or MPR of E. nutans were positive in
unfertilized soils, but shifted towards negative in soils with higher
N availability, and all showed similarly negative relationships with
N addition (all R2 ≥ 0.39, P < 0.001; Fig. 4d–f).

Relationship between AM fungal community structure and
mycorrhizal function

At the whole-plant-community scale, we did not observe signifi-
cant relationships between AM fungal community composition
of all VTs in mixed roots with any of the plant mycorrhizal
response variables obtained in the field (Mantel test; all
P > 0.10), but MGR and MNR correlated significantly with the
community composition of abundant VTs (mean relative abun-
dance > 1%; Mantel r = 0.25, P = 0.043) and of Rhizophagus
VTs (Mantel r = 0.26, P = 0.036), respectively. The MGR of the
plant community correlated positively with both the relative
abundance of Glomus (r = 0.58, P = 0.018) and the VT richness
of Glomus (r = 0.45, P = 0.049), while MNR and MPR were
marginally positively related to the VT richness of Rhizophagus
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Fig. 1 Total (a) root length colonization (%RLC), (b) arbuscular colonization (%AC) and (c) vesicular colonization (%VC) by arbuscular mycorrhizal (AM)
fungi, (d) virtual taxon (VT) richness of all lineages, (e) VT richness of Rhizophagus and (f) VT richness of Glomus of AM fungal communities in mixed and
Elymus nutans roots across an N addition gradient (n = 6). Median (central black line), quartile (box), maximum and minimum (whiskers) and outlying
values (circles) are shown. N0, N5, N10 and N15 represent fertilizer applications of 0, 5, 10 and 15 g Nm�2 yr�1, respectively. Significant differences of
each variable of the same root system among treatments are indicated by dissimilar letters above boxes.
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(r = 0.45, P = 0.081) and of all lineages (r = 0.47, P = 0.065),
respectively. Moreover, the relative abundance of Rhizophagus
VT325 was negatively associated with both MGR (r =�0.55,
P = 0.027) and MNR (r =�0.53, P = 0.034). For E. nutans,
however, neither the community composition (Mantel test; all
P > 0.30) nor the VT richness (all P > 0.10) of all AM fungi,
abundant VTs, Glomus VTs or Rhizophagus VTs identified in the
field were related with any of the mycorrhizal response variables
measured in the glasshouse.

Discussion

By measuring the AM fungal community structure and function at
the scale of the entire plant community as well as for a single plant

species, we found that N enrichment, especially high levels of N
addition, reduced AM fungal abundance, changed AM fungal diver-
sity and community composition (Figs 1, 2), and shifted the mycor-
rhizal symbiosis towards parasitism (Fig. 4). Furthermore, we found
that the mycorrhizal responses of the plant community in terms of
biomass and nutrient uptake were significantly correlated with the
diversity and community composition of abundant VTs or specific
AM fungal lineages colonizing mixed roots, suggesting that N-
induced changes in community structure of AM fungi might impact
mycorrhizal functioning. These findings support our research
hypotheses and highlight the negative influence of N enrichment on
AMmutualism in an alpine meadow ecosystem.

Nitrogen-induced declines in AM fungal abundance have been
observed in many natural ecosystems (e.g. Treseder, 2004; van
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Fig. 3 Changes in (a) arbuscular mycorrhizal (AM) fungal total root length colonization (%RLC), (b) arbuscular colonization (%AC), (c) vesicular
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F-values and P-values are shown: *, P ≤ 0.05; **, P ≤ 0.01; ***, P ≤ 0.001.
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Diepen et al., 2010; Chen et al., 2017). Our observed reduction
of AM fungal colonization with N addition supports this and
indicates that N enrichment of systems that are not P-limited
reduces plant carbon allocation to mycorrhizal fungi (Johnson,
2010). However, our N addition treatments did not reduce the
abundance of AM fungal extraradical hyphae in the soil, suggest-
ing that the intraradical structures of AM fungi might be more
sensitive to N enrichment than the extraradical hyphae. Abun-
dance of extraradical hyphae was also insensitive to N-
fertilization in some other studies in N-limited ecosystems
(Treseder et al., 2007; Zheng et al., 2014); in addition, annual
and seasonal variation in the responsiveness of extraradical
hyphae to N addition has been observed in some temperate grass-
land systems (Johnson et al., 2003). Because the core function of
extraradical mycelium of AM fungi is absorbing nutrients from
soil (Smith & Smith, 2011), we can speculate that AM fungi in
N-enriched conditions would allocate sufficient energy to
extraradical hyphae to ensure their own nutrient acquisition from
soil or for competing for resources with plants and other organ-
isms.

