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Continuous cropping can lead to increased soil-borne diseases of sugar

beet (Beta vulgaris L.), resulting in a reduction in its yield quality. However,

our understanding of the influence of continuous cropping on sugar beet-

associated microbial community is limited and their interactions remain

unclear. Here, we described and analyzed microbial diversity (N = 30)

from three sugar beet belowground compartments (bulk soil, rhizosphere

soil, and beetroot) using 16S rRNA and ITS sequencing. The continuous

cropping showed lower bacterial alpha diversity in three belowground

compartments and higher fungal alpha diversity in roots compared to

the non-continuous cropping. There were significant differences in fungal

community composition between the two groups. Compared with non-

continuous cropping, continuous cropping increased the relative abundance

of potentially pathogenic fungi such as Tausonia, Gilbellulopsis, and Fusarium,

but decreased the relative abundance of Olpidium. The fungal flora in the

three compartments displayed different keystone taxa. Fungi were more

closely related to environmental factors than bacteria. Overall, changes in

microbial diversity and composition under continuous cropping were more

pronounced in the fungal communities, and the results of the study could

guide development strategies to mitigate continuous crop adversity.
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Introduction

Sugar beet (Beta vulgaris L.) is not only the raw material in
the sugar industry but also an important global feed (Chhikara
et al., 2019; Li et al., 2020). The planted area accounts for
about one-third of the global sugar crop planting area and
provides 16% of the world’s sugar production (Geng and Yang,
2015; de Oliveira et al., 2020). The cultivation area and yield
of sugar beet are second only to sugar cane (Mall et al., 2021).
A good soil environment is a prerequisite for high sugar yields
in sugar beet, which is a taproot crop that should not be grown
continuously (Geng et al., 2020; Huang et al., 2021). However,
due to poor land use and cultivation practices, sugar beet is often
grown in succession, resulting in poor plant growth, frequent
pests and diseases, reduced sugar content, and lower yields
(Huang et al., 2020).

Soil and crops harbor an extraordinarily rich diversity of
microbiomes that can impact their health by influencing the
nutrient element cycle and affecting soil fertility (Bai Y. et al.,
2015; Zhu B. et al., 2020). Soil microorganisms play key roles in
the cycle of soil nutrient elements and soil material metabolism
but are sensitive to changes in environmental conditions
(Bastida et al., 2021). They are affected by soil properties
(Subhashini and Kumar, 2019). Most of these soil properties
are associated with microbiomes, soil pH, and enzyme activity
(Wang et al., 2020). Additionally, the root microbiome has
been widely used as the best indicator of host plant fitness
(Zhu et al., 2018). Notably, plant root-associated, bulk soil, and
rhizosphere soil microbiomes have caught widespread attention
due to their crucial roles in host growth and development
(Fitzpatrick et al., 2018).

Black soils play a key role in the crucial soil resources
of Northeast China and are one of the most important
factors in lasting national food security (Liu Z. et al.,
2020). The intensification of sugar beet monoculture is
happening on a wide scale in these areas due to limitations
in cultivated land, economic benefits, and a requirement
for enhancing regional agricultural industrialization (Samadi
et al., 2008). Recent studies have shown that long-term
continuous cropping affects the plant root-associated, bulk
soil, and rhizospheric soil microbial structure (Miao et al.,
2016; Bracho-Mujica et al., 2019; Liu H. et al., 2020; Yuan
M. et al., 2021). In contrast, such variations further contribute
to the degree of long-term continuous cropping obstacles
(Sun et al., 2017). Thus, the healthy and stable microbial
community structure in the microecology may be essential
for maintaining stable crop yields and relieving continuous
cropping obstacles (Gao et al., 2019). It has recently been
found that continuous cropping can lead to changes in soil
chemical properties (Perez-Brandan et al., 2014), alterations
in soil enzyme activity, soil-borne pathogen accumulation
(Xiong et al., 2015), enrichment of allelochemical substances,
and soil microbial community changes (Bai L. et al., 2015).

Therefore, understanding how plant root-associated, bulk soil,
and rhizosphere soil microbiomes respond to agricultural
management measures and crop physiological conditions is of
great significance to agricultural production (Chen et al., 2019).

The effects of continuous cropping obstacles on soil
microorganisms and plant growth have been studied (Huang
et al., 2020, 2021). However, a comprehensive study of the
diversity of soil and root microbial communities during the
growth of sugar beet seedlings in continuous cropping soil
has not yet been reported. In this study, we performed pot
experiments to examine the microbial community composition
and functions of sugar beet bulk soil, rhizosphere soil, and
seedling roots in continuous cropping and non-continuous
cropping systems using high-throughput sequencing
technology. The main objectives of the study were (1) to
reveal the effect of continuous cropping on the composition
and diversity of bacterial and fungal communities in three
belowground compartments (bulk soil, rhizosphere soil, and
beetroot); (2) to evaluate the correlation of microbial changes
with soil characteristics; and (3) to predict changes in the
ecological functions of microbes in sugar beet continuous
cropping system. This study aimed to provide a theoretical basis
for mitigating succession barriers in sugar beet and to provide
important guidance for developing improved agricultural
regulatory strategies.

Materials and methods

Plant material and experimental design

Seeds of sugar beet (KWS1176 from KWS Company of
Germany) were selected as plant materials in this experiment.
KWS1176 is a pelletized seed which is film-coated and wrapped
in a thin layer containing thiram to kill pathogens on the
seeds after disinfection. In our previous studies, it was found to
exhibit strong resistance to adversity and is more widely used in
Northeast China. The soil was sourced from the black soil area in
Hulan District, Harbin City, Heilongjiang Province (latitude and
longitude: 46◦00′14′′ E, 126◦38′49′′ N). Soil samples included
soils from a maize-beet rotation (previous crop was maize)
and soils from 3 years of continuous sugar beet crop (2-year
recrop soils), both collected from adjacent plots with similar
agricultural management practices. We sowed the beet pelleted
seeds after washing off the coating with sterile water. The seeds
were sown in a plastic pot containing 0.7 kg of soil. In this
experiment, each pot was sown with six seeds and was irrigated
with 50 mL of Hoagland nutrient solutions every 10 days. The
samples were distributed as follows: non-continuous cropping
group and continuous cropping group. To ensure the normal
growth of plants, only one seedling was selected in each pot after
5 days of planting. All pots were incubated in a laboratory with
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the following photoperiod: day (lights on) 7 am–9 pm, 24◦C;
night (lights off), 19◦C.

