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Soybean continuous cropping (SC) leads to continuous cropping obstacles, and soil-
borne fungal diseases occur frequently. Rotation can alleviate continuous cropping
obstacles. However, the long-term effects of continuous cropping and rotation on
the structure and function of the fungal community in soil are not clear. In this
study, five cropping systems, SC, fallow (CK), fallow-soybean (FS), corn–soybean (CS),
and wheat–soybean (WS), were implemented in the long-term continuous cropping
area of soybean. After 13 years of planting, high-throughput sequencing was used
to evaluate the structure and diversity of soil fungal communities and to study the
relationship between fungal communities and soil environmental factors. The results
showed that the abundance and diversity of fungal flora in SC soil were the highest.
There were significant differences in the formation of soil fungal communities between
soybean continuous cropping and the other treatments. There were 355 species of
endemic fungi in SC soil. There were 231 and 120 endemic species in WS and CS,
respectively. The relative abundance of the potential pathogens Lectera, Gibberella,
and Fusarium in the SC treatment soil was significantly high, and the abundance of all
potential pathogens in CK was significantly the lowest. The abundance of Lectera and
Fusarium in CS was significantly the lowest. There was a positive correlation between
potential pathogens in the soil. The relative abundance of potential pathogens in the
soil was significantly positively correlated with the relative abundance of Ascomycetes
and negatively correlated with the relative abundance of Basidiomycetes. Potential
pathogenic genera had a significant negative correlation with soil OM, available Mn,
K and soil pH and a significant positive correlation with the contents of soil available
Cu, Fe, and Zn. In general, the fungal communities of SC, FS, WS, and CS were
divided into one group, which was significantly different from CK. WS and CS were more
similar in fungal community structure. The CK and CS treatments reduced the relative
abundance of soil fungi and potential pathogens. Our study shows that SC and FS lead
to selective stress on fungi and pathogenic fungi and lead to the development of fungal
community abundance and diversity, while CK and CS can reduce this development,
which is conducive to plant health.

Keywords: continuous soybean cropping, rotation, fungal community structure and diversity, potential
pathogenic genera, soil chemical properties
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INTRODUCTION

China has a great demand for soybeans (Liu et al., 2020).
Northeast China is not only an important production base for
food security but also a major soybean production area in China.
For economic benefit, some farms in Northeast China have
been planting soybeans for more than 40 consecutive years (Liu
et al., 2020). Continuous planting of soybean leads to continuous
cropping obstacles in soil (Liu et al., 2012; Benitez et al., 2017)
and aggravation of soil-borne diseases (Yan et al., 2012; Pérez-
Brandán et al., 2014; Bai et al., 2015). Studies have shown that
these changes are closely related to biological factors in soil (Dias
et al., 2015; Liu et al., 2020).

Soil microorganisms play an important role in maintaining
ecosystem sustainability and plant health (Avidano et al., 2005).
Different cropping systems can significantly change the microbial
community structure (Zhou et al., 2018; Liu H. et al., 2019).
However, these changes depend on the type of cropping system,
soil type and crop type. Xiong et al. (2016) found that continuous
cropping significantly increased the proportion of fungi in
soil. Rotation can significantly reduce the number of fungal
populations (Yu et al., 2011), facilitate the reproduction of plant
growth promotion in soil (Baetz and Martinoia, 2014; Pii et al.,
2015), and enhance the stability and resilience of soil ecosystems
(Clemente et al., 2005; Behera et al., 2007). Understanding how
different cropping systems affect the composition of the fungal
microbial community is conducive to the regulation of the
microbial community through planting and the prevention and
treatment of soil-borne diseases in agricultural production.

Soybean continuous cropping (SC) increases the abundance
of soil pathogenic fungi and induces crop diseases (Guo et al.,
2011; Wang et al., 2013). The change in soil fungal community
structure in SC is mainly driven by 14 genera, and Guehomyces,
Alternaria, and Metacordyceps contribute more to the change
in the fungal community (Liu H. et al., 2019). The pathogenic
Fusarium sp. in soil is the main pathogen of soybean root rot,
which can cause soybean plant wilt at all stages of soybean growth
(Liu J. et al., 2019). Crop rotation is an agronomic practice
adopted by farmers after the serious outbreak of soil-borne
diseases, and it has been proven that they can be successfully
controlled (Wright et al., 2015). Studies have shown that crop
rotation can maintain the diversity of soil microbial communities
and enhance disease inhibition (Peralta et al., 2018). Wheat
soybean rotation can reduce the number of Fusarium in wheat
soil, which may effectively reduce the risk of wheat diseases (Lu
et al., 2022). The research results are inconsistent due to the
different soil types, rotation systems and continuous cropping
years. The related mechanism of continuous cropping obstacles
is complex and needs to be explored in many aspects under
different conditions.

Soil physical and chemical properties affect the structure
and function of the soil microbial community (Xiang et al.,
2020). Prior studies have shown that soil total phosphorus
and available phosphorus similarly influence the soil fungal
community structure and the relative abundance of specific fungi
(Yao et al., 2019). Increasing soil organic matter can inhibit fungal
pathogens (Saxena et al., 2015). Basic trace elements (TE), such

as Zn, Fe, Mn, and Cu, are the main cofactors of various proteins
in biological systems and have important biological significance
(Pilon et al., 2009). As reported, the fungal community was most
correlated with available P, K, and Cu (Song et al., 2018). There
have been few studies on the correlation between soil mineral
elements and the soil microbial community (Cai et al., 2015).

Long-term unreasonable cultivation makes the soil quality and
microecology unbalanced, and crop diseases occur frequently,
which seriously affects the quality of crop products and the
sustainable development and utilization of cold black soil.
Previous studies have mainly focused on the effects of agronomy,
cultivation, soil type, fertilizer, and heavy metals on the overall
number and diversity of microbial communities or on a certain
group of microorganisms under long-term positioning tests (Liu
et al., 2010; Hartmann et al., 2015; Li et al., 2018). However, it is
not clear how the implementation of rotation cropping systems
under long-term continuous cropping will change the structure
and function of the fungal community in continuous cropping
soil. In this study, the effects of fallow, fallow-soybean (FS), corn–
soybean (CS), and wheat–soybean (WS) rotations on the soil
fungal community of soybean continuous cropping were studied,
and the relationship between cropping systems, soil mineral
elements and fungal community structure was explored. We
focused on the effects of different cropping systems on harmful
and beneficial microbial communities in soil fungal communities.
The results enable us to have a clearer understanding of the
diversity and composition structure of soil fungal communities
under different rotation systems to provide a theoretical basis for
formulating an effective rotation cropping system.

MATERIALS AND METHODS

Study Site Description and Soil Sample
Collection
The test site is located in Nenjiang County, Heilongjiang
Province, China (124◦68′ E, 49◦ N). The soil type belongs to
the Vertisol class according to the American soil classification
system (Soil Survey Staff, 2014). The annual average temperature
is 0.8∼1.4◦C, the annual cumulative temperature (greater than
or equal to 10◦C) is approximately 2,230◦C, and the annual
rainfall is approximately 480–512 mm. Before the experiment,
the experimental site was a soybean continuous cropping area.
The long-term positioning experiment was set up in April 2005.
The experiment was set up as five treatments: fallow (CK), SC, FS
rotation, CS rotation, and WS rotation. Three replications were
set for each treatment, and the area of each plot was 666.7 m2.
A randomized block arrangement was used. In the year of the
cropping season, wheat was sown from April 1 to April 10, corn
was sown from April 30 to May 10, and soybeans were sown
from May 10 to May 20. Urea, diammonium phosphate and
potassium sulfate were applied once before crop planting. There
were 33.1 kg N ha−1, 24.1 kg P ha−1 and 21.6 kg K ha−1 applied
for soybean, 59.0 kg N ha−1, 40.1 kg P ha−1 and 43.1 kg K ha−1

for maize, and 73.0 kg N ha−1, 30.1 kg P ha−1 and 21.6 kg K
ha−1 for wheat. An addition of 59.0 kg N ha−1 was applied at
the booting stage of maize. Wheat was harvested from August
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1 to August 10, soybeans were harvested from September 20 to
October 5, and corn as harvested from October 10 to October 30.
On October 30, 2017, soil samples were collected after soybean
harvest. According to the aseptic requirements, for each plot, 10
surface soil samples with a depth of 0–20 cm were randomly taken
with a soil auger with a diameter of 5 cm and put into a sterile
bag for full mixing. This process was repeated three times, and
the samples were mixed into one soil sample. A total of 15 soil
samples were collected from the five treatments. After returning
to the laboratory, the excess parts were removed, and stones, plant
roots and animal residues were removed and screened through a
2 mm sterile sieve. Some soil samples in each soil sample were
placed in sterilized microcentrifuge tubes and stored at −80◦C
for DNA extraction. The remaining soil was air dried to measure
the chemical properties of the soil.