Contrary to our first expectation, N fertilization increased the
AM fungal VT richness at the whole-plant-community scale
(Fig. 1d), even though plant species richness declined with N
enrichment. These results do not support other studies showing a
decline in AM fungal richness with increasing soil N availability
(Egerton-Warburton & Allen, 2000; Camenzind et al., 2014;
Chen et al., 2017; Williams et al., 2017) and positive relation-
ships between AM fungal and plant species richness (Landis

et al., 2004; Liu et al., 2012; Hiiesalu et al., 2014). However, our
findings are in line with a study in another alpine meadow on the
Tibetan Plateau, where addition (1.5–7.5 g Nm�2 yr�1) of dif-
ferent N forms (ammonium, nitrate or combined) generally
increased AM fungal diversity in the soil (Zheng et al., 2014). In
typical alpine meadows on the Tibetan Plateau, sedges are the
dominant plants, which are replaced by grasses with increasing
soil N availability (Liu et al., 2012). This is also observed in our
study site, where N fertilization shifted the dominant plant
species from a sedge, K. capillifolia that is rarely colonized by AM
fungi, to a grass, E. nutans (Table S2). Under such conditions, it
is possible that more host plants for AM fungi in fertilized plots
could provide increased opportunities for colonization of new-
comers (total richness of AM fungal VT in fertilized treatments
was 7.7–12.8% higher than that in the unfertilized treatment;
Table S3). Also, in a single plant species, we did not detect signif-
icant reduction of AM fungal richness across the N addition gra-
dient, although community composition changed and, thus,
some fungal taxa had been replaced by others. This suggests that
many AM fungal taxa are adapted to an N-enriched environ-
ment.

Four years of N treatments, especially the high level of N addi-
tion, substantially shifted the community composition of AM
fungi colonizing roots at the scale of the whole plant community
as well as for a single plant species (Fig. 2). Changes in AM fun-
gal community structure caused by nutrient enrichment are often
attributed to shifts in plant community composition (Liu et al.,
2012) and variation in soil characteristics (Wu et al., 2011). This
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Fig. 4 Mycorrhizal growth response (MGR),
N uptake response (MNR) and P uptake
response (MPR) of (a–c) plant communities
in the field (n = 4) and of (d–f) Elymus nutans

in the glasshouse (n = 6) under different N
treatments. Median (central black line),
quartile (box), maximum and minimum
(whiskers) and outlying values (circles) are
shown. N0, N5, N10 and N15 represent
fertilizer applications of 0, 5, 10 and
15 g Nm�2 yr�1, respectively. An asterisk
indicates a significant difference between the
mycorrhizal response and zero according to
t-tests: *, P ≤ 0.05. The solid red lines
represent the fitted linear or quadratic
regressions (P ≤ 0.05 are shown) between the
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mechanism may be operating in our case, because the changes in
AM fungal community composition in mixed roots were strongly
associated with both plant species richness and soil available N
concentration (Fig. 2). Furthermore, it has been demonstrated
that AM fungal communities at the local scale are codetermined
by (host and/or abiotic) environmental filtering and biotic inter-
actions (V�alyi et al., 2016), and that fertilization can considerably
increase the importance of competitive interaction in structuring
AM fungal communities (Verbruggen & Kiers, 2010; Liu et al.,
2015). Thus, in our case, the N-induced changes in AM fungal
community composition might also be associated with increasing

competition for host niches and/or for nutrients among fungal
taxa (Liu et al., 2015). Nonetheless, it is clear that the communi-
ties of AM fungi in E. nutans roots, in contrast to those in mixed
plant roots, were insensitive to low levels of N addition (Fig. 2),
indicating that the dose (5 g Nm�2 yr�1) of N application did
not reach the threshold to cause a significant shift in community
composition of AM fungi colonizing this nitrophilic species. Fur-
ther research is needed to address whether this phenomenon is
common for other plant species or only for nitrophilic species.

As predicted, most of the plant mycorrhizal responses in terms
of biomass and nutrient uptake in both field and glasshouse
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Fig. 5 Total (a) root length arbuscular mycorrhizal (AM) fungal colonization (%RLC), (b) arbuscular colonization (%AC), (c) vesicular colonization (%VC),
(d) shoot biomass, (e) root biomass, (f) root : shoot biomass ratio, (g) tissue N concentration, (h) tissue P concentration and (i) tissue N : P ratio under
mycorrhizal inoculation (M) and nonmycorrhizal (NM) treatments at different N addition levels in the glasshouse (n = 6). Median (central black line),
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and 15 g Nm�2 yr�1, respectively. Red stars indicate significant differences between M and NM treatments at a same N addition level according to t-tests
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experiments shifted from positive or neutral to negative across
the N addition gradient (Fig. 4), suggesting that high levels of N
enrichment can induce parasitic interactions between plants and
AM fungal communities. These results support previous findings
based on mycorrhizal inoculation in glasshouse studies (e.g. John-
son, 1993; Johnson et al., 2015) and provide the first observa-
tional evidence showing that N-induced AM fungal parasitism
could also be operating in natural plant communities. However,
it is surprising that mycorrhizal fungi did not increase productiv-
ity and N uptake of plant communities in our unfertilized plots,
but a low level of N enrichment clearly increased the positive
effect of mycorrhizal fungi on plant performance, especially on
plant N and P uptake (Fig. 4). These findings could be related to
N-induced shifts of dominant plants from less- or non-AM to
AM host plants in the field (see Discussion above and Table S2),
and also to the alleviation of N competition between plants and
mycorrhizal fungi (P€uschel et al., 2016) in our unfertilized plots
(Fig. 3h).