Plant and soil sampling

Harvesting was carried out on the 30th day. Beetroots,
rhizosphere soils, and bulk soils were processed as previously
described (Bulgarelli et al., 2012). Each treatment group was
randomly selected from uniformly growing sugar beet, and five
replicates of each treatment were recorded as one replicate by
taking three pots of samples and mixing them. Beet plants
were manually collected from the plastic pots and bulk soil
aggregates were separated by shaking plant roots. The bulk
soil samples were sampled from the pots and passed through
the sterile 2-mm sieve. The bulk soil was divided into two
parts for subsequent analysis. One portion was air-dried for
soil properties and soil enzyme activities, and the other portion
was frozen in liquid nitrogen and stored at −80◦C for the
sequencing of microbes. To standardize the sampling, we used
a sterile scalpel to dissect the roots under the beet seedling
stems to maximize repeatability. Beetroots were pooled into
a sterile 50 mL tube containing 25 mL of sterile Silwet L-77
amended phosphate-buffered saline solution (PBS) (per liter:
7 mM Na2HPO4, 3 mM NaH2PO4, 200 µL Silwet L-77, and
pH 7.0) and were vigorously mixed with a vortex for 15 s to
detach from the root surfaces to produce the rhizosphere soil.
Then samples were subjected to centrifugation at 3,200 g for
15 min to get the rhizosphere soil. For beetroot DNA extraction,
roots were transferred to a new 50 mL sterile tube containing
25 mL of PBS, and vortexed. Repeat the steps until the phosphate
buffer in the centrifuge tube was no longer turbid. Then, the root
was transferred into another sterile tube and sonicated for 10
cycles, consisting of 30 s bursts and rests of 30 s. The purpose
of this step was to remove the microorganisms attached and
further clean the outer surface of the roots. Finally, the roots
were transferred to a fresh volume of 25 mL of PBS and the
sonicated roots were defined as beetroot. The beetroot samples
and rhizosphere soil were then stored at −80◦C until DNA
extraction. Through the use of scanning electron microscopy
and microbial culture techniques, Xiao et al. (2017) confirmed
that the microorganisms on the root surface could be removed
by the above steps.

Determination of soil properties and
plant indicators

Five plants were randomly selected for plant height, root
fresh weight, and dry weight. Five sugar beet plants of uniform
growth were randomly selected from each treatment group and
washed with deionized water for measuring root vigor. The
root vitality of the sugar beet plants was measured according T
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to the alpha naphthylamine method (Ramasamy et al., 1997).
Root morphology and root area (five plants) were determined
by WINRHIZO software (Regent Instruments Inc., Quebec, QC,
Canada). The air dried bulk soil samples were passed through
a 2-mm sieve as described by Bao (2005). Air-dried soils were
used to determine soil physicochemical properties and soil
enzyme activity (pH, EC, AN, AK, AP, sucrase, acid phosphatase,
CAT, and urease). Specifically, the hydrogen potential (pH)
and electrical conductivity (EC) of the soil were measured
with a potentiometer after shaking for 30 min at the soil
to distilled water ratio of 1:2.5. Soil available nitrogen (AN)
was measured by changing available nitrogen into ammonia.
Soil available phosphorus (AP) was determined by leaching
with sodium bicarbonate solution and molybdenum-antimony
colorimetric method. Soil available potassium (AK, extracted in
ammonium acetate) was determined by the flame photometer.
Soil catalase activity (CAT) was measured according to KMnO4

titration. Soil urease was based on urea and the enzyme
activity was determined based on the enzymatic product
ammonia interacting with phenol-sodium hypochlorite to
produce blue indophenol. Soil sucrase content was determined
by a colorimetric method using 3,5-dinitrosalicylic colorimetry
and the amount of reducing sugars was used to express the
enzyme activity. Soil acid phosphatase activity was determined
by a colorimetric method using sodium benzene phosphate to
express enzyme activity as phenol content. All bulk soil samples
were assayed in five replicates, and inorganic controls were
required for each treatment for the soil enzyme assay.

DNA extraction and amplicon
sequencing

The non-continuous cropping sugar beet bulk soil (Sn),
its rhizosphere soil (Rn), its beetroot (Bn), and continuous
cropping samples (Sc, Rc, and Bc) were extracted as research
materials. DNA was extracted from bulk soil, rhizosphere soil,
and root samples (0.5 g per sample) by the E.Z.N.A R©. Soil
DNA Kit (Omega Bio-tek, Norcross, GA, United States). DNA
quality and integrity were examined using 1% agarose gel
electrophoresis. 16S rRNA genes were selected for the V3–
V4 region and fungal ITS amplification was selected for the
ITS1–ITS2 region (Huang et al., 2020). This 16S and ITS high
throughput sequencing was performed by BIOZERON Ltd.
(Shanghai, China).

Processing of sequencing data

The MiSeq platform PE250 (Illumina, Inc., CA,
United States) was used for double-end sequencing and the
PANDAseq software was used for splicing to obtain long reads
with highly variable regions. QIIME was used to analyze the raw

FIGURE 1

Alpha diversity of the bacterial and fungal communities. Panels
(A,B) representing alpha diversity of the bacterial community;
(C,D) representing alpha diversity of the fungal community.
Different letters (P < 0.05) were considered to have
Significances on the top. Sc, continuous cropping bulk soil; Sn,
non-continuous cropping bulk soil; Rc, continuous cropping
rhizosphere soil; Rn, non-continuous cropping rhizosphere soil;
Bc, continuous cropping sugar beet root; Bn, non-continuous
cropping sugar beetroot.

sequence data, and the 250 bp reads were truncated, receiving
a low-quality score (≤20), and those shorter than 50 bp were
discarded (Caporaso et al., 2010). Removal of chimeras using
UCHIME software (Edgar et al., 2011). OTU clustering based
on 97% sequence similarity using the UPARSE plug-in (Edgar,
2010). Species annotation of OTU representative sequences
against the Greengenes database was performed using the RDP
classifier (80% confidence interval) (Wang et al., 2007). OTUs
with annotated results for chloroplasts and mitochondria or
OTUs with only one sequence (singletons) were removed.
Given the variation in sequencing depth between samples,
the OTUs were normalized for subsequent analysis using the
least square method.

Statistical analyses

The rarefaction was calculated using the software Mothur
(Schloss et al., 2009) and conducted to reveal the alpha diversity,
including the Chao1 and Richness indices (Schloss et al., 2011).
To test the statistical significance of the structural similarity
between communities with different sampling treatments,
UniFrac-based hierarchical clustering (Lozupone et al., 2011)
was performed using the community ecology package (Wang
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et al., 2012). Displacement multivariate analysis of variance
(PERMANOVA) and non-metric multidimensional scaling
analysis (NMDS) were used to examine and visualize differences
in the structure of the bacterial and fungal communities in
the three compartments, respectively. To identify biomarkers
of important microbial taxa, LEfSe (linear discriminant analysis
effect size) analysis was performed as previously reported
(Segata et al., 2011). The relationship between changes and
dissimilarities was analyzed by the Kruskal–Wallis sum-rank
test, and the threshold was set at 0.05. For LDA analysis, the
threshold for the size effect of each OTU was set at the threshold
for abundant taxa (Ijaz et al., 2018). To further evaluate
the relationship between microbial community composition
and nine factors of physicochemical properties, the spearman
rank correlation and mantel tests were visualized using the
“ggcor” software package (Yuan M. M. et al., 2021). Functional
annotation of 16S rRNA bacterial gene sequences from the
SILVA database was performed using the Tax4Fun software
package and the FAPROTAX package. Analysis of variance,
Tukey’s test, and Duncan’s test were performed using IBM SPSS
19.0 software. Box line plots were drawn using PRISM (Version
7.0) software. The rest of our analyses were performed with the
aid of R software (Version 4.0.0) and the BIOZERON cloud
platform1.