Analysis of Physical and Chemical
Properties of Soil Samples
Soil samples were dried at room temperature and ground
into pieces that passed through a 2 mm sieve. The soil
micronutrients Fe, Mn, Zn, and Cu were extracted with
diethylenetriaminepentaacetic acid followed by atomic
absorption spectrophotometry analysis (Lindsay and Norvell,
1978). The available B was determined by potassium imine
colorimetry (Malekani and Cresser, 1998), and the pH was
measured at a soil-to-water ratio of 2.5:1. Soil organic C was
determined following wet digestion (Walkley and Black, 1934),
and the values were multiplied by a factor of 1.724 to obtain
organic matter (OM) values. A basic N solution was created
using the diffusion method (Bremner and Keeney, 1966), and
available P was determined using the 0.5 mol·L−1 NaHCO3
leaching-molybdenum antimony colorimetric method (Föhse
et al., 1991). The available potassium (K) was measured with
the 1 mol L−1 NH4OAc extraction-flame photometric method
(Petersen and Corey, 1966).

Soil DNA Extraction
Microbial DNA was extracted from 0.5 g samples using an
E.Z.N.A. R© soil DNA Kit (Omega Bio-Tek, Norcross, GA,
United States) according to the manufacturer’s instructions. The
final DNA concentration and purification were determined
using a NanoDrop 2000 ultraviolet–visible (UV–Vis)
spectrophotometer (Thermo Scientific, Wilmington, DE,
United States), and the DNA quality was checked using 1%
agarose gel electrophoresis.

Quantitative Real-Time PCR
The fungal internal transcribed spacer (ITS) region of the rRNA
gene copy number for all samples was determined in triplicate
using Q-PCR in an ABI 7500 Real-Time PCR System (Applied
Biosystems, Carlsbad, CA, United States) with the primer set
ITS1F/ITS2R (Adams et al., 2013). Each PCR contained 16.5 µL
of AceQ R© RSYBR Green quantitative real-time PCR (qPCR)
Master Mix (2X), 0.8 µL of 5 µM forward and reverse primers
(each) and 2.0 µL of template DNA. The PCR samples were
subsequently incubated at 95◦C for 5 min, followed by 40 cycles

of 5 s at 95◦C, 30 s for annealing at 50◦C, and 40 s for elongation
at 72◦C. Negative controls consisted of all the reagents with
sterilized water instead of soil DNA. The threshold cycle (Ct) was
obtained from triplicate samples and averaged. The copy number
of the fungal ITS genes was calculated using a regression equation
to convert the cycle threshold (Ct) value to the known number of
copies in the standard curves.

Illumina MiSeq Sequencing
The ITS rRNA genes were amplified using the primers
ITS1F (5′-CTTGGTCATTTAGAGGAAGTAA-3′) and ITS2R
(5′-GCTGCGTTCTTCATCGATGC-3′) (Adams et al., 2013) in
a thermocycler PCR system (GeneAmp 9700, ABI, Foster, CA,
United States). The PCRs were conducted using the following
program: 3 min of denaturation at 95◦C; 35 cycles of 30 s at
95◦C, 30 s for annealing at 55◦C, and 45 s for elongation at 72◦C;
and a final extension at 72◦C for 10 min. The PCR products
were purified and then sequenced using the MiSeq Illumina
platform (Illumina, United States) at Genesky Biotechnologies
Inc. (Shanghai, China). The raw reads were deposited into the
National Center for Biotechnology Information (NCBI) Sequence
Read Archive (SRA) database (accession number: SRP164820).

Processing of Sequencing Data
After sequencing, the raw FASTQ files were processed using
QIIME Pipeline Version 1.19.1. Briefly, all sequence reads were
assigned to each sample based on the barcodes. Sequences
with low quality (length < 200 bp and average base quality
score < 20) were removed before further analysis. The chimeras
of trimmed sequences were detected and removed using the
UCHIME algorithm (Edgar et al., 2011). After filtering the data,
the quality value of the reassembled base Q20 is greater than
99%, and Q30 is greater than 96%. These results fully met
the requirements of subsequent data analysis (Supplementary
Tables 1, 2). The sequences were phylogenetically assigned
according to their best matches to sequences in the Ribosomal
Database Project (RDP) database using the RDP classifier (Cole
et al., 2009). Operational taxonomic units (OTUs) were classified
at 97% sequence similarity using CD-HIT (Li and Godzik, 2015).
We rarified the abundance matrix to 110737 (the lowest sequence
read depth across the study) sequences per sample to obtain
normalized relative abundances. Chao1 richness and Shannon’s
diversity index were calculated in QIIME. Constrained principal
coordinate analysis (CPCoA) and significance tests (Adonis test
and Mantel test) were performed in R version 3.5.1 for Windows
with the “vegan” package. Mothur (version 1.33.3) was used
for alpha diversity analysis [species richness statistics, such as
Chao and the abundance-based coverage estimator (ACE), and
species diversity statistics, such as Shannon and Simpson], Venn
diagrams and beta diversity analysis (PCA). Linear discriminant
analysis (LDA) effect size (LEfSe) was used to elucidate the
biomarkers in each treatment. Those with an LDA score ≥ 2.0
were considered to be important biomarkers in each treatment
(Xiang et al., 2020). The cladogram was drawn using the
Huttenhower Galaxy web application via the LEfSe algorithm
(Segata et al., 2011).
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Statistical Analysis
The species with significant abundance differences among
different groups were detected by the non-parametric Kruskal–
Wallis rank sum test. Statistical analyses were performed, and
heatmap analysis was performed using the multcomp package in
R (3.4.1) (R Development Core Team, 2010) to reveal significant
differences in the fungal genera. Additionally, we predicted
potentially pathogenic and beneficial fungi using FUNGuild5

(Nguyen et al., 2016). The pathogenic and beneficial fungi were
assigned according to their potential to damage or benefit the
plant. The stepwise analysis and correlation test of biological
environmental connections were carried out in R (3.4.1) (R
Development Core Team, 2010), and the environmental factor
with the highest correlation with the community (OTU)
was calculated and counted. Pearson correlation analysis was
used to test the significance of correlations between fungi.
The species with significant abundance differences among
different groups were detected by the non-parametric Kruskal–
Wallis rank sum test.

RESULTS

Effects of Cropping Systems on the Soil
Fungal Community
The number of fungi was quantified by real-time PCR. Compared
with CK, SC, FS, WS, and CS significantly increased the
abundance of fungi, which were 2.02, 1.78, 1.33, and 1.24 times
that of CK, respectively (Figure 1A). The PCoA plot and cluster
analysis based on the OTU analysis showed clear similarities
or differences among the fungal community structures across
all the samples. All of the soil samples were separated into
two groups. The fungal communities in FS, SC, WS, and CS
were grouped together and were clearly separated from CK. WS
and CS were grouped together, indicating that WS and CS had
similar fungal community structures on PCA (Figure 1B and
Supplementary Figure 1). Venn diagram analysis shows that the
number of endemic fungal species in FS planting soil was the
largest, 657 species. A total of 472 species of endemic fungi were
formed in CK soil. There are 355 species of endemic fungi in
SC soil. There were 231 and 120 endemic species in WS and
CS, respectively (Figure 1C). Continuous cropping of FS and SC
increased the fungal community diversity. The Shannon index
was significantly higher in FS and SC than in CK and CS. The
Chao1 and ACE indexes demonstrated that the upper limits of
FS and SC were significantly higher than those of CK and CS.
The relative abundance and diversity of fungi in CK soil were
the lowest (Figure 2). Compared with SC, the abundance and
diversity of fungi in CS and WS soil decreased significantly, and
CS treatment was the lowest.

Effects of Cropping Systems on the
Floristic Composition of the Soil Fungal
Community
The soil fungi in the different treatments were mainly distributed
in Ascomycota, Basidiomycota and Zygomycota (Figure 3A and

Supplementary Table 3). The relative abundance of Ascomycota
was significantly higher in WS, followed by CS, SC, FS, and
CK (p < 0.05). The relative abundance of Basidiomycota
was significantly higher in CK, followed by CS, FS, SC, and
WS (p < 0.05). The relative abundance of Zygomycota was
significantly higher in FS, followed by CK, SC, WS, and CS
(p < 0.05).

The relative abundance of Alternaria in Ascomycota was
significantly higher in CS and WS. The relative abundance of
Chaetomium was significantly higher in CS, WS, and SC. The
relative abundance of Tetraclaudium was significantly higher
in SC. The relative abundance of Gibberella was significantly
higher in SC and CS. The relative abundance of Peziza
was significantly high in FS (Figure 3B and Supplementary
Table 4). The relative abundance of Mortierella in Zygomycota
was significantly higher in FS, followed by CK and SC. The
relative abundance of Cortinarius and Amanita in Basidiomycota
was significantly higher in CK. The relative abundance of
Sistotrema was significantly higher in CS (Figure 3B and
Supplementary Table 4).