It has been suggested that N enrichment is likely to generate
AM mutualism under P-limited conditions but commensalism
or parasitism in P-rich conditions (Johnson, 2010). Our findings
from the field support this prediction because our study site is
highly N-limited and P fertilization does not significantly
increase plant productivity (X. L. Zhou, unpublished data). In
our glasshouse experiment, however, strong mutualism in the N0
treatment but parasitism in the N10 and N15 treatments indi-
cates that AM functioning for the nitrophilic E. nutans might
depend primarily on N availability. This idea is supported by a
recent glasshouse experiment showing that N fertilization
reduced AM mutualism in barley regardless of soil P status
(Williams et al., 2017). Given that AM fungi could increase plant
N content via acquisition of N from decomposing organic mate-
rial (Hodge & Fitter, 2010), future research should determine
whether N nutrition is the primary benefit of AM for nitrophilic
plants in the alpine meadow ecosystem. Furthermore, it is inter-
esting that mycorrhizal fungal inoculation of E. nutans increased
plant biomass allocation to roots, but this effect gradually weak-
ened along the N addition gradient (Fig. 5d–f). These findings
agree with a recent study showing that plants preferentially allo-
cate more carbon to roots associated with mutualistic AM fungi,
and that the patterns of plant allocation to mycorrhizal roots were
highly dependent upon the relative availability of the limiting
resource (Ji & Bever, 2016).

A widespread paradigm in ecology is that the structure of bio-
logical communities determines their functional properties, and
root-associated AM fungi may also follow this rule (van der Heij-
den et al., 1998; Maherali & Klironomos, 2007). Our experi-
mental design cannot verify a causal relationship between AM
fungal community structure and function, but our experimental
manipulations with N addition and benomyl application allow
us to explore the relationship between AM fungal community
structure and function under natural conditions. In the field, we
observed positive relationships between AM fungal VT richness
of all lineages or some specific lineages (Glomus and Rhizophagus)
with the mycorrhizal influence on plant growth and nutrient
uptake, corroborating previous studies showing that increasing

AM fungal species richness could result in higher plant produc-
tivity and more efficient exploitation of soil nutrients (van der
Heijden et al., 1998; Maherali & Klironomos, 2007). Moreover,
we also detected significant correlations between mycorrhizal
response variables and community composition as well as the rel-
ative abundance of specific AM fungi. These findings clearly
show a tight linkage between AM fungal community structure
and function, and suggest that N-induced changes in the com-
munity assembly or the abundance of some specific AM fungi
might result in shifts in mycorrhizal function. Nonetheless,
because benomyl application cannot totally suppress AM fungal
colonization, and can also affect some other fungi including root
endophytes (Almario et al., 2017) and plant pathogens (M. S.
Qin, unpublished data), new field-based experimental approaches
that more accurately measure mycorrhizal responses of plants and
links with AM fungal community composition need to be devel-
oped. Inoculation of entire AM fungal communities collected
from the field is an alternative approach to explore mycorrhizal
functioning, but it is difficult to connect AM fungal community
structure and function because AM fungal communities coloniz-
ing roots under glasshouse conditions may be different from
those in the field.

In summary, we have demonstrated that N enrichment
changes AM fungal community structure and induces parasitic
mycorrhizal interactions in an alpine meadow ecosystem. Our
study provides the first field-based evidence that N-induced AM
parasitism could be occurring at the scale of the entire plant com-
munity as well as for a single plant species. Considering the eco-
logical importance of AM symbiosis in nature, more research is
needed to address how and to what extent N-induced AM para-
sitism could affect plant diversity, productivity, nutrient cycling
and ecosystem stability, especially in ecosystems that are experi-
encing high N fertilizer application and anthropogenic N deposi-
tion. Furthermore, future studies are needed to assess how N
enrichment influences the community structure and function of
other root-associated fungi, such as endophytes and pathogens,
to improve our understanding of plant–microbe interactions
under environmental change conditions.

Acknowledgements

This work was financially supported by the National Natu-
ral Science Foundation of China (41430749, 31570512,
31670433, 31600424), China Postdoctoral Science Foundation
(2016M602891), the Fundamental Research Funds for the Cen-
tral Universities in China (lzujbky-2016-84, lzujbky-2017-50),
and the State Key Laboratory of Frozen Soil Engineering
(SKLFSE201602). M.€O. and M.V. were supported by the Esto-
nian Research Council (grant IUT20-28) and the European
Regional Development Fund (Centre of Excellence EcolChange).
S.J. acknowledges the DoRa program for supporting him as a vis-
iting PhD student at University of Tartu, and Y.L. thanks China
Scholarship Council for supporting him as a visiting scholar at
Northern Arizona University. We thank the three anonymous
reviewers and the Editor for comments on earlier versions of the
manuscript.