Results

Soil properties and plant growth
indicators

While the soil pH and AK were decreased, EC, AP,
and AN were increased in the continuous cropping group
compared to that of the non-continuous cropping group
(Table 1). In addition, the continuous cropping group exhibited
higher Catalase and urease activities, while sucrase and acid
phosphatase activities were higher in the non-continuous
cropping group (Table 1). We found that the plant height
(Height), fresh weight (FW), root dry (DW), root vitality
(RA), and root surface area (RSA) in the site with the
continuous cropping group were significantly lower than the
group with the non-continuous cropping group (Table 2 and
Supplementary Figure 1).

Alpha diversity of the microbial
community

We evaluated the alpha diversity of different compartments
using the Chao1 and Richness indices to measure microbial

1 http://210.22.121.250/CloudPlatform/home

community diversity and richness, respectively (Figure 1
and Supplementary Table 1). The continuous cropping
group decreased the bacterial richness index (Chao1 and
Richness) in three belowground compartments compared to
the non-continuous crop group. However, the continuous
cropping group had different effects on the fungal richness
indices of the three underground compartments. The
continuous cropping group significantly decreased the
fungal diversity of the bulk soil and increased the fungal
diversity of the beetroot compared to the non-consecutive
cropping group. The results of the two-way ANOVA
(Supplementary Table 2) showed that compartment had a
significant effect on alpha-diversity (P < 0.01). This indicated
that continuous cropping can affect the alpha diversity in
plants and soils.

Beta diversity of the microbial
community

The NMDS with the unweighted UniFrac algorithm
demonstrated that the bacterial and fungal communities
from the different compartment samples were clustered
separately (Figures 2A,B). It showed that these samples under
continuous cropping group and non-continuous cropping
group formed distinct clusters in the plotted ordination space.
The bulk soil and rhizosphere soil were clustered together,
while they were significantly separated from the beetroot.
A heat map of the Beta diversity index was constructed
(Figures 2C,D). The results revealed that the bulk soil
shared the highest level of correlation with rhizosphere soil.
It suggested that microbial community composition varies
considerably across compartments. Moreover, the soil and
beetroot microbial communities differed considerably between
the two treatment groups.

Microbial community structure
variations

This study also showed the composition of bacterial
and fungal species from phylum to genus level in beetroot,
rhizosphere soil, and bulk soil samples subjected to the different
types of soil treatment alternatives. The proportional abundance
of dominant taxa changed under different cropping systems and
compartment conditions.

The operational taxonomic units (OTUs) of the different
compartments of bacterial communities belonged to 39
phyla, 113 classes, 259 orders, 413 families, and 846 genera.
The top 10 bacterial phyla in terms of compartment
abundance included Proteobacteria, Actinobacteria,
Bacteroidota, Acidobacteriota, Cyanobacteria, Chloroflexi,
Patescibacteria, Gemmatimonadetes, Myxococcota,
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TABLE 2 Plant indicators for different groups.

Group Height (cm) FW (g) DW (g) RA (µg/g*h) RSA (cm2)

Bc 10.967± 0.503b 3.00± 2.176b 0.271± 0.012b 197.934± 6.885b 58.080± 3.323b

Bn 14.200± 0.047a 7.97± 0.818a 1.192± 0.059a 262.911± 9.108a 121.747± 23.895a

Bc, continuous cropping sugar beetroot; Bn, non-continuous cropping sugar beetroot. Values are means± standard deviation (n = 5), followed by the same letter for a given factor which
are not significantly different (P < 0.05; Wilcoxon test).

FIGURE 2

Spearman clustering heatmap and Unweighted UniFrac NMDS of the bacterial and fungal communities. Panels (A,C) representing clustering
heatmap and NMDS of the bacterial community; (B,D) representing clustering heatmap and NMDS of the fungal community. The color code
indicated relative abundance, ranging from blue (low correlation) to red (high correlation). Sc, continuous cropping bulk soil; Sn,
non-continuous cropping bulk soil; Rc, continuous cropping rhizosphere soil; Rn, non-continuous cropping rhizosphere soil; Bc, continuous
cropping sugar beetroot; Bn, non-continuous cropping sugar beetroot.

and Verrucomicrobiota (Figure 3A). The total of
these phyla accounted for more than 98.2% of the
bacterial sequences. Proteobacteria and Actinobacteria
accounted for 66% of the bacterial community and

were the two largest phyla. The relative abundance of
Proteobacteria increased in the continuous cropping,
respectively, compared to levels in the non-continuous
cropping, and the abundance of rhizosphere soil and
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FIGURE 3

Phylum and genus level taxonomic differences in bacterial and fungal communities. Distribution of the most abundant bacterial (A) and fungal
(B) phyla. The area on the Outer left ring represents the contribution of each phylum in each sample. Distribution of the most abundant bacterial
(C) and fungal (D) genera. Sc, continuous cropping bulk soil; Sn, non-continuous cropping bulk soil; Rc, continuous cropping rhizosphere soil;
Rn, non-continuous cropping rhizosphere soil; Bc, continuous cropping sugar beetroot; Bn, non-continuous cropping sugar beetroot.

beetroot was greater than that of bulk soil (Figure 3C).
Furthermore, the abundance of Actinobacteriota decreased.
Pseudomonas, Flavobacterium, and Pedobacter were
significantly higher in abundance in the continuous
cropping samples. In contrast to bulk soil, the rhizosphere
soil and beetroot harbored a higher portion of
Novosphingobium.

The fungal OTUs belonged to 7 phyla, 25 orders, 71 families,
163 families, and 363 genera in the high-throughput sequencing
results. The four phyla were Ascomycota, Olpidiomycota,

Basidiomycota, and Mucoromycota (Figure 3B). Ascomycota
was dominant in the continuous cropping group, especially
continuous cropping beetroot (84.0%), and Olpidiomycota
was dominated by non-continuous cropping beetroot (85.8%)
and rhizosphere soil (76.7%). The relative abundance of
Tausonia, Fusarium, and Gilbellulopsis increased in the
continuous cropping, respectively, compared to levels in
the non-continuous cropping. Moreover, the Tausonia
abundance of rhizosphere and bulk soil was greater than
that of beetroot, and the Fusarium abundance of beetroot
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is greater than that of other treatment groups (Figure 3D).
Furthermore, the continuous cropping group Olpidium was
reduced and had the lowest abundance compared to the
non-continuous cropping group.

In addition, ternary plots showed that many phyla were
present in similar proportions in the three compartments
(bulk soil, rhizosphere soil, and beetroot), but that some
were comparatively more abundant at a specific position
(Figure 4). We found that a proportion of bacterial
phyla were significantly enriched in beetroots, while bulk
and rhizosphere soils shared the majority of bacterial
phyla (Figure 4A). The ternary plots showed that the
dominant bacterial phylum was similarly distributed in
the different compartments, while the fungal phylum
differed more microbially at the level of the fungi.
The specific fungal phylum in the beetroots of the
continuous cropping group was Ascomycota, whereas the
specific fungal phylum in the non-continuous cropping
group was Olpidiomycota in both rhizosphere soil and
beetroots (Figure 4B).