Fungal groups significantly different from other treatments
were formed in the soils of different cropping systems
(Figure 4A). Different fungal groups have an important
impact on the division of fungal communities in different
cropping systems. The relative abundances of Trichoglossum,
Paraconiothyrium and Unclassified_Lecanorales and
Eleutheromyces were more abundant following CK amendment.
The relative abundances of Entorrhiza, Unclassified_Corticiaceae,
Unclassified_Bionectriaceae and Udeniomyces were more
abundant following SC amendment. The relative abundances
of Unclassified_Xylariaceae, Chaetomidium, and Plenodomus
were more abundant following CS amendment. The relative
abundances of Hydropisphaera, Ampelomyces, and Dioszegia
were higher following WS amendment. The relative abundances
of Eocronartium and Peziza were higher following FS
amendment (Figure 4B).

The formation of fungal community function was
significantly different in different treatments (Figure 4C).
Compared with SC, the relative abundance of Cryptococcus in
CK exhibited an extremely significant decline, the relative
abundance of Tetraclaudium, Alternaria, Clonostachys,
and Chaetomium decreased significantly, and the relative
abundance of Pseudonymnoascus increased significantly
(Supplementary Figure 2). Compared with SC, the
relative abundance of Sarocladium in FS soil increased
significantly, Vishniacozyma, Fusicolla, Pseudonymnoascus,
Solicoccozyma, Peziza, Paraglomus, and Penicillium increased
significantly, and the relative abundance of Cryptococcus,
Cladosporium, Mrakia, Cryptococcus, CladosporiumMrakia, and
Tetraclaudium decreased significantly. The relative abundance
of Tetraclaudium, Hydropisphaera, Clonostachys, Chaetomium,
Metarhizonium, Acremonium, and Atractospora decreased
significantly (Supplementary Figure 3). Compared with
SC, the relative abundance of Chaetomidium, Nectria, and
Alternaria in CS increased significantly, and the relative
abundance of Cladosporium, Peziza, and Cryptococcus decreased
significantly. The relative abundance of Mrakia, Metarhizonium,
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FIGURE 1 | Differences in soil fungal community structure in different cropping systems. (A) The abundance of fungal ITS rRNA gene copies assessed by real-time
PCR in five soybean cropping systems. Different letters represent significant differences (P < 0.05), (B) principal coordinate analysis (PCA) plot based on the OTUs
for five soybean cropping systems. (C) Venn diagram of OTU distribution comparison. The numbers represent the number of species. SC, soybean continuous
cropping; CK, fallow; FS, fallow-soybean; CS, corn–soybean; WS, wheat–soybean.

FIGURE 2 | Chao1 index, ACE index, Shannon index, and Simpson index for fungi in five soybean cropping systems with > 97% sequence identity. *Indicates a
significant correlation (P < 0.05).

Clonostachys, Nectria, and Exophiala decreased significantly
(Supplementary Figure 4). Compared with SC, the relative
abundance of Nectria in WS increased significantly, the
relative abundance of Hydropisphaera, Guehomyces, Alternaria,

Humicola, Periconia, Pseudonymnoascus, and Atractospora
increased significantly, the relative abundance of Peziza
and Cladosporium decreased significantly, and the relative
abundance of Tetracladium, Moraia, Metarhizium, Exophiala,
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FIGURE 3 | Relative abundance of different fungi at the phylum level (A) and heatmap analysis (B) of the dominant fungal genera with relative abundance greater
than 0.5% in five soybean cropping systems. The color code indicates relative abundance, ranging from white (low abundance) to blue (high abundance).

FIGURE 4 | Analysis of species and community functions of fungi with significant differences in soil under different cropping systems. Different color areas represent
different groups. (A) Taxonomic cladogram produced from LEfSe. The phylum, class, order, family, and genus levels are listed in order from inside to outside of the
cladogram. LEfSe diagram. The corresponding color nodes in the diagram represent the groups that play an important role in this grouping (significantly different
from other groups), and the yellow nodes represent the microbial groups that do not play an important role. (B) Shows the species with significant differences in
abundance in different groups, and the length of the histogram represents the influence degree of the species with significant differences. (C) The UniFrac distance
matrix was used to draw the distance diagram between sample groups. The ordinate represents the sample weighted UniFrac distance, and the p-value in the upper
right corner represents the test results of the difference between groups.

FIGURE 5 | Correlation between potential pathogenic genera in soil and potentially beneficial genera. (A) Correlation between potential pathogenic genera and
pathogenic genera and between potential beneficial genera and beneficial genera. (B) Correlation between potential pathogenic genera and beneficial genera.
∗ Indicates a significant correlation (P < 0.05), ∗∗ indicates an extremely significant correlation (P < 0.01).
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Unclassified_Halosphaeriaeae, and Herbotrichia decreased
significantly (Supplementary Figure 5).

Potential Pathogenic and Beneficial
Fungi
The relative abundances of potential pathogenic Lectera,
Gibberella, and Fusarium in SC soil were significantly high. The
relative abundances of Fusarium, Sarocladium, and Volutella
in FS soil were significantly high. The relative abundances of
Alternaria, Lectera, Fusarium, Boeremia, Dendyphion, Volutella,
and Bipolaris in WS soil were significantly high. The relative
abundances of Alternaria, Gibberella, and Volutella in CS
soil were significantly high. The relative abundance of all
potential pathogens in CK soil was significantly the lowest
(Supplementary Figure 6A).

The relative abundance of the beneficial fungus Penicillium
was significantly high in CK. The relative abundances of
Mortierella and Penicillium in FS were significantly higher, and
the relative abundance of Chaetomium in CS was significantly
higher. The relative abundances of Chaetomium, Cryptococcus,
and Clonostachys in WS were significantly high. The relative
abundances of Chaetomium, Cryptococcus, Metarhizonium,
Acremonium, and Hirsutella in SC were significantly high
(Supplementary Figure 6B).

There was a significant positive correlation between potential
pathogen genera and pathogen genera in soil, and Alternaria
was very significantly positively correlated with Boeremia,
Volutella, and Bipolaris. There was a very significant positive
correlation between Volutella and Bipolaris. Dendryphion was
significantly positively correlated with Bipolaris, Volutella, and
Boeremia (Figure 5A).

Mortierella was very negatively correlated with Chaetomium
in beneficial fungi. Penicillium was very negatively correlated
with Cryptococcus and Clonostachys. Chaetomium was very
positively correlated with Cryptococcus. Cryptococcus was
positively correlated with Clonostachys and Metarhizoum. There
was a very significant positive correlation between Metarhizoum
and Acremonium. Acremonium was positively correlated with
Hirsutella (Figure 5A).

The beneficial fungus Mortierella was significantly negatively
correlated with the pathogenic fungi Alternaria and Boeremia.
There was a significant negative correlation between the
beneficial fungus Penicillium and the pathogenic fungi Alternaria
and Boeremi. Among the beneficial fungi, the relative abundance
of Chaetomium, Cryptococcus, Clonostachys, Acremonium, and
Metarhizobium had a significant positive correlation with some
pathogens (Figure 5B).

The relative abundance of Fusarium was significantly
positively correlated with the Chao 1 and Shannon indexes
of soil fungi, and the correlation coefficients were 0.585
and 0.619, respectively (p < 0.05). The relative abundance
of Sarocladium was significantly positively correlated with
the Chao 1 and Shannon indexes of soil fungi, and the
correlation coefficients were 0.664 and 0.536, respectively
(p < 0.05). Other potential pathogens had no significant
correlation with the abundance and diversity of soil fungi. The

relative abundances of Alternaria, Fusarium, Boeremia, Volutella,
Bipolaris, Gibberella, and Denryphion were significantly positively
correlated with Ascomycota abundances, and the correlation
coefficients were 0.759, 0.615, 0.777, 0.684, 0.528, 0.649, and
0.682, respectively (p < 0.05). The relative abundances of
Alternaria, Fusarium, Boeremia, Volutella, Bipolaris, Gibberella,
and Denryphion were significantly negatively correlated with the
abundances of Basidiomycota, and the correlation coefficients
were −0.592, −0.787, −0.655, −0.655, −0.529, −0.637, and
−0.615, respectively (p < 0.05). The relative abundances of
Alternaria and Boeremia were significantly negatively correlated
with the abundance of Zygomycota, and the correlation
coefficients were −0.645 and −0.613, respectively (p < 0.05).
The relative abundance of Metarhizobium was positively
correlated with the abundance and diversity of the Chao 1
and Shannon indexes (p < 0.01). The relative abundance
of Hirsutella was significantly positively correlated with the
Chao 1 and Shannon indexes of fungi (p < 0.05). The
relative abundance of Acremonium was significantly positively
correlated with the Chao 1 indexes of fungi (p < 0.05).
There was no significant correlation between other fungal
abundance and diversity. The relative abundance of Chaetomium,
Cryptococcus, Clonostachys, and Metarhizobium was significantly
positively correlated with the abundance of Ascomycota and
negatively correlated with the abundance of Basidiomycota
(p < 0.05). Mortierella relative abundance was significantly
negatively correlated with Ascomycota abundance and positively
correlated with Zygomycota abundance (p < 0.05). The relative
abundance of Penicillium was significantly negatively correlated
with the abundance of Ascomycota (p < 0.05). The relative
abundance of Chaetomium and Cryptococcus was significantly
negatively correlated with the abundance of Zygomycota
(p < 0.05) (Table 1).