New Phytologist (2018) 220: 1222–1235 � 2018 The Authors

New Phytologist� 2018 New Phytologist Trustwww.newphytologist.com

Research

New
Phytologist1232

 14698137, 2018, 4, D
ow

nloaded from
 https://nph.onlinelibrary.w

iley.com
/doi/10.1111/nph.15112 by L

anzhou U
niversity, W

iley O
nline L

ibrary on [23/03/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense



Author contributions

Y.L. and H.F. designed the study with the help of L.A. and G.D.;
S.J., J.L. and M.Q. performed the field and laboratory work
helped by Y.C., X.Z. and L.M.; S.J., Y.L. and M.V. analyzed the
data; Y.L. and S.J. wrote the manuscript with extensive discussion
with N.C.J. and M.€O., and all authors contributed to revisions.

ORCID

Yongjun Liu X http://orcid.org/0000-0002-2909-1730
Maarja €Opik X http://orcid.org/0000-0001-8025-7460

References

Almario J, Jeena G, Wunder J, Langen G, Zuccaro A, Coupland G, Bucher M.

2017. Root-associated fungal microbiota of nonmycorrhizal Arabis alpina and
its contribution to plant phosphorus nutrition. Proceedings of the National
Academy of Sciences, USA 114: E9403–E9412.

Bender SF, Conen F, van der Heijden MGA. 2015.Mycorrhizal effects on

nutrient cycling, nutrient leaching and N2O production in experimental

grassland. Soil Biology & Biochemistry 80: 283–292.
Bethlenfalvay GJ, Bayne HG, Pacovsky RS. 1983. Parasitic and mutualistic

associations between a mycorrhizal fungus and soybean: the effect of

phosphorus on host plant–endophyte interactions. Physiologia Plantarum 57:

543–548.
Bever JD, Dickie IA, Facelli E, Facelli JM, Klironomos J, Moora M, Rillig MC,

Stock WD, Tibbett M, Zobel M. 2010. Rooting theories of plant community

ecology in microbial interactions. Trends in Ecology and Evolution 25: 468–478.
Brundrett M, Melville L, Peterson L. 1994. Practical methods in mycorrhiza
research. Guelph, ON, Canada: University of Guelph, Mycologue Publication.

Callaway RM, Thelen GC, Barth S, Ramsey PW, Gannon JE. 2004. Soil fungi

alter interactions between the invader Centaurea maculosa and north American

natives. Ecology 85: 1062–1071.
Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K,

Madden TL. 2009. BLAST+: architecture and applications. BMC
Bioinformatics 10: 421.

Camenzind T, Hempel S, Homeier J, Horn S, Velescu A, Wilcke W, Rillig MC.

2014. Nitrogen and phosphorus additions impact arbuscular mycorrhizal

abundance and molecular diversity in a tropical montane forest. Global Change
Biology 20: 3646–3659.

Chen Y, Xu Z, Xu T, Veresoglou SD, Yang G, Chen B. 2017. Nitrogen

deposition and precipitation induced phylogenetic clustering of arbuscular

mycorrhizal fungal communities. Soil Biology and Biochemistry 115: 233–242.
Clark CM, Tilman D. 2008. Loss of plant species after chronic low-level nitrogen

deposition to prairie grasslands. Nature 451: 712–715.
Davison J, €Opik M, Zobel M, Vasar M, Metsis M, 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: e41938.

van Diepen LTA, Lilleskov EA, Pregitzer KS. 2011. Simulated nitrogen

deposition affects community structure of arbuscular mycorrhizal fungi in

northern hardwood forests.Molecular Ecology 20: 799–811.
van Diepen LTA, Lilleskov EA, Pregitzer KS, Miller RM. 2010. Simulated

nitrogen deposition causes a decline of intra- and extraradical abundance of

arbuscular mycorrhizal fungi and changes in microbial community structure in

northern hardwood forests. Ecosystems 13: 683–695.
Edgar RC, Haas BJ, Clemente JC, Quince C, Knight R. 2011. UCHIME

improves sensitivity and speed of chimera detection. Bioinformatics 27: 2194–
2200.

Egerton-Warburton LM, Allen EB. 2000. Shifts in arbuscular mycorrhizal

communities along an anthropogenic nitrogen deposition gradient. Ecological
Applications 10: 484–496.

Egerton-Warburton LM, Johnson NC, Allen EB. 2007.Mycorrhizal community

dynamics following nitrogen fertilization: a cross-site test in five grasslands.

Ecological Monographs 77: 527–544.
Grilli G, Urcelay C, Galetto L, Davison J, Vasar M, Saks €U, Jairus T, €Opik M.

2015. The composition of arbuscular mycorrhizal fungal communities in the

roots of a ruderal forb is not related to the forest fragmentation process.