Discovery of biomarkers in microbial
communities

Differences in compartment microorganism community
were assessed using linear discriminant analysis effect size
(LEfSe) analysis at a linear discriminate analysis (LDA)
threshold of 3 (Figure 5). Across the bacterial community, there
were more species of Actinobacteria, Acidobacteria, Bacteroides,
Proteobacteria, and there were species differences between the
six test groups (Figure 5A).

For root microbial communities, continuous biomarkers
included Flavobacterium (its phylum to genus), Streptomyces
(its order to genus), Rhizobium (its order to genus),
Comamonadaceae (family), Pseudoxanthomonas (genus),
and Stenotrophomonas (genus), while the non-continuous
cropping biomarkers mainly included Glycomyces (its phylum
and order), Lechevalieria (its order to genus), and Steroidobacter
(its order to genus). For the rhizosphere microbial community,
continuous cropping rhizosphere soil biomarkers included
Massilia (its order, family and genus), Pseudomonas (its order
to genus), Pedobacter (by order to genus), Xanthomonadaceae
(its order and family) and Proteobacteria (family), while
the non-continuous cropping rhizosphere soil biomarkers
mainly included Novosphingobium (its order to genus) and
Burkholderia (its order to genus). In the bulk soil microbial
community, Gemmatimonadaceae (its phylum to family),
Intrasporangiaceae (its phylum to family), Frankiales (order),
Gaiellales (order), Micrococcaceae (family), Arthrobacter
(genus), and Pseudarthrobacter (genus) were significantly
enriched in the continuous cropping group, while RB41 (its

phylum to genus), Vicinamibacteraceae (its order to family),
Nocardioidaceae (its order to family), Solirubrobacterales (its
order and phylum) Microtrichales (order), MB_A2_108 (order),
Chloroflexia (its phylum and order), and KD4_96 (order) were
significantly enriched in non-continuous cropping group.

Among the fungal communities, Ascomycota and
Basidiomycota species were more numerous, and there
were species differences between the five test groups
(Figure 5B). For the beetroot microbial community, the
phylum level of continuous cropping beetroot biomarkers
included Ascomycota and Basidiomycota, while the genus
level included Alternaria, Plectosphaerella, Dactylonectria,
and Fusarium, while Olpidiomycota (from phyla to genus)
was significantly enriched in non-continuous cropping
beetroot. For the rhizosphere soil microbial community,
continuous cropping rhizosphere soil biomarkers included
Trichocladium and Tausonia (from phylum to genus). In
the bulk soil microbial community, Phoma (its family
and genus), Pseudombrophila (by order to genus), and
Gibellulopsis (genus) were significantly enriched in continuous
cropping bulk soil, while Chaetomiaceae (its order and family),
Helotiales (its class and order), and Mortierella (by order
to genus) were significantly enriched in non-continuous
cropping bulk soil.

Environmental drivers of
compartments microbial community
composition

The environmental drivers of changes in the microbiome of
three belowground compartments were explored by calculating
correlations between the microbial community composition and
soil properties (Figure 6). To conclude which environmental
factors caused changes in the composition of the microbial
community in the compartments, we correlated differences
in functional community composition with soil properties
employing distance correction. Soil pH, catalase, urease, and
AK were significantly and negatively correlated with AN, AP,
EC, acid phosphatase, and sucrase. As shown in Figure 6,
the environmental factors were highly correlated with both
bulk soil and beetroot of the bacterial (Figure 6A) and
fungal (Figure 6B) microbiomes (P < 0.05). The fungal
microbiome of rhizosphere soil was significantly related to
environmental factors (P < 0.05). However, the bacterial
rhizosphere soil microbiome only had a significant correlation
with EC. This suggested the diversity and composition of the
rhizosphere fungal community were more closely related to
environmental factors than to bacteria. Besides, environmental
factors were significantly related to both the functional (based
on FAPROTAX annotation) and fungal taxonomic composition
of the compartments’ microbiome. The bacterial taxonomic
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FIGURE 4

Ternary plots indicating compartment specificity of phyla from bacterial and fungal communities. Each color circle represents a phylum level.
The dimension of each circle represents its weighted average. The position of each circle is decided by the contribution to the three
compartments (bulk, rhizosphere, and beetroot) to the total weighted average. The dotted latticework of each triangle indicates 20%
increments of contribution. Panels (A,B) representing ternary plots of the bacterial community of two treatment groups; (C,D) representing
ternary plots of the fungal community of two treatment groups. Sc, continuous cropping bulk soil; Sn, non-continuous cropping bulk soil;
Rc, continuous cropping rhizosphere soil; Rn, non-continuous cropping rhizosphere soil; Bc, continuous cropping sugar beetroot;
Bn, non-continuous cropping sugar beetroot.

composition had no significant correlation with the soil
environmental factors (P > 0.05).

Functions of bacterial communities

In the FAPROTAX database of microbial ecological function
predictions, the annotated OTU was assigned to 61 predicted
functional groups. Nevertheless, in the Kruskal–Wallis test,
only 50 groups showed significant differences between the
six compartments (P < 0.05). Therefore, they were plotted
as a functional heatmap (Figure 7). Among these function
predictions, nitrogen (10 groups), carbon (6 groups), sulfur
(3 groups), and manganese (1 group) were involved in the
geochemical cycle. The N cycle-related functions showed

different performances in the three compartments, and the
N cycle-related functions were basically positively correlated
with the bulk soil compartment, such as denitrification,
nitrate denitrification, nitrate respiration, and nitrous oxide
denitrification. Continuous cropping of bulk soil enhanced
the soil’s functional advantages of phototrophy, photosynthetic
cyanobacteria, oxygenic photoautotrophy, and aliphatic non-
methane hydrocarbon degradation. These functions, including
dark oxidation of sulfur compounds, nitrogen respiration,
nitrate respiration, and human pathogens, were significantly
(P < 0.05) enhanced in the rhizosphere soil and root zone
of the continuous cropping area compared to the non-
continuous cropping area.

The first reference pathway that contained genes
in the first five of the KEGG pathway analysis was
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FIGURE 5

Cladogram obtained from LEfSe analysis showing changes in different abundances of bacterial (A) and fungal (B) community at different
taxonomic levels. The circles radiating from inside to outside represent the taxonomic level from phylum to genus. The different color nodes in
the branches represent the microbial groups that play an important role in the color group. The species names represented by the English
letters in Figure are displayed in the legend on the right. Sc, continuous cropping bulk soil; Sn, non-continuous cropping bulk soil;
Rc, continuous cropping rhizosphere soil; Rn, non-continuous cropping rhizosphere soil; Bc, continuous cropping sugar beetroot;
Bn, non-continuous cropping sugar beetroot.

metabolic, environmental information processing, genetic
information processing, human diseases, and cellular
processes. The number of metabolic pathway genes
with the highest content was about 25 times higher
than that of the second residual genes (Supplementary
Figure 2A). The metabolic pathways of the second reference
pathway containing the first five genes in KEGG pathway
analysis were global and overview maps; carbohydrate

metabolism, amino acid metabolism; energy metabolism;
and membrane transport (Supplementary Figure 2B).
The metabolic pathways in which the third reference
pathway contained the first five genes in KEGG pathway
analysis are metabolic pathways, biosynthesis of secondary
metabolites, microbial metabolism in diverse environments,
biosynthesis of antibiotics, and carbon metabolism
(Supplementary Figure 2C).

Frontiers in Microbiology 10 frontiersin.org

https://doi.org/10.3389/fmicb.2022.956785
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-13-956785 September 2, 2022 Time: 7:12 # 11

Cui et al. 10.3389/fmicb.2022.956785

FIGURE 6

Environmental drivers of compartments microbial community
composition. Compartments (based on bulk soil, rhizosphere
soil, and beetroot) microbial community composition of
bacteria (A) and fungus (B) related to each environmental factor
by partial Mantel tests. Taxonomic (based on 16S and ITS) and
functional (based on FAPROTAX annotation) microbial
community composition (C) related to each environmental
factor by partial Mantel tests. The color gradient indicates
Spearman’s correlation coefficients, with more positive values
(dark blue) indicating stronger positive correlations, and more
negative values (dark yellow) indicating stronger negative
correlations. The edge widths correspond to Mantel’s r statistic
for the correlations.

Discussion

Compartment microorganisms are affected by
environmental factors and play an important role in the
plant host and soil (Yu et al., 2021). This experiment performed
high-throughput sequencing on the bulk soil, rhizosphere soil,
and beetroot of continuous cropping and non-continuous
cropping of sugar beet. The alpha diversity of bacteria and
fungi decreases from bulk soil to rhizosphere soil to roots. In
general, three compartments’ bacterial diversity decreased and

the root fungal diversity increased in the continuous cropping
group. The structural characteristics of the microbiota in the
three compartments (bulk soil, rhizosphere soil, and beetroot)
indicated different key taxa, suggesting that key microorganisms
were attracted to the appropriate location (Hernandez-Alvarez
et al., 2022). The results of the study of sugar beet microflora
showed that Actinomycetes and Proteobacteria are their
dominant bacterial phyla. Among the Proteobacteria phylum,
Pseudomonas resulted as the most abundant genus across sugar
beet samples, in agreement with recent studies (Bertoldo et al.,
2021; Della Lucia et al., 2021). The relative abundance of the
dominant fungal genera, Tausonia and Fusarium in continuous
cropping of sugar beet is higher than that in rotation. It
is speculated that these fungi may be closely related to the
growth and development of continuous cropping sugar beet. In
addition, Fusarium may be a pathogen that causes diseases in
many plants (Li et al., 2014).

In the three compartments, the bacterial community levels
of continuous cropping and non-continuous cropping groups
existed in similar proportions, but the fungal communities were
quite different. In the bacterial community, most of the bacterial
phyla are enriched in bulk soil and rhizosphere soil. The
roots, on the other hand, were enriched in Verrucomicrobia.
In the fungal community, the dominant phyla of the two
treatments are quite different. Ascomycetes were enriched in
the three compartments of the continuous cropping group,
while Olpidicota was abundant in the rhizosphere soil and root
fungi of the non-continuous cropping group. The analysis of
the LEFSE diagram showed that the specific genera of each
compartment were different. This proved that the colonization
of certain fungi may be related to host plants and treatment
groups (Zhu L. et al., 2020). Some relatively stable symbiotic
relationships may have formed between the three. It can be
seen from the genus histogram that the key genus (Olpidium,
Fusarium, and Plectosphaerella) present a gradient change
from outside to inside in the three compartments. Because
of the specific selection of roots, the colonization of fungal
communities on roots is more selective. Therefore, from
the outside to the inside of the three compartments, the
structural characteristics of the fungal community showed
different changes.

Microorganisms in plant compartments are the
comprehensive performance of the environment and plants,
which can effectively reflect a certain trend in their changes
(Fierer, 2017). In the continuous cropping group, the indexes
of soil pH, catalase, urease, AK, and AN decreased, while the
indexes of AP, EC, acid phosphatase, and sucrase increased. This
is consistent with the changing trend of environmental factors
in other plant continuous cropping studies (Lei et al., 2020;
Wang et al., 2020; Zhu B. et al., 2020). Continuous cropping
will cause a drop in soil pH and changes in soil nutrients and
enzyme activities (Wu et al., 2016; Arafat et al., 2019; Chen
et al., 2020). The diversity and composition of the rhizosphere
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FIGURE 7

Heatmap of the predicted functional profile for the microbial communities at OUT level based on the Functional Annotation of Prokaryotic Taxa
(FAPROTAX 1.1) database. The color code indicated relative abundance, ranging from blue (negative correlation) to red (positive correlation). Sc,
continuous cropping bulk soil; Sn, non-continuous cropping bulk soil; Rc, continuous cropping rhizosphere soil; Rn, non-continuous cropping
rhizosphere soil; Bc, continuous cropping sugar beetroot; Bn, non-continuous cropping sugar beetroot.

fungal community were more closely related to environmental
factors than to bacteria. Environmental factors had significant
correlation for the function of the community and fungal
taxonomic composition. Taken together, the analysis showed
that environmental factors had a significant relevance for the
fungal community and functional composition but not with the
bacterial community. Therefore, the response of the microbial
community to environmental factors may have an impact on
the abundance and composition of plant fungus-associated
microorganisms, thereby affecting the plant host.

Previous studies have shown that nitrogen and carbon
metabolism will affect or be affected by the microbial

communities’ structure (Liao et al., 2021). This study compared
the effects of continuous cropping treatment and non-
continuous cropping treatment on the function (FAPROTAX)
of the sugar beet compartments bacterial community. According
to the FAPROTAX, the continuous cropping treatment reduced
the abundance of certain nitrogen metabolisms and increased
the abundance of carbon metabolisms. According to reports,
amino acid metabolism promotes the growth and activity of
microorganisms by providing them with more carbon, nitrogen,
and energy (Liang et al., 2020). Tax4Fun function prediction
analysis can be separated into three levels (level 1, level 2, and
level 3). The first level was the largest and presents a gradual
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inclusion trend. Metabolism in the first class was dominant,
while global and overview maps, carbohydrate metabolism, and
amino acid metabolism were dominant in the second level.
In the third class, the metabolic pathways were dominant.
However, there was no significant difference in metabolism
in different groups (p > 0.05). This may be due to the large
base of soil microbial species and numbers, where changes in
the function of a few specific bacteria are not reflected in the
overall data. There is also a specific group of terpenoids and
polyketides that are metabolized in functional prediction and
are expressed less in the continuous crop group than in the
non-continuous group. This may cause the accumulation of
terpenoids in continuous cropping compartments. Terpenoids
have been proven to be an important allelopathic substance
that causes the obstacle of continuous cropping in plants
(Zhang et al., 2014).

Conclusion

By examining the variation of the continuous cropping
microbial community in bulk soil, rhizosphere soil and
beetroot, this study provides a systematic understanding of
the succession of microbiome composition and environmental
factor correlations and their differences in potential function.
Continuous cropping changed the soil properties, soil enzyme
activity and the growth of sugar beet, affect the community
structure and diversity of three compartments bacteria and
fungus. Furthermore, continuous cropping significantly affected
the fungal community and increased the abundance of potential
pathogens. We further found that the three belowground
compartments show different structural features of the fungal
community from the outside to the inside. Additionally,
environmental factors affect fungal microbial communities
more intensively than bacteria. A variation in diversity
and composition of the microbial community, especially
increased relative abundance of potentially pathogenic and
changes in bacterial community function could be the main
cause of continuous sugar beet cropping obstacle. These
findings will further improve our fundamental understanding
of continuous cropping plant-microbiome interactions and
provide critical new knowledge for future mitigation of
continuous cropping obstacles.

Data availability statement

The datasets presented in this study can be found
in online repositories. The names of the repositories and
accession numbers can be found below: https://www.ncbi.nlm.
nih.gov/bioproject/PRJNA793140, PRJNA793140 (16S data)

and https://www.ncbi.nlm.nih.gov/bioproject/PRJNA793139,
PRJNA793139 (ITS data).

Author contributions

RC and GG: conceptualization, methodology, and writing—
original draft preparation. GW, YD, and TL: data curation
and sample analysis. YW: conceptualization, resources,
supervision, and writing—reviewing. LY: investigation and
sample analysis. PS: methodology and writing—reviewing.
All authors contributed to the article and approved the
submitted version.

Funding

This work was supported by the National Natural Science
Foundation of China Project (32172055 and 31701487), Natural
Science Foundation of Heilongjiang Province (YQ2020037C),
China Postdoctoral Science Foundation (2020M670944),
Science Foundation for Distinguished Young Scholars of
Heilongjiang University, Initiation Fund for Postdoctoral
Research in Heilongjiang Province, Youth Innovative Talents
Training Program of Heilongjiang Regular Universities, and
National Sugar Industry Technology System (CARS-170209).

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.

Supplementary material

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fmicb.
2022.956785/full#supplementary-material

Frontiers in Microbiology 13 frontiersin.org

https://doi.org/10.3389/fmicb.2022.956785
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA793140
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA793140
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA793139
https://www.frontiersin.org/articles/10.3389/fmicb.2022.956785/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2022.956785/full#supplementary-material
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-13-956785 September 2, 2022 Time: 7:12 # 14

Cui et al. 10.3389/fmicb.2022.956785

References

Arafat, Y., Tayyab, M., Khan, M. U., Chen, T., Amjad, H., Awais, S., et al. (2019).
Long-term monoculture negatively regulates fungal community composition and
abundance of tea orchards. Agronomy-Basel 9:466. doi: 10.3390/agronomy9080466

Bai, L., Cui, J. Q., Jie, W. G., and Cai, B. Y. (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

Bai, Y., Muller, D. B., Srinivas, G., Garrido-Oter, R., Potthoff, E., Rott, M., et al.
(2015). Functional overlap of the Arabidopsis leaf and root microbiota. Nature 528,
364–369. doi: 10.1038/nature16192

Bao, S. (2005). Soil and Agricultural Chemistry Analysis. Beijing: Agriculture
Press.

Bastida, F., Eldridge, D. J., García, C., Kenny Png, G., Bardgett, R. D., and
Delgado-Baquerizo, M. (2021). Soil microbial diversity-biomass relationships are
driven by soil carbon content across global biomes. ISME J. 15, 2081–2091. doi:
10.1038/s41396-021-00906-900

Bertoldo, G., Della Lucia, M. C., Squartini, A., Concheri, G., Broccanello, C.,
Romano, A., et al. (2021). Endophytic microbiome responses to sulfur availability
in Beta vulgaris (L.). Int. J. Mol. Sci. 22:7184. doi: 10.3390/ijms22137184

Bracho-Mujica, G., Hayman, P. T., and Ostendorf, B. (2019). Modelling long-
term risk profiles of wheat grain yield with limited climate data. Agric. Syst. 173,
393–402. doi: 10.1016/j.agsy.2019.03.010

Bulgarelli, D., Rott, M., Schlaeppi, K., van Themaat, E. V. L., Ahmadinejad, N.,
Assenza, F., et al. (2012). Revealing structure and assembly cues for Arabidopsis
root-inhabiting bacterial microbiota. Nature 488, 91–95. doi: 10.1038/nature11336

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

Chen, P., Wang, Y. Z., Liu, Q. Z., Zhang, Y. T., Li, X. Y., Li, H. Q., et al.
(2020). Phase changes of continuous cropping obstacles in strawberry (Fragaria
x ananassa Duch.) production. Appl. Soil Ecol. 155:103626. doi: 10.1016/j.apsoil.
2020.103626

Chen, S., Waghmode, T. R., Sun, R., Kuramae, E. E., Hu, C., and Liu, B.
(2019). Root-associated microbiomes of wheat under the combined effect of plant
development and nitrogen fertilization. Microbiome 7:136. doi: 10.1186/s40168-
019-0750-752

Chhikara, N., Kushwaha, K., Sharma, P., Gat, Y., and Panghal, A. (2019).
Bioactive compounds of beetroot and utilization in food processing industry: a
critical review. Food Chem. 272, 192–200. doi: 10.1016/j.foodchem.2018.08.022

de Oliveira, R. A., Schneider, R., Lunelli, B. H., Vaz Rossell, C. E., Maciel Filho,
R., and Venus, J. (2020). A simple biorefinery concept to produce 2G-Lactic acid
from sugar beet pulp (SBP): a high-value target approach to valorize a waste
stream. Molecules 25:2113. doi: 10.3390/molecules25092113

Della Lucia, M. C., Bertoldo, G., Broccanello, C., Maretto, L., Ravi, S., Marinello,
F., et al. (2021). Novel effects of leonardite-based applications on sugar beet. Front.
Plant Sci. 12:646025. doi: 10.3389/fpls.2021.646025

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

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

Fierer, N. (2017). Embracing the unknown: disentangling the complexities of the
soil microbiome. Nat. Rev. Microbiol. 15, 579–590. doi: 10.1038/nrmicro.2017.87

Fitzpatrick, C. R., Copeland, J., Wang, P. W., Guttman, D. S., Kotanen, P. M.,
and Johnson, M. T. J. (2018). Assembly and ecological function of the root
microbiome across angiosperm plant species. Proc. Natl. Acad. Sci. U S A. 115,
E1157–E1165. doi: 10.1073/pnas.1717617115

Gao, Z., Han, M., Hu, Y., Li, Z., Liu, C., Wang, X., et al. (2019). Effects
of continuous cropping of sweet potato on the fungal community structure in
rhizospheric soil. Front. Microbiol. 10:2269. doi: 10.3389/fmicb.2019.02269

Geng, G., Li, R., Stevanato, P., Lv, C., Lu, Z., Yu, L., et al. (2020). Physiological
and transcriptome analysis of sugar beet reveals different mechanisms of response
to neutral salt and alkaline salt stresses. Front. Plant Sci. 11:571864. doi: 10.3389/
fpls.2020.571864

Geng, G., and Yang, J. (2015). Sugar beet production and industry in China.
Sugar Tech. 17, 13–21. doi: 10.1007/s12355-014-0353-y

Hernandez-Alvarez, C., Garcia-Oliva, F., Cruz-Ortega, R., Romero, M. F.,
Barajas, H. R., Pinero, D., et al. (2022). Squash root microbiome transplants

and metagenomic inspection for in situ arid adaptations. Sci. Total Environ.
805:150136. doi: 10.1016/j.scitotenv.2021.150136

Huang, W., Sun, D., Fu, J., Zhao, H., Wang, R., and An, Y. (2020). Effects of
continuous sugar beet cropping on rhizospheric microbial communities. Genes
11:13. doi: 10.3390/genes11010013

Huang, W., Sun, D., Wang, R., and An, Y. (2021). Integration of transcriptomics
and metabolomics reveals the responses of sugar beet to continuous cropping
obstacle. Front. Plant Sci. 12:711333. doi: 10.3389/fpls.2021.711333

Ijaz, M. U., Ahmed, M. I., Zou, X., Hussain, M., Zhang, M., Zhao, F., et al. (2018).
Beef, casein, and soy proteins differentially affect lipid metabolism, triglycerides
accumulation and gut microbiota of high-fat diet-fed C57BL/6J mice. Front.
Microbiol. 9:2200. doi: 10.3389/fmicb.2018.02200

Lei, H., Liu, A., Hou, Q., Zhao, Q., Guo, J., and Wang, Z. (2020). Diversity
patterns of soil microbial communities in the Sophora flavescensrhizosphere in
response to continuous monocropping. BMC Microbiol. 20:272. doi: 10.1186/
s12866-020-01956-1958

Li, M., Yang, F., Wu, X., Yan, H., and Liu, Y. (2020). Effects of continuous
cropping of sugar beet (Beta vulgaris L.) on its endophytic and soil bacterial
community by high-throughput sequencing. Ann. Microbiol. 70:39. doi: 10.1186/
s13213-020-01583-1588

Li, X.-G., Ding, C.-F., Zhang, T.-L., and Wang, X.-X. (2014). Fungal pathogen
accumulation at the expense of plant-beneficial fungi as a consequence of
consecutive peanut monoculturing. Soil Biol. Biochem. 72, 11–18. doi: 10.1016/j.
soilbio.2014.01.019

Liang, J., Tang, S., Gong, J., Zeng, G., Tang, W., Song, B., et al. (2020). Responses
of enzymatic activity and microbial communities to biochar/compost amendment
in sulfamethoxazole polluted wetland soil. J. Hazard. Mater. 385:121533. doi:
10.1016/j.jhazmat.2019.121533

Liao, W., Tong, D., Li, Z., Nie, X., Liu, Y., Ran, F., et al. (2021). Characteristics of
microbial community composition and its relationship with carbon, nitrogen and
sulfur in sediments. Sci. Total Environ. 795:148848. doi: 10.1016/j.scitotenv.2021.
148848

Liu, H., Pan, F.-J., Han, X.-Z., Song, F.-B., Zhang, Z.-M., Yan, J., et al. (2020).
A comprehensive analysis of the response of the fungal community structure to
long-term continuous cropping in three typical upland crops. J. Integr. Agric. 19,
866–880. doi: 10.1016/s2095-3119(19)62630-62634

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 Till Res.
197:104503. doi: 10.1016/j.still.2019.104503

Lozupone, C., Lladser, M. E., Knights, D., Stombaugh, J., and Knight, R. (2011).
UniFrac: an effective distance metric for microbial community comparison. ISME
J. 5, 169–172. doi: 10.1038/ismej.2010.133

Mall, A. K., Misra, V., Pathak, A., and Srivastava, S. J. S. T. (2021). Sugar
beet cultivation in india: prospects for bio-ethanol production and value-added
co-products. Sugar Tech. 23, 1218–1234. doi: 10.1007/s12355-021-01007-1000

Miao, S.-J., Qiao, Y.-F., You, M.-Y., and Zhang, F.-T. (2016). Thermal stability of
soil organic matter was affected by 23-yr maize and soybean continuous cultivation
in northeast of China. J. Therm. Anal. Calorim. 123, 2045–2051. doi: 10.1007/
s10973-015-4709-4707

Perez-Brandan, C., Huidobro, J., Gruemberg, 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-2013-2792

Ramasamy, S., Ten Berge, H., and Purushothaman, S. (1997). Yield formation
in rice in response to drainage and nitrogen application. Field Crop Res. 51, 65–82.
doi: 10.1016/S0378-4290(96)01039-1038

Samadi, A., Dovlati, B., and Barin, M. (2008). Effect of continuous cropping on
potassium forms and potassium adsorption characteristics in calcareous soils of
Iran. Aust. J. Soil Res. 46, 265–272. doi: 10.1071/sr07156

Schloss, P. D., Gevers, D., and Westcott, S. L. (2011). Reducing the effects of
PCR amplification and sequencing artifacts on 16S rRNA-based studies. PLoS One
6:e27310. doi: 10.1371/journal.pone.0027310

Schloss, P. D., Westcott, S. L., Ryabin, T., Hall, J. R., Hartmann, M.,
Hollister, E. B., et al. (2009). Introducing mothur: open-source, platform-
independent, community-supported software for describing and comparing
microbial communities. Appl. Environ. Microbiol. 75, 7537–7541. doi: 10.1128/
aem.01541-1549

Frontiers in Microbiology 14 frontiersin.org

https://doi.org/10.3389/fmicb.2022.956785
https://doi.org/10.3390/agronomy9080466
https://doi.org/10.1016/j.micres.2015.07.007
https://doi.org/10.1038/nature16192
https://doi.org/10.1038/s41396-021-00906-900
https://doi.org/10.1038/s41396-021-00906-900
https://doi.org/10.3390/ijms22137184
https://doi.org/10.1016/j.agsy.2019.03.010
https://doi.org/10.1038/nature11336
https://doi.org/10.1038/nmeth.f.303
https://doi.org/10.1016/j.apsoil.2020.103626
https://doi.org/10.1016/j.apsoil.2020.103626
https://doi.org/10.1186/s40168-019-0750-752
https://doi.org/10.1186/s40168-019-0750-752
https://doi.org/10.1016/j.foodchem.2018.08.022
https://doi.org/10.3390/molecules25092113
https://doi.org/10.3389/fpls.2021.646025
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1038/nrmicro.2017.87
https://doi.org/10.1073/pnas.1717617115
https://doi.org/10.3389/fmicb.2019.02269
https://doi.org/10.3389/fpls.2020.571864
https://doi.org/10.3389/fpls.2020.571864
https://doi.org/10.1007/s12355-014-0353-y
https://doi.org/10.1016/j.scitotenv.2021.150136
https://doi.org/10.3390/genes11010013
https://doi.org/10.3389/fpls.2021.711333
https://doi.org/10.3389/fmicb.2018.02200
https://doi.org/10.1186/s12866-020-01956-1958
https://doi.org/10.1186/s12866-020-01956-1958
https://doi.org/10.1186/s13213-020-01583-1588
https://doi.org/10.1186/s13213-020-01583-1588
https://doi.org/10.1016/j.soilbio.2014.01.019
https://doi.org/10.1016/j.soilbio.2014.01.019
https://doi.org/10.1016/j.jhazmat.2019.121533
https://doi.org/10.1016/j.jhazmat.2019.121533
https://doi.org/10.1016/j.scitotenv.2021.148848
https://doi.org/10.1016/j.scitotenv.2021.148848
https://doi.org/10.1016/s2095-3119(19)62630-62634
https://doi.org/10.1016/j.still.2019.104503
https://doi.org/10.1038/ismej.2010.133
https://doi.org/10.1007/s12355-021-01007-1000
https://doi.org/10.1007/s10973-015-4709-4707
https://doi.org/10.1007/s10973-015-4709-4707
https://doi.org/10.1139/cjm-2013-2792
https://doi.org/10.1016/S0378-4290(96)01039-1038
https://doi.org/10.1071/sr07156
https://doi.org/10.1371/journal.pone.0027310
https://doi.org/10.1128/aem.01541-1549
https://doi.org/10.1128/aem.01541-1549
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/


fmicb-13-956785 September 2, 2022 Time: 7:12 # 15

Cui et al. 10.3389/fmicb.2022.956785

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

Subhashini, D. V., and Kumar, H. (2019). Effect of long-term application of
mineral fertilizers and FYM on microbial dynamics, yield and quality of FCV
tobacco (Nicotiana tabacum) grown in vertisols. Indian J. Agric. Sci. 89, 1328–1333.

Sun, W., Kang, Y., Liu, J., and Jiang, G. J. (2017). Influence of continuous
cropping of processing tomato on diversity of microflora in the rhizosphere soil.
Acta Agric. Boreali-Occident. Sin. 26, 1099–1110.

Wang, Q., Garrity, G. M., Tiedje, J. M., and Cole, J. R. (2007). Naive
Bayesian classifier for rapid assignment of rRNA sequences into the new bacterial
taxonomy. Appl. Environ. Microbiol. 73, 5261–5267. doi: 10.1128/aem.000
62-67

Wang, S., Cheng, J., Li, T., and Liao, Y. (2020). Response of soil fungal
communities to continuous cropping of flue-cured tobacco. Sci. Rep. 10:19911.
doi: 10.1038/s41598-020-77044-77048

Wang, Y., Sheng, H.-F., He, Y., Wu, J.-Y., Jiang, Y.-X., Tam, N. F.-Y., et al.
(2012). Comparison of the levels of bacterial diversity in freshwater, intertidal
wetland, and marine sediments by using millions of illumina tags. Appl. Environ.
Microb. 78, 8264–8271. doi: 10.1128/aem.01821-1812

Wu, L. K., Chen, J., Wu, H. M., Wang, J. Y., Wu, Y. H., 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

Xiao, X., Chen, W., Zong, L., Yang, J., Jiao, S., Lin, Y., et al. (2017). Two
cultivated legume plants reveal the enrichment process of the microbiome in the
rhizocompartments. Mol. Ecol. 26, 1641–1651. doi: 10.1111/mec.14027

Xiong, W., Li, Z., Liu, H., Xue, C., Zhang, R., Wu, H., et al. (2015). The effect of
long-term continuous cropping of black pepper on soil bacterial communities as
determined by 454 pyrosequencing. PLoS One 10:e0136946. doi: 10.1371/journal.
pone.0136946

Yu, X., Shen, T., Kang, X., Cui, Y., Chen, Q., Shoaib, M., et al. (2021). Long-term
phytoremediation using the symbiotic Pongamia pinnata reshaped soil micro-
ecological environment. Sci. Total Environ. 774:145112. doi: 10.1016/j.scitotenv.
2021.145112

Yuan, M., Yu, T., Shi, Q., Han, D., Yu, K., Wang, L., et al. (2021). Rhizosphere
soil bacterial communities of continuous cropping-tolerant and sensitive soybean
genotypes respond differently to long-term continuous cropping in mollisols.
Front. Microbiol. 12:729047. doi: 10.3389/fmicb.2021.729047

Yuan, M. M., Guo, X., Wu, L. W., Zhang, Y., Xiao, N. J., Ning, D. L., et al. (2021).
Climate warming enhances microbial network complexity and stability. Nat. Clim.
Change 11, 343–348. doi: 10.1038/s41558-021-00989-989

Zhang, D., Liang, X., and Wang, J. (2014). A review of research on plant root
exudates. Chin. Agric. Sci. Bull. 30, 314–320.

Zhu, B., Wu, J., Ji, Q., Wu, W., Dong, S., Yu, J., et al. (2020). Diversity of
rhizosphere and endophytic fungi in Atractylodes macrocephala during continuous
cropping. PeerJ 8:e8905. doi: 10.7717/peerj.8905

Zhu, L., Wei, Z., Yang, T., Zhao, X., Dang, Q., Chen, X., et al. (2020). Core
microorganisms promote the transformation of DOM fractions with different
molecular weights to improve the stability during composting. Bioresour. Technol.
299:122575. doi: 10.1016/j.biortech.2019.122575

Zhu, B., Wu, L. S., Wan, H. T., Yang, K., Si, J. P., and Qin, L. P. (2018). Fungal
elicitors stimulate biomass and active ingredients accumulation in Dendrobium
catenatum plantlets. Biologia 73, 917–926. doi: 10.2478/s11756-018-0091-99

Frontiers in Microbiology 15 frontiersin.org

https://doi.org/10.3389/fmicb.2022.956785
https://doi.org/10.1186/gb-2011-12-6-r60
https://doi.org/10.1128/aem.00062-67
https://doi.org/10.1128/aem.00062-67
https://doi.org/10.1038/s41598-020-77044-77048
https://doi.org/10.1128/aem.01821-1812
https://doi.org/10.1038/srep26601
https://doi.org/10.1038/srep26601
https://doi.org/10.1111/mec.14027
https://doi.org/10.1371/journal.pone.0136946
https://doi.org/10.1371/journal.pone.0136946
https://doi.org/10.1016/j.scitotenv.2021.145112
https://doi.org/10.1016/j.scitotenv.2021.145112
https://doi.org/10.3389/fmicb.2021.729047
https://doi.org/10.1038/s41558-021-00989-989
https://doi.org/10.7717/peerj.8905
https://doi.org/10.1016/j.biortech.2019.122575
https://doi.org/10.2478/s11756-018-0091-99
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/

	The response of sugar beet rhizosphere micro-ecological environment to continuous cropping
	Introduction
	Materials and methods
	Plant material and experimental design
	Plant and soil sampling
	Determination of soil properties and plant indicators
	DNA extraction and amplicon sequencing
	Processing of sequencing data
	Statistical analyses

	Results
	Soil properties and plant growth indicators
	Alpha diversity of the microbial community
	Beta diversity of the microbial community
	Microbial community structure variations
	Discovery of biomarkers in microbial communities
	Environmental drivers of compartments microbial community composition
	Functions of bacterial communities

	Discussion
	Conclusion
	Data availability statement
	Author contributions
	Funding
	Conflict of interest
	Publisher's note
	Supplementary material
	References