Correlation Between Soil Fungi and Soil
Chemical Properties
There were significant differences in the correlations between
different chemical properties in the soil and soil fungal
communities, among which the contents of available Cu, Fe,
and Mn were highly correlated with the fungal community
(Figure 6A and Supplementary Table 5). Ascomycota had
a very significant positive correlation with the effective
content of Cu and a significant negative correlation with
the effective content of OM, Mn, and Fe. Basidiomycota had
a significant negative correlation with the effective contents
of Zn and Fe and a significant positive correlation with
the effective content of Mn. Zygomycota was significantly
negatively correlated with the effective contents of Cu and
P (Table 2). The potential pathogens were mainly negatively
correlated with the effective contents of OM, Mn, K, and
soil pH and positively correlated with the effective contents
of Cu, Fe and Zn.

Fusarium was significantly negatively correlated with soil
OM, available Mn content and soil pH. Sarocladium was very
significantly negatively correlated with the effective content
of Mn. Bipolaris, Dendyphion, and Volutella were negatively
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TABLE 1 | Correlations between potential pathogenic genera, potentially beneficial genera and the fungal community.

Fungal diversity Dominant fungi phylum

Chao1 ACE Shannon Simpson Ascomycota Basidiomycota Zygomycota

Potential pathogenic genera

Alternaria −0.021 −0.025 −0.068 −0.051 0.759** −0.592* −0.645**

Lectera 0.300 0.305 0.325 −0.427 0.482 −0.465 −0.281

Fusarium 0.585* 0.574* 0.619* −0.508 0.615* −0.787** 0.181

Sarocladium 0.664** 0.668** 0.536* −0.398 0.273 −0.415 0.219

Boeremia 0.225 0.218 0.150 −0.268 0.777** −0.655** −0.613*

Volutella 0.204 0.206 0.281 −0.279 0.684** −0.655** −0.293

Bipolaris 0.034 0.009 0.166 −0.160 0.528* −0.529* −0.162

Gibberella 0.510 0.521* 0.306 −0.344 0.649** −0.637* −0.284

Dendryphion 0.268 0.243 0.373 −0.401 0.628* −0.615* −0.259

Potential beneficial genera

Mortierella 0.112 0.097 0.175 −0.030 −0.555* 0.250 0.998**

Chaetomium 0.154 0.181 −0.020 −0.082 0.716** −0.549* −0.701**

Cryptococcus 0.453 0.456 0.315 −0.406 0.837** −0.737** −0.622*

Clonostachys 0.203 0.202 0.150 −0.267 0.574* −0.521* −0.365

Metarhizium 0.803** 0.805** 0.722** −0.713** 0.573* −0.663** −0.102

Penicillium −0.069 −0.070 0.169 −0.132 −0.569* 0.467 0.456

Acremonium 0.630* 0.638* 0.445 −0.452 0.393 −0.448 −0.091

Trichoderma 0.338 0.318 0.349 −0.295 −0.135 0.019 0.311

Hirsutella 0.616* 0.617* 0.675** −0.639* 0.363 −0.451 −0.029

*Indicates a significant correlation (P < 0.05), **indicates an extremely significant correlation (P < 0.01).

FIGURE 6 | Correlation between soil fungi and soil chemical properties. (A) RDA diagram of soil environmental factors and fungi. Arrow rays represent different
environmental factors. The longer the ray is, the greater the impact of the environmental factor. The included angle between the sample fungal community central line
and the arrow represents the correlation between the fungal and environmental factors (an acute angle indicates a positive correlation, an obtuse angle indicates a
negative correlation, and a right angle indicates no correlation); points of different colors represent different samples; (B) potentially potential pathogen; (C) potentially
beneficial fungi. *Indicates a significant correlation (P < 0.05), **indicates an extremely significant correlation (P < 0.01).

correlated with OM content. Bipolaris was significantly negatively
correlated with the effective contents of Mn and K. Dendriphion,
Volutella, and Mn effective content were significantly negatively
correlated. Volutella was negatively correlated with the effective
content of K. Alternaria was positively correlated with the
effective contents of Cu and P.

Boeremia was positively correlated with the effective content of
Cu. Sarocladium was very significantly positively correlated with
the effective content of Fe. Fusarium, Lectera, and Boeremia were
significantly positively correlated with the effective content of Zn

(Figure 6B). The potential beneficial fungus Trichoderma was
positively correlated with the effective content of N. There was
a very significant positive correlation between Metarhizoum and
the effective contents of Fe and Zn. Acremonium and Hirsutella
were significantly positively correlated with the effective content
of Fe. Clonostachys was significantly positively correlated with the
effective content of Cu. Mortierella was negatively correlated with
the effective contents of P and Cu. Penicillium was significantly
negatively correlated with the content of available Cu and
B (Figure 6C).
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TABLE 2 | Correlation coefficients between the main microbial communities
(phylum level) and soil physical and chemical properties.

OM N P K PH Cu Zn Mn Fe

Ascomycota −0.60* – – – – 0.68** – −0.55* 0.58*

Basidiomycota – – – – – – −0.57* 0.59* −0.68**

Zygomycota – – −0.64** – – −0.71* – – –

*Indicates a significant correlation (P < 0.05), ** indicates an extremely significant
correlation (P < 0.01).

DISCUSSION

Effects of Cropping Systems on Fungal
Abundance and Community Composition
The species diversity and community structure of soil
microorganisms determine the ability of soil to resist pathogens,
which is very important for the sustainable development of
soil ecosystems (Smith et al., 2008). Continuous cropping
will cause an imbalance of soil, a surge of pathogens and an
increased probability of crop disease (Meriles et al., 2009). In this
study, it was confirmed that there were significant differences
in the formation of fungal communities in the soil of the five
cropping systems. All of the soil samples were separated into
two groups. The fungal communities in FS, SC, WS, and CS
were grouped together and were clearly separated from CK, and
the similarity of the WS and CS fungal communities was the
highest (Figure 1A). The soil fungal abundance (Chao1/ACE)
and fungal diversity (Shannon) were significantly the highest in
FS and SC (Figure 2). The relative abundance of Ascomycota
in SC was high, and the relative abundance of unknown fungal
flora increased significantly (relative abundance of no rank),
which may be because SC significantly increased the number of
endemic fungi (Supplementary Table 3). This study confirmed
that SC could increase the relative abundance and diversity of
soil fungi. Studies have shown that soybean roots secrete a large
number of flavonoids and phenolic acids (Guo et al., 2011), and
flavonoids and phenolic acids have a significant impact on fungal
pathogens (Wang et al., 2013). Compared with SC, CK, and CS
significantly reduced the number and diversity of fungi, and the
abundance and diversity of fungi in CK were significantly the
lowest. Other studies have shown that there is no difference in
the diversity of fungal communities between continuous planting
and corresponding rotation systems (Li et al., 2010; Liu et al.,
2014a). Research has also shown that soybean maize rotation
increases the diversity of fungal communities in rhizosphere
and massive soil (Liu J. et al., 2019). This is inconsistent with
the results of this study and may be caused by different soil
environments and planting management systems. In this study,
fungi in the soil samples were mainly distributed among the
dominant fungi in the soil, namely, Ascomycota, Basidiomycota,
and Zygomycota, which is consistent with previous research
results (Xu et al., 2012), and this study confirms that ascomycetes
are an important phylum in continuous cropping soybean
soil (Li et al., 2010). This study found that different cropping
systems changed the composition and structure of Ascomycota
significantly. Recent speculation suggests that changes in

microbial community composition, such as a decrease in
the number of soil-borne pathogens or an increase in the
population of beneficial agricultural microorganisms, may be
more important in disease suppression than microbial diversity
(Peralta et al., 2018). Therefore, enhancing our understanding of
microbial composition in different crop rotation systems is very
important to determine the classified biological indicators of soil
health, which is conducive to the application of effective crop
rotation systems.

The Relative Abundance of Potentially
Pathogenic and Beneficial Fungi in
Different Cropping Systems Was
Significantly Different
Studies have shown that short-term continuous soybean cropping
leads to an increase in the relative abundance of Fusarium,
Humicola, and Alternaria. Fusarium and Alternaria are the
main pathogenic fungi in soybean fields, and their abundance
is significantly high during 1 and 2 years of SC (Bai et al.,
2015; Cheng et al., 2017). Humicola was not detected in the soil
samples of this study. However, SC, FS and WS promoted an
increase in the relative abundance of Fusarium in the soil, and
WS and CS promoted an increase in the relative abundance of
Alternaria in the soil (Figure 5A). Fusarium is well known to
be a pathogenic fungus that leads to soybean Fusarium root rot
(Chang et al., 2018), and Alternaria can infect various crops and
cause corresponding diseases, such as soybean Alternaria leaf
spot, tomato, and carrot black rots, citrus fruit gray rot and cereal
black point (Li and Yang, 2009; Logrieco et al., 2009).

There are also some potential pathogens in the soil. Research
reports indicate that Volutella can cause diseases of other legumes
(Cannon et al., 2012). Some studies have reported that Boeremia
caused stem rot of Origanum dubium in Cyprus (Origanum
dubium Boiss) and black rot of artichoke (Cynara scolymus) in
California (Koike et al., 2016; Samouel et al., 2016). Lectera, a new
genus of Plectosphaerellaceae, is a legume pathogen (Cannon
et al., 2012). Studies have proven that Bipolaris and Sarocladium
can cause diseases of gramineous crops (Saravanakumar et al.,
2009) and maize smut disease caused by Bipolaris (Li et al., 2016).

In this study, FS, CS, and WS promoted an increase in the
relative abundance of Volutella in the soil. WS promoted an
increase in the relative abundance of Boeremia and Bipolaris,
and WS reduced the relative abundance of Sarocladium in the
soil. The relative abundance of Bipolaris in CS and SC soils was
significantly low. It was found that CK treatment could reduce the
relative abundance of potential pathogens in soil. Therefore, this
study demonstrated that different cropping systems can regulate
potential pathogens in soil.

Biological control instead of chemical control is considered to
be an important method of sustainable agricultural production
(Lecomte et al., 2016). In this study, some potentially beneficial
fungi formed significant differences under the different
treatments. Mortierella, Clonostachys and Penicillium are
antagonists of pathogens. They can inhibit pathogenic Fusarium
and control banana Fusarium wilt and soybean root rot (Pan
et al., 2013; Shen et al., 2018). A previous study reported that
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Hirsutella combined with chitosan suppressed the infestation of
soybean cyst nematodes in soybean roots (Mwaheb et al., 2017). It
was found that Clonostachys is abundant in soybean continuous
cropping soil (Hamid et al., 2017). This study confirmed this
result and found that WS promoted a significant increase in
Clonostachys in soil. The present results show that the relative
abundance of Penicillium was significantly lower in CS, WS,
and SC. Consistent with previous studies, continuous planting
significantly reduced the relative abundance of Penicillium (Wu
et al., 2016). The relative abundance of the beneficial fungus
Penicillium was significantly high in CK soil.

To reveal the potential interaction between potential
pathogens and beneficial fungi. Pearson correlation analysis
showed that the beneficial fungus Mortierella was significantly
negatively correlated with the potential pathogens Alternaria
and Boeremia. The potentially beneficial fungus Penicillium was
significantly negatively correlated with the potential pathogen
Alternaria and extremely significantly negatively correlated with
the potential pathogen Boeremia. Other potentially beneficial
fungi, such as Metarhizonium, Acremonium, Chaetomium,
and Cryptococcus, were significantly positively correlated
with potential pathogens. The potential pathogen Fusarium
was significantly positively related to the beneficial fungus
Metarhizoum, which indicated that the potential beneficial
fungi will increase with the increase in pathogens. However,
how to control pathogens by increasing beneficial fungi in soil
through crop rotation needs further research. Therefore, in
future research, it is of great significance to pay attention to the
interaction between members of the microbiome to regulate the
function of soil microorganisms (Jiao et al., 2020).

Fungal Communities Were Significantly
Correlated With Soil Chemical Properties
Soil chemical properties were significantly correlated with
soil microbial community structure (Liu et al., 2014b). In
this study, the soil chemical properties of different cropping
systems were significantly different, and the soil chemical
properties were significantly correlated with the soil microbial
community structure. The relative abundance of Basidiomycota
was significantly higher in CK, and Basidiomycota was negatively
correlated with the content of available Fe in the soil. The
relative abundance of Zygomycota was significantly higher in
FS, and there was a very significant negative correlation between
Zygomycota and the content of available P in the soil. The relative
abundance of Ascomycota increased significantly in WS, which
was positively correlated with the content of available Cu in the
soil. These results are inconsistent with previous research results
(Luo et al., 2016; Cai et al., 2017), which is due to different soil
regions, types and cropping systems.

Soil type and environmental factors affect the soil microbial
community structure (Luo et al., 2016; Pang et al., 2017).
That different cropping systems changed the relative abundance
of potential beneficial fungi in the soil. There are many
reasons for the change in microbial community composition.
An imbalance in soil nutrients, decomposition of soil physical
and chemical properties and accumulation of virulence will

affect the structure of the fungal community (Wu et al., 2015).
Some of them promote the production of some soil-borne
pathogenic microorganisms, while others may be conducive to
the production of beneficial microorganisms, resulting in changes
in the number of relevant microorganisms (Li et al., 2014).

Changes in microbial community structure are related to
available nutrients and plant biomass in soil (Bokhorst et al.,
2017). Predecessors have shown that organic matter has an
important impact on the composition of the soil fungal
community (Sun et al., 2016). This study showed that the
contents of OM, available Mn, available K and soil pH were
significantly negatively correlated with some potential pathogenic
fungi. The contents of available Fe and Zn in the soil were
significantly positively correlated with potential pathogens and
beneficial fungi. In this study, Fusarium was significantly
negatively correlated with the effective content and pH of soil
OM and Mn. Penicillium was negatively correlated with the
content of available Cu and B in the soil. Predecessors have
shown that cropping systems, soil chemical properties and soil
microbial community structure are interrelated and interactive
(Ofek-Lalzar et al., 2017). This study shows that there is a more
significant correlation between soil trace elements and potential
pathogens and beneficial fungi in soil. How to regulate the
composition of fungal community structure in soil through trace
elements and form a stable disease-inhibiting soil needs further
research and proof.

CONCLUSION

The fungal communities in FS, SC, WS, and CS were significantly
different from those in CK. FS, SC, WS, and CS promoted
the formation of fungal abundance and diversity, and different
planting methods formed their own unique fungal species. FS and
SC showed significantly higher fungal community abundance
and species diversity than CK and CS. The abundance of
Fusarium in FS, SC, and WS in the soil was significantly
increased. CK and CS can reduce the relative abundance of
Fusarium in soil, and CK can significantly reduce the relative
abundance of many potential pathogens in soil. The potential
pathogens Alternaria, lectera, and Gibberella were significantly
positively correlated with the potentially beneficial pathogens
Mortierella, Chaetomium, and Cryptococcus. The major potential
pathogens Alternaria, lectera, Gibberella, and Fusarium in soil
were significantly correlated with trace elements, and Fusarium
was significantly negatively correlated with organic matter and
Mn. Cropping system and soil physical and chemical properties
are the main factors related to the formation of soil fungal
structure. These results provide important significance for the
selection of an effective crop rotation system and sustainable
agricultural development.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and

Frontiers in Plant Science | www.frontiersin.org 10 June 2022 | Volume 13 | Article 926731

https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-926731 June 18, 2022 Time: 15:11 # 11

Song et al. Variation Characteristics of Fungal Community

accession number(s) can be found below: https://www.ncbi.nlm.
nih.gov/sra/, SRP164820.

AUTHOR CONTRIBUTIONS

XS and BT planned and arranged the entire study. XS performed
the main experiments. LH, YL, and CZ assisted in the soil testing.
XS and WZ wrote the manuscript together. BT participated in
further discussion. All authors discussed and approved the final
version of the manuscript.

FUNDING

This study was financially supported by the Youth Fund,
the regional joint fund of Guangdong Basic and Applied

Basic Research Fund (2019A1515110888) and Research Project
Funding of Lingnan Normal University (ZL2044).

ACKNOWLEDGMENTS

We are grateful to the Agriculture College of Northeast
Agricultural University, Heilongjiang Academy of Agricultural
Sciences, and the numerous staff members who helped protect
the test plots and collect the soil samples.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fpls.2022.
926731/full#supplementary-material

REFERENCES
Adams, R. I., Miletto, M., Taylor, J. W., and Bruns, T. D. (2013). Dispersal in

microbes: fungi in indoor air are dominated by outdoor air and show dispersal
limitation at short distances. ISME J. 7, 1262–1273. doi: 10.1038/ismej.2013.28

Avidano, L., Gamalero, E., Cossa, G. P., and Carraro, E. (2005). Characterization of
soil health in an Italian polluted site by using microorganisms as bioindicators.
Appl. Soil Ecol. 30, 21–33. doi: 10.1016/j.apsoil.2005.01.003

Baetz, U., and Martinoia, E. (2014). Root exudates: the hidden part of plant defense.
Trends Plant Sci. 19, 90–98. doi: 10.1016/j.tplants.2013.11.006

Bai, L., Cui, J., Jie, W., and Cai, B. (2015). Analysis of the community compositions
of rhizosphere fungi in soybeans continuous cropping fields. Microbiol. Res.
180, 49–56. doi: 10.1016/j.micres.2015.07.007

Behera, U. K., Sharma, A. R., and Mahapatra, I. C. (2007). Crop Diversification
for efficient resource management in India: problems, prospects and policy.
J. Sustain. Agric. 30, 97–127. doi: 10.1300/j064v30n03_08

Benitez, M. S., Osborne, S. L., and Lehman, R. M. (2017). Previous crop and
rotation history effects on maize seedling health and associated rhizosphere
microbiome. Sci. Rep. 7:15709. doi: 10.1038/s41598-017-15955-9

Bokhorst, S., Kardol, P., Bellingham, P. J., Kooyman, R. M., Richardson, S. J.,
Schmidt, S., et al. (2017). Responses of communities of soil organisms and
plants to soil aging at two contrasting long-term chronosequences. Soil Biol.
Biochem. 106, 69–79. doi: 10.1016/j.soilbio.2016.12.014

Bremner, J. M., and Keeney, D. R. (1966). Determination and isotope-ratio analysis
of different forms of nitrogen in soils: 3. Exchangeable ammonium, nitrate,
and nitrite by extraction-distillation methods. Soil Sci. Soc. Am. J. 30, 577–582.
doi: 10.2136/sssaj1966.03615995003000050015x

Cai, F., Chen, W., Wei, Z., Pang, G., Li, R., Ran, W., et al. (2015). Colonization of
Trichoderma harzianum strain SQR-T037 on tomato roots and its relationship
to plant growth, nutrient availability and soil microflora. Plant Soil 388, 337–
350. doi: 10.1007/s11104-014-2326-z

Cai, F., Pang, G., Miao, Y., Li, R., Li, R., Shen, Q., et al. (2017). The nutrient
preference of plants influences their rhizosphere microbiome. Appl. Soil Ecol.
110, 146–150. doi: 10.1016/j.apsoil.2016.11.006

Cannon, P., Buddie, A., Bridge, P., de Neergaard, E., Lübeck, M., and Askar, M.
(2012). Lectera, a new genus of the Plectosphaerellaceae for the legume pathogen
Volutella colletotrichoides. MycoKeys 3, 23–36. doi: 10.3897/mycokeys.3.3065

Chang, X., Dai, H., Wang, D., Zhou, H., He, W., Fu, Y., et al. (2018). Identification
of Fusarium species associated with soybean root rot in Sichuan Province,
China. Eur. J. Plant Pathol. 151, 563–577. doi: 10.1007/s10658-017-1410-7

Cheng, P., Gedling, C., Patil, G., Vuong, T., Shannon, J., Dorrance, A., et al. (2017).
Genetic mapping and haplotype analysis of a locus for quantitative resistance to
Fusarium graminearum in soybean accession PI 567516C. Theor. Appl. Genet
130, 999–1010. doi: 10.1007/s00122-017-2866-8

Clemente, R., Walker, D. J., and Bernal, M. P. (2005). Uptake of heavy metals and
as by Brassica juncea grown in a contaminated soil in Aznalcóllar (Spain): the

effect of soil amendments. Environ. Pollut. 138, 46–58. doi: 10.1016/j.envpol.
2005.02.019

Cole, J. R., Wang, Q., Cardenas, E., Fish, J., Chai, B., Farris, R. J., et al. (2009).
The ribosomal database project: improved alignments and new tools for rRNA
analysis. Nucleic Acids Res. 37, D141–D145. doi: 10.1093/nar/gkn879

Dias, T., Dukes, A., and Antunes, P. M. (2015). Accounting for soil biotic effects
on soil health and crop productivity in the design of crop rotations. J. Sci. Food
Agric. 95, 447–454. doi: 10.1002/jsfa.6565

Edgar, R. C., Haas, B. J., Clemente, J. C., Quince, C., and Knight, R. (2011).
UCHIME improves sensitivity and speed of chimera detection. Bioinformatics
27, 2194–2200. doi: 10.1093/bioinformatics/btr381

Föhse, D., Claassen, N., and Jungk, A. (1991). Phosphorus efficiency of plants. Plant
Soil 132, 261–272. doi: 10.1007/bf00010407

Guo, Z. Y., Kong, C. H., Wang, J. G., and Wang, Y. F. (2011). Rhizosphere
isoflavones (daidzein and genistein) levels and their relation to the microbial
community structure of mono-cropped soybean soil in field and controlled
conditions. Soil Biol. Biochem. 43, 2257–2264. doi: 10.1016/j.soilbio.2011.
07.022

Hamid, M. I., Hussain, M., Wu, Y., Zhang, X., Xiang, M., and Liu, X. (2017).
Successive soybean-monoculture cropping assembles rhizosphere microbial
communities for the soil suppression of soybean cyst nematode. FEMS
Microbiol. Ecol. 93:fiw222. doi: 10.1093/femsec/fiw222

Hartmann, M., Frey, B., Mayer, J., Mäder, P., and Widmer, F. (2015). Distinct soil
microbial diversity under long-term organic and conventional farming. ISME J.
9, 1177–1194. doi: 10.1038/ismej.2014.210

Jiao, S., Yang, Y., Xu, Y., Zhang, J., and Lu, Y. (2020). Balance between
community assembly processes mediates species coexistence in agricultural soil
microbiomes across eastern China. ISME J. 14, 202–216. doi: 10.1038/s41396-
019-0522-9

Koike, S. T., Groenewald, J. Z., and Crous, P. W. (2016). First report of black rot
caused by Boeremia exigua var. pseudolilacis on Artichoke in California. Plant
Dis. 100:524. doi: 10.1094/pdis-07-15-0767-pdn

Lecomte, C., Alabouvette, C., Edel-Hermann, V., Robert, F., and Steinberg, C.
(2016). Biological control of ornamental plant diseases caused by Fusarium
oxysporum : a review. Biol. Control 101, 17–30. doi: 10.1016/j.biocontrol.2016.
06.004

Li, C., Li, X., Kong, W., Wu, Y., and Wang, J. (2010). Effect of monoculture soybean
on soil microbial community in the Northeast China. Plant Soil 330, 423–433.
doi: 10.1007/s11104-009-0216-6

Li, G. F., Liu, K. X., Xiao, S. Q., Lu, Y. Y., Xue, C. S., and Wang, G. Q. (2016). First
report of leaf spot of maize (Zea mays) caused by Bipolaris spicifera in China.
Plant Dis. 100:855. doi: 10.1094/pdis-07-15-0750-pdn

Li, J., Wen, Y., Li, X., Li, Y., Yang, X., Lin, Z., et al. (2018). Soil labile organic carbon
fractions and soil organic carbon stocks as affected by long-term organic and
mineral fertilization regimes in the North China Plain. Soil Tillage Res. 175,
281–290. doi: 10.1016/j.still.2017.08.008

Frontiers in Plant Science | www.frontiersin.org 11 June 2022 | Volume 13 | Article 926731

https://www.ncbi.nlm.nih.gov/sra/
https://www.ncbi.nlm.nih.gov/sra/
https://www.frontiersin.org/articles/10.3389/fpls.2022.926731/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fpls.2022.926731/full#supplementary-material
https://doi.org/10.1038/ismej.2013.28
https://doi.org/10.1016/j.apsoil.2005.01.003
https://doi.org/10.1016/j.tplants.2013.11.006
https://doi.org/10.1016/j.micres.2015.07.007
https://doi.org/10.1300/j064v30n03_08
https://doi.org/10.1038/s41598-017-15955-9
https://doi.org/10.1016/j.soilbio.2016.12.014
https://doi.org/10.2136/sssaj1966.03615995003000050015x
https://doi.org/10.1007/s11104-014-2326-z
https://doi.org/10.1016/j.apsoil.2016.11.006
https://doi.org/10.3897/mycokeys.3.3065
https://doi.org/10.1007/s10658-017-1410-7
https://doi.org/10.1007/s00122-017-2866-8
https://doi.org/10.1016/j.envpol.2005.02.019
https://doi.org/10.1016/j.envpol.2005.02.019
https://doi.org/10.1093/nar/gkn879
https://doi.org/10.1002/jsfa.6565
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1007/bf00010407
https://doi.org/10.1016/j.soilbio.2011.07.022
https://doi.org/10.1016/j.soilbio.2011.07.022
https://doi.org/10.1093/femsec/fiw222
https://doi.org/10.1038/ismej.2014.210
https://doi.org/10.1038/s41396-019-0522-9
https://doi.org/10.1038/s41396-019-0522-9
https://doi.org/10.1094/pdis-07-15-0767-pdn
https://doi.org/10.1016/j.biocontrol.2016.06.004
https://doi.org/10.1016/j.biocontrol.2016.06.004
https://doi.org/10.1007/s11104-009-0216-6
https://doi.org/10.1094/pdis-07-15-0750-pdn
https://doi.org/10.1016/j.still.2017.08.008
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-926731 June 18, 2022 Time: 15:11 # 12

Song et al. Variation Characteristics of Fungal Community

Li, W., and Godzik, A. (2015). Cd-hit: a fast program for clustering and comparing
large sets of protein or nucleotide sequences. Bioinformatics 22, 1658–1659.
doi: 10.1093/bioinformatics/btl158

Li, X., and Yang, X. B. (2009). Similarity, pattern, and grouping of soybean fungal
diseases in the United States: implications for the risk of soybean rust. Plant Dis.
93, 162–169. doi: 10.1094/pdis-93-2-0162

Li, X. G., Ding, C. F., Hua, K., Zhang, T. L., Zhang, Y. N., Zhao, L., et al. (2014).
Soil sickness of peanuts is attributable to modifications in soil microbes induced
by peanut root exudates rather than to direct allelopathy. Soil Biol. Biochem. 78,
149–159. doi: 10.1016/j.soilbio.2014.07.019

Lindsay, W. L., and Norvell, W. A. (1978). Development of a DTPA soil test
for zinc, iron, manganese, and copper. Soil Sci. Soc. Am. J. 42, 421–428. doi:
10.2136/sssaj1978.03615995004200030009x

Liu, H., Pan, F., Han, X., Song, F., Zhang, Z., Yan, J., et al. (2019). Response of soil
fungal community structure to long-term continuous soybean cropping. Front.
Microbiol. 9:3316. doi: 10.3389/fmicb.2018.03316

Liu, J., Yao, Q., Li, Y., Zhang, W., Mi, G., Chen, X., et al. (2019). Continuous
cropping of soybean alters the bulk and rhizospheric soil fungal communities
in a Mollisol of Northeast PR China. Land Degrad. Dev. 30, 1725–1738. doi:
10.1002/ldr.3378

Liu, X., Li, Y., Han, B., Zhang, Q., Zhou, K., Zhang, X., et al. (2012). Yield response
of continuous soybean to one-season crop disturbance in a previous continuous
soybean field in Northeast China. Field Crops Res. 138, 52–56. doi: 10.1016/j.fcr.
2012.09.012

Liu, X., Zhang, J., Gu, T., Zhang, W., Shen, Q., Yin, S., et al. (2014a). Microbial
community diversities and taxa abundances in soils along a seven-year gradient
of potato monoculture using high throughput pyrosequencing approach. PLoS
One 9:e86610. doi: 10.1371/journal.pone.0086610

Liu, J., Sui, Y., Yu, Z., Shi, Y., Chu, H., Jin, J., et al. (2014b). High throughput
sequencing analysis of biogeographical distribution of bacterial communities
in the black soils of Northeast China. Soil Biol. Biochem. 70, 113–122. doi:
10.1016/j.soilbio.2013.12.014

Liu, Y. R., Zheng, Y. M., Shen, J. P., Zhang, L. M., and He, J. Z. (2010). Effects of
mercury on the activity and community composition of soil ammonia oxidizers.
Environ. Sci. Pollut. Res. 17, 1237–1244. doi: 10.1007/s11356-010-0302-6

Liu, Z., Liu, J., Yu, Z., Yao, Q., Li, Y., Liang, A., et al. (2020). Long-term continuous
cropping of soybean is comparable to crop rotation in mediating microbial
abundance, diversity and community composition. Soil Tillage Res. 197:104503.
doi: 10.1016/j.still.2019.104503

Logrieco, A., Moretti, A., and Solfrizzo, M. (2009). Alternaria toxins and plant
diseases: an overview of origin, occurrence and risks. World Mycotoxin J. 2,
129–140. doi: 10.3920/wmj2009.1145

Lu, J., Li, W., Yang, Y., Ye, F., Lu, H., Chen, X., et al. (2022). The impact of different
rotation regime on the soil bacterial and fungal communities in an intensively
managed agricultural region. Arch. Microbiol. 204:142. doi: 10.1007/s00203-
021-02615-w

Luo, S., Yu, L., Liu, Y., Zhang, Y., Yang, W., Li, Z., et al. (2016). Effects of reduced
nitrogen input on productivity and N2O emissions in a sugarcane/soybean
intercropping system. Eur. J. Agron. 81, 78–85. doi: 10.1016/j.eja.2016.09.002

Malekani, K., and Cresser, M. S. (1998). Comparison of three methods for
determining boron in soils, plants, and water samples. Commun. Soil Sci. Plant
Anal. 29, 285–304. doi: 10.1080/00103629809369946

Meriles, J. M., Vargas Gil, S., Conforto, C., Figoni, G., Lovera, E., March, G. J.,
et al. (2009). Soil microbial communities under different soybean cropping
systems: characterization of microbial population dynamics, soil microbial
activity, microbial biomass, and fatty acid profiles. Soil Tillage Res. 103, 271–281.
doi: 10.1016/j.still.2008.10.008

Mwaheb, M. A. M. A., Hussain, M., Tian, J., Zhang, X., Hamid, M. I., El-
Kassim, N. A., et al. (2017). Synergetic suppression of soybean cyst nematodes
by chitosan and Hirsutella minnesotensis via the assembly of the soybean
rhizosphere microbial communities. Biol. Control 115, 85–94. doi: 10.1016/j.
biocontrol.2017.09.011

Nguyen, N. H., Song, Z., Bates, S. T., Branco, S., Tedersoo, L., Menke, J., et al.
(2016). FUNGuild: an open annotation tool for parsing fungal community
datasets by ecological guild. Fungal Ecol. 20, 241–248. doi: 10.1016/j.funeco.
2015.06.006

Ofek-Lalzar, M., Sela, N., Goldman-Voronov, M., Green, S. J., Hadar, Y.,
and Minz, D. (2017). Niche and host-associated functional signatures of

the root surface microbiome. Nat. Commun. 5:4950. doi: 10.1038/ncomms
5950

Pan, F., Xue, A. G., McLaughlin, N. B., Li, S., Xu, Y., Zhao, D., et al. (2013).
Colonization of Clonostachys rosea on soybean root grown in media inoculated
with Fusarium graminearum. Acta Agric. Scand. B Soil Plant Sci. 63, 564–569.
doi: 10.1080/09064710.2013.816768

Pang, G., Cai, F., Li, R., Zhao, Z., Li, R., Gu, X., et al. (2017). Trichoderma-enriched
organic fertilizer can mitigate microbiome degeneration of monocropped soil
to maintain better plant growth. Plant Soil 416, 181–192. doi: 10.1007/s11104-
017-3178-0

Peralta, A., Sun, Y., McDanie, l M, and Lennon, J. (2018). Crop rotational diversity
increases disease suppressive capacity of soil microbiomes. Ecosphere 9:e2235.
doi: 10.1002/ecs2.2235

Pérez-Brandán, C., Huidobro, J., Grümberg, B., Scandiani, M. M., Luque, A. G.,
Meriles, J. M., et al. (2014). Soybean fungal soil-borne diseases: a parameter
for measuring the effect of agricultural intensification on soil health. Can. J.
Microbiol. 60, 73–84. doi: 10.1139/cjm-2013-0792

Petersen, G. W., and Corey, R. B. (1966). A modified Chang and Jackson procedure
for routine fractionation of inorganic soil phosphates. Soil Sci. Soc. Am. J. 30,
563–565. doi: 10.2136/sssaj1966.03615995003000050012x

Pii, Y., Mimmo, T., Tomasi, N., Terzano, R., Cesco, S., and Crecchio, C. (2015).
Microbial interactions in the rhizosphere: beneficial influences of plant growth-
promoting rhizobacteria on nutrient acquisition process. A review. Biol. Fertil.
Soils 51, 403–415. doi: 10.1007/s00374-015-0996-1

Pilon, M., Cohu, C. M., Ravet, K., Abdel-Ghany, S. E., and Gaymard, F. (2009).
Essential transition metal homeostasis in plants. Curr. Opinion Plant Biol. 12,
347–357. doi: 10.1016/j.pbi.2009.04.011

R Development Core Team. (2010). A Language and Environment for Statistical
Computing. Vienna: R Foundation for Statistical Computing.

Samouel, S., Iacovides, T., Evangelides, S., and Kanetis, L. (2016). First report of
Boeremia exigua var. exigua causing stem rot of Origanum dubium in Cyprus.
Plant Dis. 100:529. doi: 10.1094/pdis-07-15-0808-pdn

Saravanakumar, D., Lavanya, N., Muthumeena, K., Raguchander, T., and
Samiyappan, R. (2009). Fluorescent pseudomonad mixtures mediate disease
resistance in rice plants against sheath rot (Sarocladium oryzae) disease.
BioControl 54, 273–286. doi: 10.1007/s10526-008-9166-9

Saxena, J., Choudhary, S., Pareek, S., Choudhary, A. K., and Iquebal, M. A.
(2015). Recycling of organic waste through four different composts for disease
suppression and growth enhancement in mung beans. Clean Soil Air Water 43,
1066–1071.

Segata, N., Izard, J., Waldron, L., Gevers, D., Miropolsky, L., Garrett, W. S.,
et al. (2011). Metagenomic biomarker discovery and explanation. Genome Biol.
12:R60. doi: 10.1186/gb-2011-12-6-r60

Shen, Z., Penton, C. R., Lv, N., Xue, C., Yuan, X., Ruan, Y., et al. (2018).
Banana Fusarium wilt disease incidence is influenced by shifts of soil microbial
communities under different monoculture spans. Microb. Ecol. 75, 739–750.
doi: 10.1007/s00248-017-1052-5

Smith, R. G., Gross, K. L., and Robertson, G. P. (2008). Effects of crop diversity
on agroecosystem function: crop yield response. Ecosystems 11, 355–366. doi:
10.1007/s10021-008-9124-5

Soil Survey Staff. (2014). Keyto Soil Taxonomy. Washington, DC: United States
Department of Agriculture (USDA).

Song, X., Tao, B., Guo, J., Li, J., and Chen, G. (2018). Changes in the Microbial
Community Structure and Soil Chemical Properties of Vertisols Under
Different Cropping Systems in Northern China. Front.Environ.Sci. 6:132. doi:
10.3389/fenvs.2018.00132

Sun, R. B., Dsouza, M., Gilbert, J. A., Guo, X. S., Wang, D. Z., et al. (2016). Fungal
community composition in soils subjected to longterm chemical fertilization
is most influenced by the type of organic matter. Environ.Microbiol. 18, 5137–
5150. doi: 10.1111/1462-2920.13512

Walkley, A., and Black, I. A. (1934). An examination of the degtjareff method for
determining soil organic matter, and a proposed modification of the chromic
acid titration method. Soil Sci. 37, 29–38. doi: 10.1097/00010694-193401000-
00003

Wang, J., Li, X., Zhang, J., Yao, T., Wei, D., Wang, Y., et al. (2013). Effect
of root exudates on beneficial microorganisms—evidence from a continuous
soybean monoculture. Plant Ecol. 213, 1883–1892. doi: 10.1007/s11258-012-
0088-3

Frontiers in Plant Science | www.frontiersin.org 12 June 2022 | Volume 13 | Article 926731

https://doi.org/10.1093/bioinformatics/btl158
https://doi.org/10.1094/pdis-93-2-0162
https://doi.org/10.1016/j.soilbio.2014.07.019
https://doi.org/10.2136/sssaj1978.03615995004200030009x
https://doi.org/10.2136/sssaj1978.03615995004200030009x
https://doi.org/10.3389/fmicb.2018.03316
https://doi.org/10.1002/ldr.3378
https://doi.org/10.1002/ldr.3378
https://doi.org/10.1016/j.fcr.2012.09.012
https://doi.org/10.1016/j.fcr.2012.09.012
https://doi.org/10.1371/journal.pone.0086610
https://doi.org/10.1016/j.soilbio.2013.12.014
https://doi.org/10.1016/j.soilbio.2013.12.014
https://doi.org/10.1007/s11356-010-0302-6
https://doi.org/10.1016/j.still.2019.104503
https://doi.org/10.3920/wmj2009.1145
https://doi.org/10.1007/s00203-021-02615-w
https://doi.org/10.1007/s00203-021-02615-w
https://doi.org/10.1016/j.eja.2016.09.002
https://doi.org/10.1080/00103629809369946
https://doi.org/10.1016/j.still.2008.10.008
https://doi.org/10.1016/j.biocontrol.2017.09.011
https://doi.org/10.1016/j.biocontrol.2017.09.011
https://doi.org/10.1016/j.funeco.2015.06.006
https://doi.org/10.1016/j.funeco.2015.06.006
https://doi.org/10.1038/ncomms5950
https://doi.org/10.1038/ncomms5950
https://doi.org/10.1080/09064710.2013.816768
https://doi.org/10.1007/s11104-017-3178-0
https://doi.org/10.1007/s11104-017-3178-0
https://doi.org/10.1002/ecs2.2235
https://doi.org/10.1139/cjm-2013-0792
https://doi.org/10.2136/sssaj1966.03615995003000050012x
https://doi.org/10.1007/s00374-015-0996-1
https://doi.org/10.1016/j.pbi.2009.04.011
https://doi.org/10.1094/pdis-07-15-0808-pdn
https://doi.org/10.1007/s10526-008-9166-9
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1007/s00248-017-1052-5
https://doi.org/10.1007/s10021-008-9124-5
https://doi.org/10.1007/s10021-008-9124-5
https://doi.org/10.3389/fenvs.2018.00132
https://doi.org/10.3389/fenvs.2018.00132
https://doi.org/10.1111/1462-2920.13512
https://doi.org/10.1097/00010694-193401000-00003
https://doi.org/10.1097/00010694-193401000-00003
https://doi.org/10.1007/s11258-012-0088-3
https://doi.org/10.1007/s11258-012-0088-3
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-926731 June 18, 2022 Time: 15:11 # 13

Song et al. Variation Characteristics of Fungal Community

Wright, P., Falloon, R., and Hedderley, D. (2015). Diferent vegetable crop rotations
afect soil microbial communities and soilborne diseases of potato and onion:
literature review and a long-term feld evaluation. N.Z.J. Crop Hort 43, 85–110.
01140671.2014.979839 doi: 10.1080/

Wu, L., Chen, J., Wu, H., Wang, J., Wu, Y., Lin, S., et al. (2016). Effects
of consecutive monoculture of Pseudostellaria heterophylla on soil fungal
community as determined by pyrosequencing. Sci. Rep. 6:26601. doi: 10.1038/
srep26601

Wu, L., Wang, J., Huang, W., Wu, H., Chen, J., Yang, Y., et al. (2015). Plant-
microbe rhizosphere interactions mediated by Rehmannia glutinosa root
exudates under consecutive monoculture. Sci. Rep. 5:15871. doi: 10.1038/srep1
5871

Xiang, X., Liu, J., Zhang, J., Li, D., and Kuzyakov, Y. (2020). Divergence in fungal
abundance and community structure between soils under long-term mineral
and organic fertilization. Soil Tillage Res. 196:104491.

Xiong, W., Zhao, Q., Xue, C., Xun, W., Zhao, J., Wu, H., et al. (2016). Comparison
of fungal community in black pepper-vanilla and vanilla monoculture systems
associated with vanilla Fusarium wilt disease. Front. Microbiol. 7:117. doi: 10.
3389/fmicb.2016.00117

Xu, L., Ravnskov, S., Larsen, J., and Nicolaisen, M. (2012). Linking fungal
communities in roots, rhizosphere, and soil to the health status of Pisum
sativum. FEMS Microbiol. Ecol. 82, 736–745. doi: 10.1111/j.1574-6941.2012.
01445.x

Yan, M. C., Xu, T. T., Song, P. H., and Dai, J. J. (2012). Effects of different cropping
patterns of soybean and maize seedlings on soil enzyme activities and MBC
and MBN. J. Northeast Agric. Univ. 19, 42–47. doi: 10.1016/s1006-8104(13)6
0049-5

Yao, Q., Xu, Y., Liu, X., Liu, J., Huang, X., Yang, W., et al. (2019). Dynamics of soil
properties and fungal community structure in continuous-cropped alfalfa fields
in northeast China. PeerJ. 7:e7127. doi: 10.7717/peerj.7127

Yu, G. B., Wu, F. Z., and Zhou, X. (2011). Effects of rotations of cucumber with
wheat and hairy vetch on soil micro-ecological environment and its yield. J. Soil
48, 175–184.

Zhou, X., Wang, Z., Jia, H., Li, L., and Wu, F. (2018). Continuously monocropped
Jerusalem artichoke changed soil bacterial community composition and
ammonia-oxidizing and denitrifying bacteria abundances. Front. Microbiol.
9:705. doi: 10.3389/fmicb.2018.00705

Conflict of Interest: 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.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Song, Huang, Li, Zhao, Tao and Zhang. 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) and the copyright owner(s) 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 Plant Science | www.frontiersin.org 13 June 2022 | Volume 13 | Article 926731

https://doi.org/10.1080/
https://doi.org/10.1038/srep26601
https://doi.org/10.1038/srep26601
https://doi.org/10.1038/srep15871
https://doi.org/10.1038/srep15871
https://doi.org/10.3389/fmicb.2016.00117
https://doi.org/10.3389/fmicb.2016.00117
https://doi.org/10.1111/j.1574-6941.2012.01445.x
https://doi.org/10.1111/j.1574-6941.2012.01445.x
https://doi.org/10.1016/s1006-8104(13)60049-5
https://doi.org/10.1016/s1006-8104(13)60049-5
https://doi.org/10.7717/peerj.7127
https://doi.org/10.3389/fmicb.2018.00705
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/
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles

	Characteristics of Soil Fungal Communities in Soybean Rotations
	Introduction
	Materials and Methods
	Study Site Description and Soil Sample Collection
	Analysis of Physical and Chemical Properties of Soil Samples
	Soil DNA Extraction
	Quantitative Real-Time PCR
	Illumina MiSeq Sequencing
	Processing of Sequencing Data
	Statistical Analysis

	Results
	Effects of Cropping Systems on the Soil Fungal Community
	Effects of Cropping Systems on the Floristic Composition of the Soil Fungal Community
	Potential Pathogenic and Beneficial Fungi
	Correlation Between Soil Fungi and Soil Chemical Properties

	Discussion
	Effects of Cropping Systems on Fungal Abundance and Community Composition
	The Relative Abundance of Potentially Pathogenic and Beneficial Fungi in Different Cropping Systems Was Significantly Different
	Fungal Communities Were Significantly Correlated With Soil Chemical Properties

	Conclusion
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