Environmental Microbiology 17: 2709–2720.
Hartnett DC, Wilson GWT. 1999.Mycorrhizal influence plant community

structure and diversity in tallgrass prairie. Ecology 80: 1187–1195.
van der Heijden MGA, Bardgett RD, van Straalen NM. 2008. The unseen

majority: soil microbes as drivers of plant diversity and productivity in

terrestrial ecosystems. Ecology Letters 11: 296–310.
van der Heijden MGA, Klironomos JN, Ursic M, Moutoglis P, Streitwolf-Engel

R, Boller T, Wiemken A, Sanders IR. 1998.Mycorrhizal fungal diversity

determines plant biodiversity, ecosystem variability and productivity. Nature
396: 69–72.

van der Heijden MGA, Martin FM, Selosse M-A, Sanders IR. 2015.

Mycorrhizal ecology and evolution: the past, the present, and the future. New
Phytologist 205: 1406–1423.

van der Heijden MGA, Scheublin TR. 2007. Functional traits in mycorrhizal

ecology: their use for predicting the impact of arbuscular mycorrhizal fungal

communities on plant growth and ecosystem functioning. New Phytologist 174:
244–250.

Helgason T, Merryweather JW, Denison J, Wilson P, Young JPW, Fitter AH.

2002. Selectivity and functional diversity in arbuscular mycorrhizas of co-

occurring fungi and plants from a temperate deciduous woodland. Journal of
Ecology 90: 371–384.

Hiiesalu I, P€artel M, Davison J, Gerhold P, Metsis M, Moora M, €Opik M,

Vasar M, Zobel M, Wilson SD. 2014. Species richness of arbuscular

mycorrhizal fungi: associations with grassland plant richness and biomass. New
Phytologist 203: 233–244.

Hodge A, Fitter AH. 2010. Substantial nitrogen acquisition by arbuscular

mycorrhizal fungi from organic material has implications for N cycling.

Proceedings of the National Academy of Sciences, USA 107: 13754–13759.
Hodge A, Helgason T, Fitter AH. 2010. Nutritional ecology of arbuscular

mycorrhizal fungi. Fungal Ecology 3: 267–273.
Hoeksema JD, Chaudhary VB, Gehring CA, Johnson NC, Karst J, Koide RT,

Pringle A, Zabinski C, Bever JD, Moore JC et al. 2010. A meta-analysis of

context-dependency in plant response to inoculation with mycorrhizal fungi.

Ecology Letters 13: 394–407.
Hothorn T, Bretz F, Westfall P, Heiberger RM, Schuetzenmeister A, Scheibe S.

2015. Package ‘multcomp’: simultaneous inference in general parametric models. R
package version 1.4-0. [WWW document] URL https://CRAN.R-project.org/

package=multcomp [accessed 1 September 2017].

Ji B, Bever JD. 2016. Plant preferential allocation and fungal reward

decline with soil phosphorus: implications for mycorrhizal mutualism.

Ecosphere 7: e01256.

Johnson NC. 1993. Can fertilization of soil select less mutualistic mycorrhizae?

Ecological Applications 3: 749–757.
Johnson NC. 2010. Resource stoichiometry elucidates the structure and

function of arbuscular mycorrhizas across scales. New Phytologist 185:
631–647.

Johnson NC, Rowland DL, Corkidi L, Allen EB. 2008. Plant winners and losers

during grassland N-eutrophication differ in biomass allocation and

mycorrhizas. Ecology 89: 2868–2878.
Johnson NC, Rowland DL, Corkidi L, Egerton-Warburton LM, Allen EB.

2003. Nitrogen enrichment alters mycorrhizal allocation at five mesic to

semiarid grasslands. Ecology 84: 1895–1908.
Johnson NC, Wilson GWT, Wilson JA, Miller RM, Bowker MA. 2015.

Mycorrhizal phenotypes and the Law of the Minimum. New Phytologist 205:
1473–1484.

Jung SC, Martinez-Medina A, Lopez-Raez JA, Pozo MJ. 2012.Mycorrhiza-

induced resistance and priming of plant defenses. Journal of Chemical Ecology
38: 651–664.

Katoh K, Standley DM. 2013.MAFFT multiple sequence alignment software

version 7: improvements in performance and usability.Molecular Biology and
Evolution 30: 772–780.

� 2018 The Authors

New Phytologist� 2018 New Phytologist Trust
New Phytologist (2018) 220: 1222–1235

www.newphytologist.com

New
Phytologist Research 1233

 14698137, 2018, 4, D
ow

nloaded from
 https://nph.onlinelibrary.w

iley.com
/doi/10.1111/nph.15112 by L

anzhou U
niversity, W

iley O
nline L

ibrary on [23/03/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

http://orcid.org/0000-0002-2909-1730
http://orcid.org/0000-0002-2909-1730
http://orcid.org/0000-0002-2909-1730
http://orcid.org/0000-0001-8025-7460
http://orcid.org/0000-0001-8025-7460
http://orcid.org/0000-0001-8025-7460
https://CRAN.R-project.org/package=multcomp
https://CRAN.R-project.org/package=multcomp


Kearns PJ, Angell JH, Howard EM, Deegan LA, Stanley RHR, Bowen JL.

2016. Nutrient enrichment induces dormancy and decreases diversity of active

bacteria in salt marsh sediments. Nature Communications 7: 12881.
Klironomos JN. 2003. Variation in plant response to native and exotic arbuscular

mycorrhizal fungi. Ecology 84: 2292–2301.
Landis FC, Gargas A, Givnish TJ. 2004. Relationships among arbuscular

mycorrhizal fungi, vascular plants and environmental conditions in oak

savannas. New Phytologist 164: 493–504.
Lee J, Lee S, Young JPW. 2008. Improved PCR primers for the detection and

identification of arbuscular mycorrhizal fungi. FEMS Microbiology Ecology 65:
339–349.

Leifheit EF, Verbruggen E, Rillig MC. 2015. Arbuscular mycorrhizal fungi

reduce decomposition of woody plant litter while increasing soil aggregation.

Soil Biology and Biochemistry 81: 323–328.
Li Y, Chen Y, Li M, Lin X, Liu R. 2012. Effects of arbuscular mycorrhizal fungi

communities on soil quality and the growth of cucumber seedlings in a

greenhouse soil of continuously planting cucumber. Pedosphere 22: 79–87.
Lioussanne L, Perreault F, Jolicoeur M, St-Arnaud M. 2010. The bacterial

community of tomato rhizosphere is modified by inoculation with arbuscular

mycorrhizal fungi but unaffected by soil enrichment with mycorrhizal root

exudates or inoculation with Phytophthora nicotianae. Soil Biology and
Biochemistry 42: 473–483.

Liu Y, Johnson NC, Mao L, Shi G, Jiang S, Ma X, Du G, An L, Feng H. 2015.

Phylogenetic structure of arbuscular mycorrhizal community shifts in response

to increasing soil fertility. Soil Biology and Biochemistry 89: 196–205.
Liu Y, Shi G, Mao L, Cheng G, Jiang S, Ma X, An L, Du G, Johnson NC, Feng

H. 2012. Direct and indirect influences of 8 yr of nitrogen and phosphorus

fertilization on Glomeromycota in an alpine meadow ecosystem. New
Phytologist 194: 523–535.

L€u C, Tian H. 2007. Spatial and temporal patterns of nitrogen deposition in

China: synthesis of observational data. Journal of Geophysical Research 112:
D22S05.

MaW, Jiang S, Assemien F, Qin M, Ma B, Xie Z, Liu Y, Feng H, Du G, Ma X

et al. 2016. Response of microbial functional groups involved in soil N cycle to

N, P and NP fertilization in Tibetan alpine meadows. Soil Biology and
Biochemistry 101: 195–206.

Maherali H, Klironomos JN. 2007. Influence of phylogeny on fungal

community assembly and ecosystem functioning. Science 316: 1746–1748.
McGonigle T, Miller M, Evans D, Fairchild G, Swan J. 1990. A new method

which gives an objective measure of colonization of roots by vesicular-

arbuscular mycorrhizal fungi. New Phytologist 115: 495–501.
Miller RM, Jastrow JD, Reinhardt DR. 1995. External hyphal production of

vesicular-arbuscular mycorrhizal fungi in pasture and tallgrass prairie

communities. Oecologia 103: 17–23.
Milne I, Lindner D, Bayer M, Husmeier D, McGuire G, Marshall DF, Wright

F. 2009. TOPALi v2: a rich graphical interface for evolutionary analyses of

multiple alignments on HPC clusters and multi-core desktops. Bioinformatics
25: 126–127.

O’Connor PJ, Smith SE, Smith FA. 2002. Arbuscular mycorrhizas influence

plant diversity and community structure in a semiarid herbland. New
Phytologist 154: 209–218.

Oksanen J, Blanchet FG, Kindt R, Legendre P, Minchin PR, O’Hara RB,

Simpson GL, Solymos P, Stevens MHH, Wagner H. 2015. Package
‘vegan’: community ecology package. R package version 2.2-1. [WWW

document] URL https://CRAN.R-project.org/package=vegan [accessed 1

September 2017].
€Opik M, Vanatoa A, Vanatoa E, Moora M, Davison J, Kalwij JM, Reier €U,

Zobel M. 2010. The online database MaarjAM reveals global and ecosystemic

distribution patterns in arbuscular mycorrhizal fungi (Glomeromycota). New
Phytologist 188: 223–241.

Paradis E, Claude J, Strimmer K. 2004. APE: analyses of phylogenetics and

evolution in R language. Bioinformatics 20: 289–290.
Pinheiro J, Bates D, DebRoy S, Sarkar D, R Core Team. 2016. nlme: linear
and nonlinear mixed effects models. R package version 3.1-128. [WWW

document] URL http://CRAN.R-project.org/package=nlme [accessed 1

September 2017].

P€uschel D, Janou�skov�a M, Hujslov�a M, Slav�ıkov�a R, Gryndlerov�a H, Jansa J.

2016. Plant–fungus competition for nitrogen erases mycorrhizal growth

benefits of Andropogon gerardii under limited nitrogen supply. Ecology and
Evolution 6: 4332–4346.

Revillini D, Gehring CA, Johnson NC, Bailey J. 2016. The role of locally

adapted mycorrhizas and rhizobacteria in plant–soil feedback systems.

Functional Ecology 30: 1086–1098.
Schwarzott D, Sch€ußler A. 2001. A simple and reliable method for SSU rRNA

gene DNA extraction, amplification, and cloning from single AM fungal

spores.Mycorrhiza 10: 203–207.
Selosse MA, Rousset F. 2011. The plant-fungal marketplace. Science 333: 828–
829.

Simon L, Lalonde M, Bruns TD. 1992. Specific amplification of 18S fungal

ribosomal genes from vesicular-arbuscular endomycorrhizal fungi colonizing

roots. Applied and Environmental Microbiology 58: 291–295.
Smith SE, Smith FA. 2011. Roles of arbuscular mycorrhizas in plant nutrition

and growth: new paradigms from cellular to ecosystem scales. Annual Review of
Plant Biology 62: 227–250.

Smith VH, Tilman GD, Nekola JC. 1999. Eutrophication: impacts of excess

nutrient inputs on freshwater, marine, and terrestrial ecosystems.

Environmental Pollution 100: 179–196.
Spatafora JW, Chang Y, Benny GL, Lazarus K, Smith ME, Berbee ML, Bonito

G, Corradi N, Grigoriev I, Gryganskyi A et al. 2016. A phylum-level

phylogenetic classification of zygomycete fungi based on genome-scale data.

Mycologia 108: 1028–1046.
Stevens CJ, Dise NB, Mountford JO, Gowing DJ. 2004. Impact of nitrogen

deposition on the species richness of grasslands. Science 303: 1876–1879.
Suding KN, Collins SL, Gough L, Clark C, Cleland EE, Gross KL, Milchunas

DG, Pennings S. 2005. Functional- and abundance-based mechanisms explain

diversity loss due to N fertilization. Proceedings of the National Academy of
Sciences, USA 102: 4387–4392.

Tamura K, Stecher G, Peterson D, Filipski A, Kumar S. 2013.MEGA6:

molecular evolutionary genetics analysis version 6.0.Molecular Biology and
Evolution 30: 2725–2729.

Treseder KK. 2004. A meta-analysis of mycorrhizal responses to nitrogen,

phosphorus, and atmospheric CO2 in field studies. New Phytologist 164: 347–
355.

Treseder KK, Allen MF. 2002. Direct nitrogen and phosphorus limitation of

arbuscular mycorrhizal fungi: a model and field test. New Phytologist 155: 507–
515.

Treseder KK, Turner KM, Mack MC. 2007.Mycorrhizal responses to nitrogen

fertilization in boreal ecosystems: potential consequences for soil carbon

storage. Global Change Biology 13: 78–88.
Uibopuu A, Moora M, Saks €U, Daniell T, Zobel M, €Opik M. 2009. Differential

effect of arbuscular mycorrhizal fungal communities from ecosystems along

management gradient on the growth of forest understorey plant species. Soil
Biology and Biochemistry 41: 2141–2146.

V�alyi K, Mardhiah U, Rillig MC, Hempel S. 2016. Community assembly and

coexistence in communities of arbuscular mycorrhizal fungi. ISME Journal 10:
2341–2351.

Veiga RSL, Jansa J, Frossard E, van der Heijden MGA. 2011. Can arbuscular

mycorrhizal fungi reduce the growth of agricultural weeds? PLoS ONE 6:

e27825.

Verbruggen E, Kiers ET. 2010. Evolutionary ecology of mycorrhizal functional

diversity in agricultural systems. Evolutionary Applications 3: 547–560.
Veresoglou SD, Shaw LJ, Hooker JE, Sen R. 2012. Arbuscular mycorrhizal

modulation of diazotrophic and denitrifying microbial communities in the

(mycor)rhizosphere of Plantago lanceolata. Soil Biology and Biochemistry 53: 78–
81.

Vesterg�ard M, Henry F, Rangel-Castro JI, Michelsen A, Prosser JI, Christensen

S. 2008. Rhizosphere bacterial community composition responds to arbuscular

mycorrhiza, but not to reductions in microbial activity induced by foliar

cutting. FEMS Microbiology Ecology 64: 78–89.
Vitousek PM, Aber JD, Howarth RW, Likens GE, Matson PA, Schindler DW,

Schlesinger WH, Tilman DG. 1997.Human alteration of the global nitrogen

cycle: sources and consequences. Ecological Applications 7: 737–750.

New Phytologist (2018) 220: 1222–1235 � 2018 The Authors

New Phytologist� 2018 New Phytologist Trustwww.newphytologist.com

Research

New
Phytologist1234

 14698137, 2018, 4, D
ow

nloaded from
 https://nph.onlinelibrary.w

iley.com
/doi/10.1111/nph.15112 by L

anzhou U
niversity, W

iley O
nline L

ibrary on [23/03/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://CRAN.R-project.org/package=vegan
http://CRAN.R-project.org/package=nlme


Vogelsang KM, Reynolds HL, Bever JD. 2006.Mycorrhizal fungal identity and

richness determine the diversity and productivity of a tallgrass prairie system.

New Phytologist 172: 554–562.
Wagg C, Jansa J, Schmid B, van der Heijden MGA. 2011. Belowground

biodiversity effects of plant symbionts support aboveground productivity.

Ecology Letters 14: 1001–1009.
Wei C, Yu Q, Bai E, L€u X, Li Q, Xia J, Kardol P, Liang W, Wang Z, Han X.

2013. Nitrogen deposition weakens plant–microbe interactions in grassland

ecosystems. Global Change Biology 19: 3688–3697.
Williams A, Manoharan L, Rosenstock NP, Olsson PA, Hedlund K. 2017.

Long-term agricultural fertilization alters arbuscular mycorrhizal fungal

community composition and barley (Hordeum vulgare) mycorrhizal carbon and

phosphorus exchange. New Phytologist 213: 874–885.
Wilson GWT, Rice CW, Rillig MC, Springer A, Hartnett DC. 2009. Soil

aggregation and carbon sequestration are tightly correlated with the abundance

of arbuscular mycorrhizal fungi: results from long-term field experiments.

Ecology Letters 12: 452–461.
Wu F, Dong M, Liu Y, Ma X, An L, Young JPW, Feng H. 2011. Effects

of long-term fertilization on AM fungal community structure and

Glomalin-related soil protein in the Loess Plateau of China. Plant and
Soil 342: 233–247.

Xu D, Fang X, Zhang R, Gao T, Bu H, Du G. 2015. Influences of nitrogen,

phosphorus and silicon addition on plant productivity and species richness in

an alpine meadow. AoB Plants 7: 125.
Yang G, Liu N, Lu W, Wang S, Kan H, Zhang Y, Xu L, Chen Y. 2014. The

interaction between arbuscular mycorrhizal fungi and soil phosphorus

availability influences plant community productivity and ecosystem stability.

Journal of Ecology 102: 1072–1082.
Zheng Y, Kim YC, Tian X, Chen L, Yang W, Gao C, Song M, Xu X, Guo L.

2014. Differential responses of arbuscular mycorrhizal fungi to nitrogen

addition in a near pristine Tibetan alpine meadow. FEMS Microbiology Ecology
89: 594–605.

Zhou J, Jiang X, Zhou B, Zhao B, Ma M, Guan D, Li J, Chen S, Cao F, Shen D

et al. 2016. Thirty four years of nitrogen fertilization decreases fungal diversity

and alters fungal community composition in black soil in northeast China. Soil
Biology and Biochemistry 95: 135–143.

Zobel M, €Opik M. 2014. Plant and arbuscular mycorrhizal fungal (AMF)

communities – which drives which? Journal of Vegetation Science 25: 1133–
1140.

Supporting Information

Additional Supporting Information may be found online in the
Supporting Information tab for this article:

Fig. S1 The study site and experimental design of this study.

Fig. S2 Soil fungal hyphae observed in this study and the densi-
ties of AM fungal extraradical hyphae and spores.

Fig. S3 Neighbor-joining phylogenetic tree of representative
sequences of each AM fungal virtual taxon (VT) obtained in this
study.

Fig. S4 Relative abundance of detected AM fungal genera and
the most two abundant genera in mixed roots and Elymus nutans
roots.

Table S1 Soil characteristics in different nitrogen addition treat-
ments in the field

Table S2 Plant species composition in different nitrogen addi-
tion treatments and the AM status of each plant species

Table S3 Taxonomic information of all detected AM fungal vir-
tual taxa (VTs) and their relative abundance in mixed roots and
Elymus nutans roots in each nitrogen addition treatment

Please note: Wiley Blackwell are not responsible for the content
or functionality of any Supporting Information supplied by the
authors. Any queries (other than missing material) should be
directed to the New Phytologist Central Office.

New Phytologist is an electronic (online-only) journal owned by the New Phytologist Trust, a not-for-profit organization dedicated
to the promotion of plant science, facilitating projects from symposia to free access for our Tansley reviews and Tansley insights.

Regular papers, Letters, Research reviews, Rapid reports and both Modelling/Theory and Methods papers are encouraged. 
We are committed to rapid processing, from online submission through to publication ‘as ready’ via Early View – our average time
to decision is <26 days. There are no page or colour charges and a PDF version will be provided for each article. 

The journal is available online at Wiley Online Library. Visit www.newphytologist.com to search the articles and register for table
of contents email alerts.

If you have any questions, do get in touch with Central Office (np-centraloffice@lancaster.ac.uk) or, if it is more convenient,
our USA Office (np-usaoffice@lancaster.ac.uk)

For submission instructions, subscription and all the latest information visit www.newphytologist.com

� 2018 The Authors

New Phytologist� 2018 New Phytologist Trust
New Phytologist (2018) 220: 1222–1235

www.newphytologist.com

New
Phytologist Research 1235

 14698137, 2018, 4, D
ow

nloaded from
 https://nph.onlinelibrary.w

iley.com
/doi/10.1111/nph.15112 by L

anzhou U
niversity, W

iley O
nline L

ibrary on [23/03/2023]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense


