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Abstract: Bacillus subtilis strain NCD-2 is a promising biocontrol agent for soil-borne plant diseases
and shows potential for promoting the growth of some crops. The purposes of this study were
to analyze the colonization ability of strain NCD-2 in different crops and reveal the plant growth
promotion mechanism of strain NCD-2 by rhizosphere microbiome analysis. qRT-PCR was used to
determine the populations of strain NCD-2, and microbial communities’ structures were analyzed
through amplicon sequencing after application of strain NCD-2. Results demonstrated that strain
NCD-2 had a good growth promotion effect on tomato, eggplant and pepper, and it was the most
abundant in eggplant rhizosphere soil. There were significantly differences in the types of beneficial
microorganisms recruited for different crops after application of strain NCD-2. PICRUSt analysis
showed that the relative abundances of functional genes for amino acid transport and metabolism,
coenzyme transport and metabolism, lipid transport and metabolism, inorganic ion transport and
metabolism, and defense mechanisms were enriched in the rhizospheres of pepper and eggplant more
than in the rhizospheres of cotton, tomato and maize after application of strain NCD-2. In summary,
the colonization ability of strain NCD-2 for five plants was different. There were differences in
microbial communities’ structure in rhizosphere of different plants after application of strain NCD-2.
Based on the results obtained in this study, it was concluded that the growth promoting ability of
strain NCD-2 were correlated with its colonization quantity and the microbial species it recruited.

Keywords: Bacillus subtilis NCD-2; colonization; growth promotion; rhizosphere microbiome

1. Introduction

Chemical fertilizers have played a vital role in promoting crop growth and increasing
crop yield [1]. In intensive cropping system, chemical fertilizers are considered inevitable
for obtaining optimum yield of crops. However, overapplied chemical fertilizers have
caused serious environmental problems, such as soil salinization and water and soil pol-
lution [2]. Therefore, it is imperative to find alternative methods for increasing crop
production. The use of microbial agents is an alternative approach to promote crop growth
and reduce the amount of chemical fertilizer [3]. Plant growth-promoting rhizobacteria
(PGPR) are biocontrol bacteria that exist in the plant rhizosphere and could promote growth
and inhibit disease progression [4]. The mechanisms by which PGPR promote crop growth
include promoting the absorption of nitrogen (N), phosphorus (P), potassium (K) and
other nutrients by the plants [5], producing plant hormones such as indole-3-acetic acid,
cytokinin and gibberellin, inhibiting the growth of phytopathogens in the plant rhizo-
sphere [6], inducing the systematic resistance of plants and increasing their tolerance to
abiotic stresses [7] and changing the rhizosphere microbiome structure to increase the
population of beneficial microbes and reduce the population of deleterious microbes [8].
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Recently, an increasing number of studies have indicated that the rhizosphere mi-
croorganisms play an extremely important role in promoting plant growth and increasing
plant disease resistance [9,10]. The composition of the rhizosphere microbiome is affected
not only by soil physical and chemical properties but also by environmental factors such
as drought, salinity and alkalinity [11]. In addition, plant root exudates contain a large
number of carbohydrates, which not only supply nutrients for the survival of rhizosphere
microorganisms but also serve as signal molecules for regulating the composition of rhi-
zosphere microorganisms [12]. The components of root exudates are plant-dependent,
and differences in plants affect the structure of rhizosphere microorganisms [13]. Pii et al.
found that the composition of the microbiome was different in the rhizosphere of barley
and tomato, as well as in two types of soil, so the soils and crop types jointly regulated
the composition of the rhizosphere microbiome [14]. In addition, the composition of the
rhizosphere microbiome was related to the plant growth stages, even for the same plant [15].
Since changing the composition of the rhizosphere microbiome is an important mechanism
by which PGPR promote crop growth and the composition of the rhizosphere microbiome
is shaped by plant types, it is expected that the growth promotion effect of PGPR will be
affected by plant species.

Bacillus subtilis and closely related species are the most important resources for devel-
oping microbial fungicides, partly due to their abilities to produce a variety of antifungal
compounds as well as their formation of stress-resistant spores, which are conducive to the
development and extension of the shelf life of microbial fungicides [16,17]. Some biocontrol
B. subtilis strains also promoting crop growth and are characterized as PGPR. B. subtilis
strain NCD-2 shows typical PGPR characteristics in successfully suppressing soil-borne
plant diseases and promote the growth of potato and pepper in field experiments [18,19].
However, the plant growth-promoting effect of this strain was variable when used in differ-
ent regions and different crops, which became a bottleneck for its extensive application.
Microbial agents are known to promote plant growth through dynamics changes in soil
microbiomes [20–24]. However, information about the extent to which strain NCD-2 causes
the variation of microbiomes in rhizosphere of different crops is little known. The purposes
of this study were to analysis the colonization ability of strain NCD-2 in different crops and
reveal the plant growth promotion mechanism of strain NCD-2 by rhizosphere microbiome
analysis. The results are beneficial for a more scientific and reasonable application of strain
NCD-2 in promoting plant growth as well as suppressing soil-borne plant diseases.

2. Materials and Methods
2.1. Bacterial and Culture Conditions

B. subtilis strain NCD-2 was maintained long-term at −80 ◦C in Luria-Bertani (LB)
broth supplemented with 30% glycerol. Before experimentation, strain NCD-2 was revived
on solid LB medium at 37 ◦C overnight and then inoculated in nutrient broth (NB) medium
and cultured at 37 ◦C and 180 rpm for 36 h. Afterward, the fermentation broth was
centrifuged at 8000 rpm for 5 min and the cells were collected. The harvested cells were
resuspended in sterile distilled water, and the concentration was adjusted to 1.0 × 109

colony forming units (CFUs)/mL for incubation.

2.2. Plant Growth Experiment

Seeds of tomato (918 pink tomato cooperative), eggplant (Hangjia No. 1), pepper
(Shanyan), cotton (Jimian 11) and maize (Zhengdan 958) were germinated on moist filter
paper in darkness at 25 ◦C. After germination, the tomato, eggplant and pepper seeds
were sown into a seedling tray containing sterilized vermiculite and cultured under a
light/dark cycle of 16 h and 8 h, respectively. Two weeks later, individual seedlings were
transplanted separately into 10 cm diameter pots, each containing a 200 g mixture of soil,
vermiculite and peat (2:2:1, v/v/v). However, the seeds of cotton and maize were directly
planted into pots containing the same mixed substrate. After transplanting, 3 mL of strain
NCD-2 cell suspension (109 CFU/mL) was directly added to the root of each seedling,
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and seedlings inoculated with an equivalent volume of sterile distilled water were used
as the control (CK). There were 2 treatments for each crop, 15 plants for each treatment
and 3 repetitions. Each plastic pot contained one seedling. The seedlings were grown at
28 ◦C/20 ◦C (day/night) with a light/dark cycle of 16 h (600 µmol m−2·s−1 at 28 ◦C) and
8 h, respectively, for 5 weeks. The plants were supplemented weekly throughout their
whole growth process with 1/2 Hoagland’s nutrient solution.

2.3. Assays of Growth Indices

The plant height (the distance from the stem base to growth point) and fresh and
dry weights of the plant shoots and roots were recorded at 35 days after inoculation. In
brief, the shoot fresh weight (SFW) and root fresh weight (RFW) were measured using an
electronic scale after washing them with sterile distilled water and blot-drying them with a
paper towel. For shoot dry weight (SDW) and root dry weight (RDW), both the shoots and
roots were placed in a drying oven at 80 ◦C until the weight remained constant [19].

2.4. Soil Sample Collection and DNA Extraction

The rhizosphere soils of five seedlings from three biological replicate pots were col-
lected and sieved (2 mm). Briefly, seedlings were dug up from each pot, and their roots
were lightly shaken to remove loosely attached soil. Then, the rhizosphere soil was har-
vested by gently brushing off the soil that was still tightly adhered to the roots. The fresh
rhizosphere soil was placed in a sterile tube and frozen at −80 ◦C for DNA extraction. Soil
DNA was extracted by a FastDNA spin kit for soil (MP Biomedicals, Solon, OH, USA).
The concentration and purity of the extracted DNA were measured by a Nanodrop 2000
spectrophotometer (Thermo Fisher Scientific Inc., Waltham, MA, USA), and the extracted
DNA was used for microbiome analysis and measured the populations of strain NCD-2.

2.5. Quantitative Detection of Strain NCD-2 in the Rhizosphere of Five Crops

The colonization abilities of strain NCD-2 in different crop rhizospheres were determined
using a real-time PCR system with the NCD-2-specific primers qNCD-F (5′-AGGCAGCATTC
AAGCACCAG-3′) and qNCD-R (5′-AGCCAGCGATCATTCCCATC-3′) [25]. Real-time PCR
was performed in a 20 µL volume contained with 10 µL 2 × TransStart® Top Green SuperMix
(+Dye II), 0.4 µL of each primer, 2 µL DNA and ddH2O for a total volume of 20 µL. DNA
was amplified with Applied Biosystems QuantStudioTM Real-Time PCR Software (Life
Technologies, Foster, CA, USA) under the following PCR conditions: 94 ◦C predenaturation
for 30 s; denaturation at 94 ◦C for 5 s, annealing at 60 ◦C for 15 s, and extension for 10 s at
72 ◦C for 40 cycles. The populations of strain NCD-2 in different crop rhizospheres were
compared according to the standard curve built with a 10-fold dilution of the genomic DNA
of strain NCD-2.

2.6. PCR Amplification, Illumina Sequencing and Data Processing

The bacterial community composition was assessed by sequencing the V3/V4 region of
the 16S rRNA genes, which was amplified using the primers 338F (5′-ACTCCTACGGAGGC
AGCA-3′) and 806R (5’-GGACTACHVGGTWTCTAAT-3′) [26], and the ITS region of fungal
18S rRNA genes were amplified using the primers ITS1F (5′-CTTGGTCATTTAGAGGAAGT
AA-3′) and ITS2R (5′-GCTGCGTTCTTCATCGATGC-3′) [27]. The PCR products from each
sample were pooled and visualized on 1.8% agarose gels, purified and sent to Illumina’s
MiSeq platform. Illumina MiSeq sequencing was performed at the Majorbio Biopharm
Technology Co., Ltd. (Shanghai, China). Processing of the raw sequences was performed
using the QIIME 1.9 software. Paired-end reads were assigned to samples based on their
unique barcode and merged using FLASH 1.2 software. Reads (average quality score < 20),
improper primers and ambiguous bases were discarded before clustering. The effective
sequences were clustered into operational taxonomic units (OTUs) at 97% similarity using
UPARSE 7.0 software. Soil microbial diversity indices were calculated based on resampled
OTU abundance matrices in MOTHUR 1.30 software. ACE index was used to characterize
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the diversity of the rhizosphere soil microbial communities of different crops. Raw data
of 16S rRNA gene and ITS gene obtained from all samples are accessible via NCBI SRA
database under accession numbers were PRJNA847255 and PRJNA847257, respectively.

2.7. Statistical Analysis

Statistically significant differences in plant height and plant biomass were analyzed
by Student’s t-test (p < 0.05), the population of strain NCD-2 in the plant rhizosphere
were evaluated by one-way analysis of variance (ANOVA) using SPSS 17.0. Principal
component analysis (PCA) was performed to explore the differences in the soil microbial
community composition. Data on the differences in microbial community compositions
among treatments were obtained, and the relative abundances of major taxonomic groups at
the phylum and genus levels were compared. Phylogenetic Investigation of Communities
by Reconstruction of Unobserved States (PICRUSt) software package was used to predict
the functional composition of bacterial communities in different samples from amplicon
sequencing results. The functional genes were identified from Kyoto Encyclopedia of
Genes and Genomes (KEGG) database. FUNGuild database was used to analyze, classify
and interpret fungal communities according to fungal functions. The FUNGuild software
annotates taxonomic data within the OTU table with corresponding data on its online
database, the annotations include the guild, trophic mode and growth morphology; only
confidence scores of “Probable” and “Highly Probable” were used. Graphs were generated
by Origin 8.0 software (OriginLab, Northampton, MA, USA).

3. Results
3.1. Effect of Strain NCD-2 on the Biomass for Different Crops

The effects of strain NCD-2 treatment on the plant height of five crops were compared
(Figure 1A). The results showed that strain NCD-2 treatment could significantly improve
the plant height of tomato, eggplant and pepper, with increases of 19.1%, 15.6% and
26.1%, respectively, but could not significantly improve the plant height of cotton or
maize (increases of −10.9% and 1.8%, respectively). Strain NCD-2 treatment significantly
increased the biomass of tomato, eggplant and pepper. Compared with CK, SFW, SDW,
RFW and RDW of tomato increased by 27.25%, 20.06%, 72.31% and 14.39% after application
of strain NCD-2, respectively (Figure 1B). SFW, SDW, RFW and RDW of eggplant increased
by 54.32%, 51.63%, 56.22% and 42.93%, respectively (Figure 1C). SFW, SDW, RFW and RDW
of pepper increased by 16.01%, 54.23%, 26.50% and 13.52%, respectively (Figure 1D). In
contrast, strain NCD-2 treatment only slightly increased the biomass of cotton and maize,
and SFW, SDW, RFW and RDW of cotton increased by 1.74%, −0.69%, 25.89% and 49.13%,
respectively (Figure 1E). SFW, SDW, RFW and RDW of maize increased by 9.8%, 8.72%,
10.25% and 6.23%, respectively (Figure 1F).

3.2. Populations of Strain NCD-2 in Rhizosphere

The DNA concentrations of strain NCD-2 ranged from 100 fg/µL to 10 ng/µL and were
used as templates for real-time PCR amplification. A good PCR amplification efficiency
(E = 97.5%) was obtained from the standard curve y = −3.392x + 20.577, with a strong
correlation (R2 > 0.99) between the quantity of B. subtilis strain NCD-2 target DNA (x)
and the corresponding Ct (y) values (Figure 2A). The DNA concentration of strain NCD-2
was calculated according to the standard curve, and the population of strain NCD-2 in
the rhizosphere soils from different crops was obtained. The results showed that strain
NCD-2 had the highest DNA concentration of 24.6 pg/g soil in the eggplant rhizosphere
and the lowest DNA concentration of 2.1 pg/g soil in the maize rhizosphere. The DNA
concentrations of strain NCD-2 in the rhizospheres of cotton, pepper and tomato were
similar at 9.05 pg/g soil, 8.26 pg/g soil and 6.98 pg/g soil, respectively (Figure 2B).
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Figure 1. Effect of Bacillus subtilis NCD-2 on the growth indices of different crops. (A) Plant height;
(B) plant fresh and dry weight of tomato; (C) plant fresh and dry weight of eggplant; (D) plant fresh
and dry weight of pepper; (E) plant fresh and dry weight of cotton; (F) plant fresh and dry weight of
maize. SFW represents shoot fresh weight, RFW represents root fresh weight, SDW represents shoot
dry weight and RDW represents root dry weight. Each value is the mean of three replicates. Bars with
the same lowercase letters indicate no significant difference between treatments based on Student’s
t-test (p < 0.05). NCD-2 represents treatment with B. subtilis NCD-2, CK represents treatment with
blank control.

Microorganisms 2023, 11, x FOR PEER REVIEW 6 of 17 
 

 

 
Figure 2. Quantitative detection of Bacillus subtilis strain NCD-2 in rhizosphere of different crops. 
(A) the establishment of standard curves; (B) colonization ability of strain NCD-2 in rhizosphere soil 
of different crops. Bars with the same lowercase letters indicate no significant difference between 
treatments based on one-way analysis of variance (ANOVA) (p < 0.05). 

3.3. Sequencing Data Summary and Microbial Community Diversity 
To understand rhizosphere microbiota structure associated with treatment and non-

treatment of strain NCD-2 on different crops, we performed Illumina MiSeq sequencing 
V3 to V4 region of bacterial 16S rRNA and ITS region of fungal 18S rRNA. For bacterial, 5 
866 382 valid sequences (Mean ± SE = 195 546 ± 18 310) were obtained and clustered into 
9930 OTUs at 0.97 similarity threshold after quality filtering. The detailed sequencing data 
of each sample in bacterial are shown in Supporting Information (Table S1). These se-
quences were classified into 38 phyla, 99 classes, 276 orders, 518 families and 1112 genera. 
The ACE curves tended to reach plateaus, indicated that the sequencing depth was rela-
tively sufficient in covering the bacterial diversity (Figure S1). For fungi, 3 906 977 valid 
sequences (Mean± SE = 130 232 ± 9 190) were obtained and clustered into 2 837 OTUs at 
0.97 similarity threshold after quality filtering. The detailed sequencing data of each sam-
ple in fungi are shown in Supporting Information (Table S2). These sequences were clas-
sified into 13 phyla, 39 classes, 83 orders, 179 families and 291 genera. The ACE curves 
also tended to reach plateaus, indicated that the sequencing depth was roughly sufficient 
in covering the fungal diversity (Figure S2). Soil bacterial and fungal community diversi-
ties were calculated at the operational taxonomic unit (OTU) level. For bacteria, compared 
with CK, there was no significant difference for ACE indices in different crops after appli-
cation of strain NCD-2. For instance, ACE index was 5287.20 ± 109.10 in eggplant rhizo-
sphere soil after application of strain NCD-2, there was no significant difference in CK 
treatment (5536.00 ± 357.83). For fungi, ACE index was 648.89 ± 44.84 in tomato rhizo-
sphere after application of strain NCD-2, there was significantly increased in CK treat-
ment (752.42 ± 37.72). Although ACE indices were lower in the rhizospheres of eggplant, 
pepper and cotton after application of strain NCD-2 than that of CK treatment, there were 
no significant differences (Table 1). 

  

Figure 2. Quantitative detection of Bacillus subtilis strain NCD-2 in rhizosphere of different crops.
(A) the establishment of standard curves; (B) colonization ability of strain NCD-2 in rhizosphere soil
of different crops. Bars with the same lowercase letters indicate no significant difference between
treatments based on one-way analysis of variance (ANOVA) (p < 0.05).
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3.3. Sequencing Data Summary and Microbial Community Diversity

To understand rhizosphere microbiota structure associated with treatment and non-
treatment of strain NCD-2 on different crops, we performed Illumina MiSeq sequencing
V3 to V4 region of bacterial 16S rRNA and ITS region of fungal 18S rRNA. For bacterial,
5,866,382 valid sequences (Mean ± SE = 195,546 ± 18,310) were obtained and clustered into
9930 OTUs at 0.97 similarity threshold after quality filtering. The detailed sequencing data
of each sample in bacterial are shown in Supporting Information (Table S1). These sequences
were classified into 38 phyla, 99 classes, 276 orders, 518 families and 1112 genera. The
ACE curves tended to reach plateaus, indicated that the sequencing depth was relatively
sufficient in covering the bacterial diversity (Figure S1). For fungi, 3,906,977 valid sequences
(Mean± SE = 130,232± 9190) were obtained and clustered into 2837 OTUs at 0.97 similarity
threshold after quality filtering. The detailed sequencing data of each sample in fungi are
shown in Supporting Information (Table S2). These sequences were classified into 13 phyla,
39 classes, 83 orders, 179 families and 291 genera. The ACE curves also tended to reach
plateaus, indicated that the sequencing depth was roughly sufficient in covering the fungal
diversity (Figure S2). Soil bacterial and fungal community diversities were calculated at
the operational taxonomic unit (OTU) level. For bacteria, compared with CK, there was no
significant difference for ACE indices in different crops after application of strain NCD-2.
For instance, ACE index was 5287.20 ± 109.10 in eggplant rhizosphere soil after application
of strain NCD-2, there was no significant difference in CK treatment (5536.00 ± 357.83).
For fungi, ACE index was 648.89 ± 44.84 in tomato rhizosphere after application of strain
NCD-2, there was significantly increased in CK treatment (752.42 ± 37.72). Although ACE
indices were lower in the rhizospheres of eggplant, pepper and cotton after application of
strain NCD-2 than that of CK treatment, there were no significant differences (Table 1).

Table 1. ACE indices of bacteria and fungi in different crops after application of B. subtilis NCD-2.

Crop Treatment Bacteria Fungi

Tomato
CK 5317.60 ± 110.67 a 752.42 ± 37.72 a

NCD-2 5086.30 ± 115.61 a 648.89 ± 44.84 b

Eggplant CK 5536.00 ± 357.83 a 787.24 ± 88.72 a
NCD-2 5287.20 ± 109.10 a 684.16 ± 55.44 a

Pepper CK 4996.70 ± 277.47 a 724.17 ± 97.82 a
NCD-2 4922.60 ± 243.39 a 704.29 ± 18.04 a

Cotton
CK 5141.90 ± 309.11 a 565.92 ± 45.41 a

NCD-2 4792.20 ± 129.30 a 531.79 ± 25.70 a

Maize
CK 4292.30 ± 440.07 a 506.52 ± 72.85 a

NCD-2 4465.20 ± 45.48 a 561.22 ± 16.13 a
T; Data were expressed as the mean ± SE of three replicates. Means with the same letters are not significantly
different according to Student’s t-test at p < 0.05. CK represents treatment with blank control, NCD-2 represents
treatment with B. subtilis NCD-2.

3.4. Effect of Strain NCD-2 on the Microbial Community Structure in the Rhizosphere of
Different Crops

Principal component analysis (PCA) results showed that soil microbial community
structure was different among five crops, and the microbial community structures of
eggplant and maize rhizosphere soils changed after application of strain NCD-2 (Figure 3).
The first two principal components in the dataset together explained 73.5% and 71.0% of the
total variance in the bacterial (Figure 3A) and fungal (Figure 3B) communities, respectively.
In addition, the first principal component (PC1) was the most important, accounting for
57.9% and 42.0% of the total variation of the bacterial and fungal communities, respectively.
From the plant species point of view, the bacterial community structures were divided into
three groups: the pepper and tomato group, cotton and maize group and eggplant group
(Figure 3A), and the fungal community structures were also divided into three groups:
the pepper and cotton group, tomato and eggplant group and maize group (Figure 3B).
In addition, there were differences in the bacterial and fungal community structures of
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eggplant soils after application of strain NCD-2. Meanwhile, compared to that in the
CK treatment, the fungal community structure of maize changed. However, there were
no differences in the bacterial and fungal community structures of the other crops after
application of strain NCD-2.
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Figure 3. Principal component analysis of the soil bacterial (A) and fungal (B) communities collected
from different treatments. 1–6 represent pepper, 7–12 represent tomato, 13–18 represent cotton,
19–24 represent eggplant, 25–30 represent maize. Red represents blank control (CK) treatment, green
represents the treatment of strain NCD-2.

3.5. Effect of Strain NCD-2 on the Bacterial Taxonomic Community Composition in the
Rhizosphere of Different Crops

The bacterial community composition in the rhizospheres of tomato, eggplant, maize,
cotton and pepper were analyzed at the phylum and genus levels by microbiome analy-
sis. Venn analysis showed that 21 core phyla were shared by all groups, and only one
phylum (Margulisbacteria) was observed in group of eggplant without treatment of strain
NCD-2 (Figure S3). Proteobacteria (44.45–52.34%), Actinobacteria (14.32–20.44%), Acidobacte-
ria (7.4–11.81%), Bacteroidetes (4.88–7.67%), Gemmatimonadetes (3.33–6.75%), Chloroflexi
(3.09–6.47%), Patescibacteria (1.43–3.44%), Firmicutes (0.76–2.82%), Planctomycetes
(0.37–0.88%) and Cyanobacteria (0.33–1.34%) were the top ten predominant phyla classi-
fied in all groups, accounting for more than 95% of all the bacterial sequences (Figure 4A).
After application of strain NCD-2, the relative abundances of Proteobacteria and Firmicutes in
tomato, eggplant and pepper rhizospheres were more abundant than CK treatment, while the
relative abundances of Actinobacteria, Acidobacteria and Cyanobacteria were decreased in
eggplant and pepper. The relative abundances of Bacteroidetes and Gemmatimonadetes in cot-
ton and maize rhizosphere were more abundant than CK treatment, while Patescibacteria and
Cyanobacteria were decreased. Furthermore, analysis of variance showed that the differences
in the mean proportions of Proteobacteria, Actinobacteria, Acidobacteria, Bacteroidetes, Gem-
matimonadetes, Chloroflexi, Patescibacteria, Firmicutes and Cyanobacteria in different crops
were significant (Figure 4B). At the genus level, there were significant differences in dominant
genera abundances of different crops between CK and NCD-2 treatments based on Student’s
t-test (p < 0.05) (Table S3). Bacillus and Sphingobium were significantly higher abundances in
the rhizospheres of tomato, eggplant and pepper under application of strain NCD-2 than
that of CK treatment, only Lysobacter was significantly higher abundance in the rhizospheres
of eggplant and pepper, Ramlibacter was significantly higher abundance in the rhizospheres
of tomato and eggplant. Lysobacter, Bdellovibrio, Pseudomonas, Peredibacter, Limnobacter and
Pedobacter were more abundances in the rhizosphere of cotton after application of strain
NCD-2, while lower abundances of MND1, Kribbella, Rhodococcus and Actinoplanes. Azotobacter
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and Conexibacter were more abundances in the rhizosphere of maize after application of strain
NCD-2, while Lysobacter, Caulobacter, Brevundimonas, Acidovorax, Kaistia, Pseudoxanthomonas,
Kribbella and Sphingobium were lower abundances.
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different crops. (A) Percentage of community abundance at phylum level for each crop; (B) Significant
analysis of community abundance at the phylum level. *, ** and *** means significantly at p < 0.05,
p < 0.01 and p < 0.001 level, respectively. NCD-2 represents treatment with B. subtilis NCD-2, CK
represents treatment with blank control. TC, tomato-CK; TN, tomato-NCD-2; EC, eggplant-CK;
EN, eggplant-NCD-2; PC, pepper-CK; PN, pepper-NCD-2; CC, cotton-CK; CN, cotton-NCD-2; MC,
maize-CK; MN, maize-NCD-2.

3.6. Effect of Strain NCD-2 on the Fungal Taxonomic Community Composition in the Rhizosphere
of Different Crops

The fungal taxonomic distribution at the phylum level is shown in Figure 5. As-
comycota (63.17–78.51%), Mucoromycota (0.02–19.59%), Mortierellomycota (0.69–3.87%),
Basidiomycota (0.60–1.60%) and Chytridiomycota (0.07–1.82%) were the top five most
abundant fungal phyla classified in the samples of different crops, accounting for more
than 80% of all the fungal sequences (Figure 5A). Ascomycota and Basidiomycota were
more abundant in the rhizospheres of different crops after application of strain NCD-2
than CK treatment. Analysis of variance showed that the differences in the mean propor-
tions of Ascomycota, Mucoromycota, Mortierellomycota in different crops were significant
(Figure 5B). At the genus level, there were significant differences in dominant genera
abundances of different crops between NCD-2 and CK treatments based on Student’s
t-test (p < 0.05) (Table S4). For tomato, Fusarium, Clonostachys and Neurospora in the rhizo-
sphere were significantly higher abundances after application of strain NCD-2 than CK
treatment, while the lower abundances of Byssochlamys, Aspergillus and Fibulochlamys. For
eggplant, the higher abundances of Byssochlamys, Penicillium, Mortierella and Cladorrhinum
in the rhizosphere after application of strain NCD-2, while Fibulochlamys was significantly
decreased. For pepper, Byssochlamys, Acremonium and Peziza in the rhizosphere were sig-
nificantly higher abundances after application of strain NCD-2, while lower abundances
of Verticillium, Nectria and Guehomyces. For cotton, the abundance of Acremonium and
Guehomyces in the rhizosphere were significantly increased after application of strain NCD-
2, while Byssochlamys, Neurospora and Arthrobotrys were decreased. For maize, Byssochlamys,
Aspergillus, Trichoderma, Cephalotrichum and Neurospora in the rhizosphere were higher
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abundances after application of strain NCD-2, while lower abundances of Arthrobotrys,
Peziza and Simplicillium.
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of community abundance at the phylum level. *** means significantly at p < 0.001 level. NCD-2
represents treatment with B. subtilis NCD-2, CK represents treatment with blank control. TC, tomato-
CK; TN, tomato-NCD-2; EC, eggplant-CK; EN, eggplant-NCD-2; PC, pepper-CK; PN, pepper-NCD-2;
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3.7. Predicted Functional Analysis of the Microbial Community

In this study, 23 observed predicted functions were found in the study (Figure 6A).
Compared with CK treatment, 4, 18, 22, 7 and 1 clusters of orthologous groups (COG) en-
riched functions were obtained in tomato, eggplant, pepper, cotton and maize rhizospheres
after application of NCD-2, respectively (Table S5). For eggplant and pepper, among the
enriched COG functions included amino acid transport and metabolism (E), nucleotide
transport and metabolism (F), coenzyme transport and metabolism (H), lipid transport and
metabolism (I) and defense mechanisms (V). For tomato, lipid transport and metabolism
(I), transcription (K), secondary metabolites biosynthesis, transport and catabolism (Q),
intracellular trafficking, secretion and vesicular transport (U). For cotton, RNA processing
and modification (A), chromatin structure and dynamics (B), cell cycle control, cell divi-
sion, chromosome partitioning (D), translation, ribosomal structure and biogenesis (J), cell
wall/membrane/envelope biogenesis (M) and cell motility (N).

The fungal community of the different treatments was categorized based on the
ecological guild and form of nutrition (Figure 6B, Table S6). At the ecological guild level,
the relative abundances of animal pathogen–dung saprotroph–endophyte–epiphyte–plant
saprotroph–wood saprotroph enriched in rhizospheres of tomato, pepper, cotton and
eggplant after application of strain NCD-2, the relative abundances of animal pathogen–
endophyte–fungal parasite–plant pathogen–wood saprotroph enriched in rhizospheres of
tomato, pepper, cotton and maize after application of strain NCD-2, the relative abundances
of animal pathogen–endophyte–lichen parasite–plant pathogen–soil saprotroph–wood
saprotroph enriched in rhizospheres of tomato and pepper after application of strain
NCD-2, the relative abundances of animal pathogen–endophyte–lichen parasite–plant
pathogen–wood saprotroph enriched in rhizospheres of tomato, maize, cotton and eggplant
after application of strain NCD-2, the relative abundances of plant pathogen decreased
in rhizospheres of eggplant and pepper after application of strain NCD-2, the relative
abundances of dung saprotroph–soil saprotroph–wood saprotrop decreased in rhizospheres
of eggplant, maize and tomato after application of strain NCD-2 (Figure 6B).
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Figure 6. Predicted relative abundances of functional gene for bacteria and fungi by PICRUSt
and FUNGild. (A) Bacteria; (B) Fungi. TC, tomato-CK; TN, tomato-NCD-2; EC, eggplant-CK; EN,
eggplant-NCD-2; PC, pepper-CK; PN, pepper-NCD-2; CC, cotton-CK; CN, cotton-NCD-2; MC,
maize-CK; MN, maize-NCD-2.

According to the trophic mode, the fungi community was divided into eight trophic
mode groups by the FUNGuild database. The fungal community was screened to 539 iden-
tifiable species, which included saprotroph (46.38%), pathotroph–saprotroph–symbiotroph
(17.81%), pathotroph (10.02%), pathotroph–saprotroph (8.91%), saprotroph–symbiotroph
(7.24%), symbiotroph (6.68%), pathogen–saprotroph–symbiotroph (1.48%) and pathotroph–
symbiotroph (1.48%) representing the general abundance of each nutrition method in the
identified community. Compared with CK, the relative abundances of functional gene
of pathogen–saprotroph–symbiotroph were increased and ranked as pepper (156.62%),
cotton (162.38%), tomato (693.83%) and maize (12.10%) after application of strain NCD-2,
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while they decreased by 84.34% in rhizosphere of eggplant. The relative abundances of
functional gene of pathotroph were increased by 119.10%, 22.75% and 11.89% in rhizo-
spheres of eggplant, cotton and maize after application of strain NCD-2. The relative
abundances of pathotroph–saprotroph were increased by 13.36% and 58.66% in rhizo-
spheres of pepper and tomato after application of strain NCD-2. The relative abundances
of pathotroph–saprotroph–symbiotroph were increased by 35.73% and 13.63% in rhizo-
spheres of tomato and cotton after application of strain NCD-2. The relative abundances of
pathotroph–symbiotroph were increased by 126.55%, 51.34% and 7.89% in rhizospheres of
eggplant, cotton and tomato after application of strain NCD-2. The relative abundances
of saprotroph were increased by 27.37%, 16.63% and 12.51% in rhizospheres of eggplant,
pepper and maize after application of strain NCD-2. The relative abundances of saprotroph–
symbiotroph were increased by 130.58% and 5.48% in rhizospheres of eggplant and cotton
after application of strain NCD-2. The relative abundances of symbiotroph were increased
by 55.68% and 39.35% in rhizospheres of pepper and eggplant after application of strain
NCD-2 (Table S6).

4. Discussion
4.1. The Colonization and Growth-Promoting Ability of Strain NCD-2

B. subtilis strain NCD-2 is a promising microbial agent for soil-borne plant diseases in
many crops [18,19,25]. The mechanisms of strain NCD-2 against plant soil-borne diseases
and salt resistance has been clarified previously by molecular genetics method [28–31]; how-
ever, the effect of strain NCD-2 on colonization and microbial community in rhizosphere of
different crops are relatively lacking. Biocontrol and plant growth promoting effects are
positively associated with rhizosphere colonization ability of microbial agent [22,28,30,32].
For instance, the colonization pattern of Bacillus subtilis N11, which forms biofilms along
the elongation and differentiation zones of banana roots, could be linked to the mechanism
of growth-promoting effect and biological control [32]. In this study, strain NCD-2 could
significantly promote the growth of tomato, eggplant and pepper but had no obvious
growth promotion effect on cotton and maize. The colonization ability of PGPR in plant rhi-
zosphere is a prerequisite for them to successfully promote plant growth [33]. The present
study showed that strain NCD-2 had the strongest colonization ability in rhizosphere of
eggplant; however, this strain showed a weaker colonization ability in rhizosphere of maize.
Therefore, the rhizosphere colonization ability of this strain was partly related to its growth
promotion effect. There were significant differences on growth promoting effects among
crops after application of strain NCD-2. One of the possible reasons was that the optimal
concentrations of strain NCD-2 application were differences among five crops. Therefore, it
is necessary to further study the effects of application technique of strain NCD-2 on crop
growth promotion. In addition, root exudation is one of the most important factors that
affected bacterial colonization on the plant rhizosphere [34–36]. These different colonization
results might be due to the different chemotaxis behaviors of strain NCD-2 responding to
different plant exudates. The detailed mechanisms need to be studied further.

4.2. The Influence of Strain NCD-2 on Microbial Communities Varied among Plant Species

The rhizosphere microbiome plays an important role in regulating the nutrient cycle,
plant growth and resistance to soil-borne plant diseases of crops. However, the structure
of the rhizosphere microbiome is influenced by soil physical and chemical properties,
plant species and even plant development stages [37]. Of these factors, plant species
had the greatest influence on the structure of the rhizosphere microbiome [38,39]. In
plant rhizospheres, the population density of microorganisms is as high as 109 CFUs/g
soil, and with long-term evolution, plants and microorganisms form a relatively stable
relationship [15]. Although the structure of the rhizosphere microbiome is influenced by
environmental factors, the core microbiome is usually stable and plays a major role in
affecting plant metabolism [40]. The results of this study showed that the rhizosphere
microbiomes of five different crops were completely different but that the rhizosphere
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microbiomes of tomato, eggplant and pepper were more similar. Tomato, eggplant and
pepper are all Solanaceae crops, and the rhizosphere microbiomes of these plant species are
different from the rhizosphere microbiomes of cotton (Malvaceae) and maize (Gramineae).
Therefore, the results of this study confirmed that the rhizosphere microbiome was plant
species-dependent [38,39].

Changing the structure of the rhizosphere microbiome is one of the mechanisms by
which PGPR promote crop growth [41]. Some studies have shown that microbial diversity
can indicate microbial community stability [42,43], but some key or functional species are
more important to plant growth than the overall microbial community diversity [44]. Mi-
crobial community can be detected by sequencing technology only when the population of
specific microbial reached the detection threshold. Compared with CK, the abundances of
microbial community changed after application of strain NCD-2, some microbial communi-
ties that did not recorded originally were detected, the same as some microbial communities
with higher abundances dropped below the detection threshold due to the application of
strain NCD-2. The colonization ability of beneficial microorganisms may be related to the
active selection and/or targeted recruitment of specific microorganisms in plants. In the
present study, there were significant differences on the abundances of beneficial microor-
ganisms in rhizosphere soil of different crops after the application of strain NCD-2. The
results showed that strain NCD-2 significantly recruited Bacillus, Sphingobium, Fusarium,
Clonostachys and Neurospora in rhizosphere of tomato, increased Lysobacter, Sphingobium,
Pseudomonas, Byssochlamys, Penicillium, Mortierella and Cladorrhinum in rhizosphere of egg-
plant, enriched Lysobacter, Bacillus, Sphingobium, Byssochlamys, Acremonium and Peziza in
rhizosphere of pepper, increased Lysobacter, Pseudomonas, Acremonium and Guehomyces in
rhizosphere of cotton, and recruited Azotobacter, Conexibacter, Byssochlamys, Aspergillus,
Trichoderma, Cephalotrichum and Neurospora in rhizosphere of maize, respectively. Therefore,
the microbial community was changed then to enter a new balance after application of
strain NCD-2, and this change was the result of the interaction between strain NCD-2
and indigenous microbes. Similar results were observed in recent studies where microbial
biocontrol agents’ treatment enriched other beneficial microorganisms in soil [20,21].

Bacillus is an important PGPR, and its plant growth-promoting mechanism includes
the production of antibiotics to reduce the population of phytopathogens in the rhizosphere,
the production of plant hormones and the dissolution of insoluble phosphorus in the soil
into phosphorus, which is easily absorbed and utilized by plants [45–47]. Sphingomonas sp.
is another important PGPR that can not only produce plant hormones such as auxin and
gibberellin but also degrade toxic substances such as benzoin into benzamide, which is
less toxic to plants, thus enhancing the stress tolerance of the plants and promoting plant
growth [48,49]. In this study, the abundances of Sphingomonas were enriched in tomato,
eggplant and pepper but decreased in the rhizosphere of maize after the application of
strain NCD-2. Lysobacter was also enriched in eggplant, pepper and cotton. In addition,
the abundances of Mortierella (in eggplant), Fusarium (in tomato), Acremonium (in pep-
per and cotton) and Trichoderma (in maize) were significantly increased after application
of strain NCD-2. Many PGPR species, such as Lysobacter sp. [50], Pseudomonas sp. [51],
Trichoderma [52,53] and Mortierella [54] are applied as biofungicides and biofertilizers to agri-
cultural soils to enhance crop growth. Therefore, changing the abundances of the genera of
beneficial microorganisms in the rhizosphere may be one of the reasons why strain NCD-2
promotes the growth of crops. Fusarium is an important soil-borne fungus that includes
pathogenic fungi such as Fusarium oxysporum, which can cause Fusarium wilt in a variety of
crops [55]. However, some Fusarium spp. can inhibit the growth of phytopathogens and
show biological control effects [56,57]. The results of this study showed that the abundance
of Fusarium in the rhizosphere of tomato was increased after application of strain NCD-2.
Strain NCD-2 could inhibit the growth of many phytopathogens in vitro, through produc-
tion of six antifungal active compounds [58]. However, strain NCD-2 showed weak or no
inhibitory ability against the growth of Fusarium, Trichoderma and Alternaria, in contrast,
Fusarium spp. could inhibit the growth of strain NCD-2 by production of fusaric acid (our
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unpublished data), and it was speculated that a large number of Fusarium in the rhizosphere
could inhibit the growth of strain NCD-2, so lower colonization abilities of strain NCD-2
was observed in the tomato rhizosphere than in the eggplant rhizosphere in this study. In
addition, root exudates may be changed after application of strain NCD-2, it will recruit
different fungi. It may be the reason for the higher abundances of some fungi after being
inoculated against strain NCD-2.

4.3. Variations in Microbial Functional Metabolic Genes for Five Crops by Strain NCD-2

Some studies showed microbial structural characteristics, metabolic pathways and
gene regulation, to providing a comprehensive understanding of the relationships be-
tween the structure of microbial communities and their function [59,60]. Some researchers
reported that B. amyloliquefaciens B1408 application significantly affected the function of
the rhizosphere microbiome [22]. Other studies indicated that membrane transport in
the soybean rhizosphere may be related to plant growth promotion [61]. The function of
energy metabolism could enhance resistance to banana Fusarium wilt [62]. The functional
metabolic genes observed could be elucidated by the relative abundance of a particular set
of microbial categories in this study (Figure 6A, Table S5). Functional prediction indicated
diverse metabolic functions of the microbes among plant species after application of strain
NCD-2. For instance, the relative abundances of amino acid transport and metabolism,
nucleotide transport and metabolism, coenzyme transport and metabolism, lipid trans-
port and metabolism, defense mechanisms were significantly enriched in rhizospheres
of eggplant and pepper, while the relative abundances of above functional items were
decreased in rhizospheres of tomato, cotton and maize, respectively. The relative abun-
dance of transcription was significantly enriched in rhizosphere of tomato, the relative
abundance of cell motility was significantly enriched in rhizosphere of cotton, and the
relative abundance of cytoskeleton was enriched in rhizosphere of maize. The functions
of secondary metabolites biosynthesis were enriched in the pepper and tomato rhizo-
spheres after application of strain NCD-2. These results agreed with some scholars’ ideas
that biosynthesis of secondary metabolites was increased in cucumber rhizosphere in the
B. amyloliquefaciens B1408 treatment [22]. This observation could be caused by the ap-
plication of strain NCD-2, providing a molecular base for microbial induced genetic en-
hancement for growth-promoting in different crops. These results also agreed with earlier
studies that microbial agent can alter plant transcriptome [63]. Numerous studies had
shown the ability of PGPR to activate a variety of defense responses in host plant tissue,
in response to biotic and abiotic stress [64,65]. For instance, PGPR inoculation reduced
disease severity and promoted growth through the induction of systemic defense in host
tissue by improving the status of different defense enzymes [66]. In addition, some pheno-
lics were accumulated by the inoculation of Bacillus species in pathogen pre-challenged
conditions [67].

Variations in the composition of fungal functional groups inferred by FUNGuild
showed that strain NCD-2 appeared to influence nutrition mode than CK treatment.
For example, saprotrophs and symbiotrophs were abundant in eggplant and pepper
rhizosphere after application of strain NCD-2. Analysis of the composition of fungal
communities in the eggplant and pepper rhizospheres showed that strain NCD-2 treat-
ment could simultaneously increase proportions of Byssochlamys, Rhizopus, Aspergillus,
Stachybotrys, while the opposite tendencies were observed for the abundances of Penicillium
and Cephalotrichum, respectively. The relative abundances of Cephalotrichum, Penicillium,
Preussia and Schizothecium in cotton rhizosphere were enriched after application of strain
NCD-2, while Byssochlamys, Rhizopus, Trichoderma and Neurospora were decreased, respec-
tively. The relative abundances of Byssochlamys, Trichoderma, Aspergillus, Cephalotrichum,
Penicillium and Neurospora in maize rhizosphere were enriched after application of strain
NCD-2, while Rhizopus, Stachybotrys, Melanospora, Staphylotrichum and Preussia were de-
creased, respectively. The relative abundances of Talaromyces, Neurospora, Stachybotrys,
Melanospora and Staphylotrichum were increased in tomato rhizosphere after application of
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strain NCD-2, while Byssochlamys, Rhizopus, Trichoderma and Aspergillus were decreased,
respectively (Table S4). The genus of Byssochlamys could produce bioactive compounds
against plant pathogens [68]. Penicillium sp. is well known as a pathogen of several plant
species causing fruit root [69]. Schizothecium sp. could improve the resistance to banana
Fusarium wilt disease of the seedling [70]. Trichoderma sp. could control some fungal dis-
eases in plant [71]. However, in our study, the relative abundances of some same genus
were greatly differences in different plants rhizosphere after application of strain NCD-2
(Table S4). Due to FUNGuild analysis was based on the literature and data, there were
some limitations for analyze the functions to some extent. Thus, fungal functional groups
need to be further studied.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/microorganisms11030776/s1, Figure S1: ACE curves of bacterial
under different treatments; Figure S2: ACE curves of fungi under different treatments; Figure S3:
Venn diagram of unique and shared bacterial phyla in different treatments; Table S1: The detailed
sequencing data of each sample in bacterial; Table S2: The detailed sequencing data of each sample in
fungi; Table S3: Analysis of significant differences in the abundance of dominant bacterial genera
between CK and NCD-2 treatment; Table S4: Analysis of significant differences in the abundance
of dominant fungi under CK and NCD-2 treatment; Table S5: Predicted relative functional gene
abundance for bacteria by PICRUSt; Table S6: Predicted relative functional gene abundance for fungi
by FUNGild.

Author Contributions: Conceptualization, P.M. and Q.G.; methodology, W.Z. and Z.S.; software,
S.L.; validation, Y.B., X.L. and W.Z.; formal analysis, W.Z.; investigation, Y.B.; resources, Y.B.; data
curation, Q.G.; writing—original draft preparation, W.Z.; writing—review and editing, P.M. and Q.G.;
visualization, W.Z.; supervision, P.M.; project administration, P.M.; funding acquisition, Q.G. and
W.Z. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the National Natural Science Foundation of China (32172487
and 31801786), the China Agriculture Research System of MOF and MARA (CARS-15-19), the Key
Research and Development Program of Hebei Province (22326509D), the Natural Science Foundation
of Hebei Province (C2021301030), and HAAFS Agriculture Science and Technology Innovation Project
(2022KJCXZX-ZBS-1).

Data Availability Statement: Raw data of 16S rRNA gene and ITS gene obtained from all samples are
accessible via NCBI SRA database under accession numbers were PRJNA847255 and PRJNA847257,
respectively.

Acknowledgments: The authors wish to thank Majorbio Biopharm Technology Co., Ltd for assistance
with sampling and sequencing services.

Conflicts of Interest: The authors declare that there were no conflict of interest.

References
1. Kumar, S.; Pandey, P.; Maheshwari, D.K. Reduction in dose of chemical fertilizers and growth enhancement of sesame

(Sesamum indicum L.) with application of rhizospheric competent Pseudomonas aeruginosa LES4. Eur. J. Soil Biol. 2009,
45, 334–340. [CrossRef]

2. Ayala, S.; Rao, E. Perspectives of soil fertility management with a focus on fertilizer use for crop productivity. Curr. Sci. 2002, 82,
797–807.

3. Li, F.; Zhang, S.Q.; Wang, Y.; Li, Y.; Li, P.P.; Chen, L.; Jie, X.L.; Hu, D.S.; Feng, B.; Yue, K.; et al. Rare fungus, Mortierella capitata,
promotes crop growth by stimulating primary metabolisms related genes and reshaping rhizosphere bacterial community. Soil
Biol. Biochem. 2020, 151, 108017. [CrossRef]

4. Beneduzi, A.; Ambrosini, A.; Passaglia, L.J.G.; Biology, M. Plant growth-promoting rhizobacteria (PGPR): Their potential as
antagonists and biocontrol agents. Genet. Mol. Biol. 2012, 35, 1044–1051. [CrossRef] [PubMed]

5. Kumar, P.; Thakur, S.; Dhingra, G.K.; Singh, A.; Pal, M.K.; Harshvardhan, K.; Dubey, R.C.; Maheshwari, D.K. Inoculation of
siderophore producing rhizobacteria and their consortium for growth enhancement of wheat plant. Biocatal. Agric. Biotechnol.
2018, 15, 264–269. [CrossRef]

6. Dimkpa, C.; Weinand, T.; Asch, F. Plant-rhizobacteria interactions alleviate abiotic stress conditions. Plant Cell Environ. 2009, 32,
1682–1694. [CrossRef]

https://www.mdpi.com/article/10.3390/microorganisms11030776/s1
https://www.mdpi.com/article/10.3390/microorganisms11030776/s1
http://doi.org/10.1016/j.ejsobi.2009.04.002
http://doi.org/10.1016/j.soilbio.2020.108017
http://doi.org/10.1590/S1415-47572012000600020
http://www.ncbi.nlm.nih.gov/pubmed/23411488
http://doi.org/10.1016/j.bcab.2018.06.019
http://doi.org/10.1111/j.1365-3040.2009.02028.x


Microorganisms 2023, 11, 776 15 of 17

7. Bukhat, S.; Imran, A.; Javaid, S.; Shahid, M.; Majeed, A.; Naqqash, T. Communication of plants with microbial world: Exploring
the regulatory networks for PGPR mediated defense signaling. Microbiol. Res. 2020, 238, 126486. [CrossRef]

8. Qin, Y.; Druzhinina, I.S.; Pan, X.Y.; Yuan, Z.L. Microbially mediated plant salt tolerance and microbiome-based solutions for saline
agriculture. Biotechnol. Adv. 2016, 34, 1245–1259. [CrossRef]

9. Uroz, S.; Oger, P.; Tisserand, E.; Cébron, A.; Turpault, M.P.; Buée, M.; De Boer, W.; Leveau, J.H.J.; Frey-Klett, P. Specific impacts of
beech and Norway spruce on the structure and diversity of the rhizosphere and soil microbial communities. Sci. Rep. 2016, 6, 27756.
[CrossRef]

10. Kusstatscher, P.; Wicaksono, W.A.; Thenappan, D.P.; Adam, E.; Berg, G.J.M. Microbiome management by biological and chemical
treatments in maize is linked to plant health. Microorganisms 2020, 8, 1506. [CrossRef]

11. Mathur, P.; Roy, S. Insights into the plant responses to drought and decoding the potential of root associated microbiome for
inducing drought tolerance. Physiol. Plantarum. 2021, 172, 1016–1029. [CrossRef] [PubMed]

12. Pii, Y.; Mimmo, T.; Tomasi, N.; Terzano, R.; Cesco, S.; Crecchio, C. Microbial interactions in the rhizosphere: Beneficial influences
of plant growth-promoting rhizobacteria on nutrient acquisition process. A review. Biol. Fertil. Soils 2015, 51, 403–415. [CrossRef]

13. Merbach, W.; Mirus, E.; Knof, G.; Remus, R.; Ruppel, S.; Russow, R.; Gransee, A.; Schulze, J. Release of carbon and nitrogen
compounds by plant roots and their possible ecological importance. J. Plant Nutr. Soil Sci. 1999, 162, 373–383. [CrossRef]

14. Pii, Y.; Borruso, L.; Brusetti, L.; Crecchio, C.; Cesco, S.; Mimmo, T. The interaction between iron nutrition, plant species and soil
type shapes the rhizosphere microbiome. Plant Physiol. Biochem. 2016, 99, 39–48. [CrossRef]

15. Edwards, J.; Johnson, C.; Santos-Medellín, C.; Lurie, E.; Podishetty, N.K.; Bhatnagar, S.; Eisen, J.A.; Sundaresan, V. Structure,
variation, and assembly of the root-associated microbiomes of rice. Proc. Natl. Acad. Sci. USA 2015, 112, 911–920. [CrossRef]

16. Kupper, K.C.; Moretto, R.K.; Fujimoto, A. Production of antifungal compounds by Bacillus spp. isolates and its capacity for
controlling citrus black spot under field conditions. World J. Microb. Biot. 2020, 36, 7. [CrossRef]

17. Mazzoli, A.; Donadio, G.; Lanzilli, M.; Saggese, A.; Isticato, R. Bacillus megaterium SF185 spores exert protective effects against
oxidative stress in vivo and in vitro. Sci. Rep. 2019, 9, 12082. [CrossRef]

18. Li, S.Z.; Ma, P.; Gao, S.G.; Liu, X.Z.; Liu, G. Evaluation of biocontrol potential of a bacterial strain NCD-2 against cotton verticillium
wilt in field trials. Acta Phytopathol. Sin. 2005, 35, 451–455.

19. Zhao, W.S.; Guo, Q.G.; Li, S.Z.; Wang, P.P.; Dong, L.H.; Su, Z.H.; Zhang, X.Y.; Lu, X.Y.; Ma, P. Effects of Bacillus subtilis NCD-2
and broccoli residues return on potato verticillium wilt and soil fungal community structure. Biol. Control 2021, 159, 104628.
[CrossRef]

20. Huang, Z.Q.; Liu, B.W.; Yin, Y.; Liang, F.; Xie, D.S.; Han, T.T.; Liu, Y.Z.; Yan, B.; Li, Q.; Huang, Y.; et al. Impact of biocontrol
microbes on soil microbial diversity in ginger (Zingiber officinale Roscoe). Pest Manag. Sci. 2021, 77, 5537–5546. [CrossRef]

21. Sylla, J.; Alsanius, B.W.; Krüger, E.; Reineke, A.; Strohmeier, S.; Wohanka, W. Leaf microbiota of strawberries as affected by
biological control agents. Phytopathology 2013, 103, 1001–1011. [CrossRef] [PubMed]

22. Han, L.J.; Wang, Z.Y.; Li, N.; Wang, Y.H.; Feng, J.T.; Zhang, X. Bacillus amyloliquefaciens B1408 suppresses Fusarium wilt in
cucumber by regulating the rhizosphere microbial community. Appl. Soil Ecol. 2019, 136, 55–66. [CrossRef]

23. Abdallah, D.B.; Frikha-Gargouri, O.; Tounsi, S. Rizhospheric competence, plant growth promotion and biocontrol efficacy of
Bacillus amyloliquefaciens subsp. plantarum strain 32a. Biol. Control 2018, 124, 61–67.

24. Wang, C.; Zheng, M.M.; Song, W.F.; Wen, S.L.; Wang, B.R.; Zhu, C.Q.; Shen, R.F. Impact of 25 years of inorganic fertilization
on diazotrophic abundance and community structure in an acidic soil in southern China. Soil Biol. Biochem. 2017, 113, 240–249.
[CrossRef]

25. Guo, S.; Zhang, J.W.; Dong, L.H.; Li, X.; Zhang, L.Q. Fengycin produced by Bacillus subtilis NCD-2 is involved in suppression of
clubroot on Chinese cabbage. Biol. Control 2019, 136, 104001. [CrossRef]

26. Lu, R.; Li, Y.P.; Li, W.X.; Xie, Z.S.; Fan, C.L.; Liu, P.X.; Deng, S.X. Bacterial community structure in atmospheric particulate matters
of different sizes during the haze days in Xi’an, China. Sci. Total Environ. 2018, 637–638, 244–252. [CrossRef] [PubMed]

27. Adams, R.I.; Miletto, M.; Taylor, J.W.; Bruns, T.D. Dispersal in microbes: Fungi in indoor air are dominated by outdoor air and
show dispersal limitation at short distances. ISME J. 2013, 7, 1262–1273. [CrossRef] [PubMed]

28. Guo, Q.G.; Li, S.Z.; Lu, X.Y.; Li, B.Q.; Ma, P. PhoR/PhoP two component regulatory system affects biocontrol capability of Bacillus
subtilis NCD-2. Genet. Mol. Biol. 2010, 33, 333–340. [CrossRef]

29. Guo, Q.G.; Dong, W.X.; Li, S.Z.; Lu, X.Y.; Wang, P.P.; Zhang, X.Y.; Wang, Y.; Ma, P. Fengycin produced by Bacillus subtilis NCD-2
plays a major role in biocontrol of cotton seedling damping-off disease. Microbiol. Res. 2014, 169, 533–540. [CrossRef]

30. Zhang, Q.X.; Stummer, B.E.; Guo, Q.G.; Zhang, W.; Zhang, X.J.; Zhang, L.Q.; Harvey, P.R. Quantification of Pseudomonas protegens
FD6 and Bacillus subtilis NCD-2 in soil and the wheat rhizosphere and suppression of root pathogenic Rhizoctonia solani AG-8.
Biol. Control 2020, 154, 104504. [CrossRef]

31. Shao, M.Q.; Zhao, W.S.; Su, Z.H.; Dong, L.H.; Guo, Q.G.; Ma, P. Effect of Bacillus subtilis NCD-2 on the growth of tomato and the
microbial community structure of rhizosphere soil under salt stress. Sci. Agric. Sin. 2021, 54, 4573–4584.

32. Zhang, N.; Wu, K.; He, X.; Li, S.Q.; Zhang, Z.H.; Shen, B.; Yang, X.M.; Zhang, R.F.; Huang, Q.W.; Shen, Q.R. A new bioorganic
fertilizer can effectively control banana wilt by strong colonization with Bacillus subtilis N11. Plant Soil 2011, 344, 87–97. [CrossRef]

33. Zhang, Y.; Gao, X.; Shen, Z.Z.; Zhu, C.Z.; Jiao, Z.X.; Li, R.; Shen, Q.R. Pre-colonization of PGPR triggers rhizosphere microbiota
succession associated with crop yield enhancement. Plant Soil 2019, 439, 553–567. [CrossRef]

http://doi.org/10.1016/j.micres.2020.126486
http://doi.org/10.1016/j.biotechadv.2016.08.005
http://doi.org/10.1038/srep27756
http://doi.org/10.3390/microorganisms8101506
http://doi.org/10.1111/ppl.13338
http://www.ncbi.nlm.nih.gov/pubmed/33491182
http://doi.org/10.1007/s00374-015-0996-1
http://doi.org/10.1002/(SICI)1522-2624(199908)162:4&lt;373::AID-JPLN373&gt;3.0.CO;2-
http://doi.org/10.1016/j.plaphy.2015.12.002
http://doi.org/10.1073/pnas.1414592112
http://doi.org/10.1007/s11274-019-2772-0
http://doi.org/10.1038/s41598-019-48531-4
http://doi.org/10.1016/j.biocontrol.2021.104628
http://doi.org/10.1002/ps.6595
http://doi.org/10.1094/PHYTO-01-13-0014-R
http://www.ncbi.nlm.nih.gov/pubmed/24020904
http://doi.org/10.1016/j.apsoil.2018.12.011
http://doi.org/10.1016/j.soilbio.2017.06.019
http://doi.org/10.1016/j.biocontrol.2019.104001
http://doi.org/10.1016/j.scitotenv.2018.05.006
http://www.ncbi.nlm.nih.gov/pubmed/29753222
http://doi.org/10.1038/ismej.2013.28
http://www.ncbi.nlm.nih.gov/pubmed/23426013
http://doi.org/10.1590/S1415-47572010005000032
http://doi.org/10.1016/j.micres.2013.12.001
http://doi.org/10.1016/j.biocontrol.2020.104504
http://doi.org/10.1007/s11104-011-0729-7
http://doi.org/10.1007/s11104-019-04055-4


Microorganisms 2023, 11, 776 16 of 17

34. Wen, T.; Zhao, M.L.; Yuan, J.; Kowalchuk, G.; Shen, Q.R. Root exudates mediate plant defense against foliar pathogens by
recruiting beneficial microbes. Soil Ecol. Lett. 2021, 3, 42–51. [CrossRef]

35. Singh, B.K.; Trivedi, P.; Egidi, E.; Macdonald, C.A.; Baquerizo, M.D. Crop microbiome and sustainable agriculture. Nat. Rev.
Microbiol. 2020, 18, 601–602. [CrossRef]

36. Stephen, A.R.; Joseph, G.; Jurriaan, T. Crying out for help with root exudates: Adaptive mechanisms by which stressed plants
assemble health-promoting soil microbiomes. Curr. Opin. Microbiol. 2019, 49, 73–82.

37. Zhou, Z.K.; Yu, J.; Wang, Z.; Gou, Z.H.; Lyu, J.; Li, W.Y.; Yu, Y.J.; Shu, L.P.; Zhao, Y.J.; Ma, Y.M.; et al. Resequencing 302 wild and
cultivated accessions identifies genes related to domestication and improvement in soybean. Nat. Biotechnol. 2015, 33, 408–414.
[CrossRef]

38. Wieland, G.; Neumann, R.; Backhaus, H. Variation of microbial communities in soil, rhizosphere, and rhizoplane in response to
crop species, soil type, and crop development. Appl. Environ. Microb. 2001, 67, 5849–5854. [CrossRef]

39. Goodrich, J.K.; Davenport, E.R.; Waters, J.L.; Clark, A.G.; Ley, R.E. Cross-species comparisons of host genetic associations with
the microbiome. Science 2016, 352, 532–535. [CrossRef]

40. Shade, A.; Stopnisek, N. Abundance-occupancy distributions to prioritize plant core microbiome membership. Curr. Opin.
Microbiol. 2019, 49, 50–58. [CrossRef]

41. Cipriano, M.A.P.; Lupatini, M.; Lopes-Santos, L.; da Silva, M.J.; Roesch, L.F.W.; Destéfano, S.A.L.; Freitas, S.S.; Kuramae, E.E.
Lettuce and rhizosphere microbiome responses to growth promoting Pseudomonas species under field conditions. FEMS Microbiol.
Ecol. 2016, 92, fiw197. [CrossRef] [PubMed]

42. Delgado-Baquerizo, M.; Maestre, F.T.; Reich, P.B.; Jeffries, T.C.; Gaitan, J.J.; Encinar, D. Microbial diversity drives multifunctionality
in terrestrial ecosystems. Nat. Commun. 2016, 7, 10541. [CrossRef] [PubMed]

43. Eisenhauer, N.; Schulz, W.; Scheu, S.; Jousset, A. Niche dimensionality links biodiversity and invasibility of microbial communities.
Funct. Ecol. 2013, 27, 282–288. [CrossRef]

44. Griffiths, B.; Ritz, K.; Wheatley, R.; Kuan, H.; Boag, B.; Christensen, S.; Ekelund, F.; Sorensen, S.J.; Muller, S.; Bloem, J. An
examination of the biodiversity-ecosystem function relationship in arable soil microbial communities. Soil Biol. Biochem. 2001, 33,
1713–1722. [CrossRef]

45. Chen, L.; Wang, X.H.; Ma, Q.H.; Bian, L.S.; Liu, X.; Xu, Y.; Zhang, H.H.; Shao, J.H.; Liu, Y.P. Bacillus velezensis CLA178-induced
systemic resistance of Rosa multiflora against crown gall disease. Front. Microbiol. 2020, 11, 587667. [CrossRef]

46. Blake, C.; Nordgaard Christensen, M.; Kovács, Á.T. Molecular aspects of plant growth promotion and protection by Bacillus
subtilis. Mol. Plant-Microbe Interact. 2021, 34, 15–25. [CrossRef]

47. Shao, J.H.; Li, Y.C.; Li, Z.F.; Xu, Z.H.; Xun, W.B.; Zhang, N.; Feng, H.C.; Miao, Y.Z.; Shen, Q.R.; Zhang, R.F. Participating
mechanism of a major contributing gene ysnE for auxin biosynthesis in Bacillus amyloliquefaciens SQR9. J. Basic Microb. 2021, 61,
569–575. [CrossRef]

48. Ali, A.; Mohanta, T.K.; Asaf, S.; Rehman, N.; Al-Housni, S.; Al-Harrasi, A.; Khan, A.L.; Al-Rawahi, A. Biotransformation of
benzoin by Sphingomonas sp. LK11 and ameliorative effects on growth of Cucumis sativus. Arch. Microbiol. 2019, 201, 591–601.
[CrossRef]

49. Halo, B.A.; Khan, A.L.; Waqas, M.; Al-Harrasi, A.; Hussain, J.; Ali, L.; Adnan, M.; Lee, I. Endophytic bacteria (Sphingomonas sp.
LK11) and gibberellin can improve Solanum lycopersicum growth and oxidative stress under salinity. J. Plant Interact. 2015, 10,
117–125. [CrossRef]

50. Puopolo, G.; Raio, A.; Zoina, A. Identification and charactherization of Lysobacter capsici strain pg4: A new plant health-promoting
rhizobacterium. J. Plant Pathol. 2010, 92, 157–164.

51. Wang, Y.; Ohara, Y.; Nakayashiki, H.; Tosa, Y.; Mayama, S. Microarray analysis of the gene expression profile induced by the
endophytic plant growth-promoting rhizobacteria, Pseudomonas fluorescens FPT9601-T5 in Arabidopsis. Mol. Plant-Microbe Interact.
2005, 5, 385–396. [CrossRef] [PubMed]

52. Vinayarani, G.; Madhusudhan, K.N.; Prakash, H.S. Induction of systemic resistance in turmeric by rhizospheric isolate Trichoderma
asperellum against rhizome rot disease. J. Plant Pathol. 2019, 101, 965–980. [CrossRef]

53. Masunaka, A.; Hyakumachi, M.; Takenaka, S. Plant growth-promoting fungus, Trichoderma koningi suppresses isoflavonoid
phytoalexin vestitol production for colonization on/in the roots of Lotus japonicus. Microbes Environ. 2011, 26, 128–134. [CrossRef]

54. Ozimek, E.; Hanaka, A. Mortierella species as the plant growth-promoting fungi present in the agricultural soils. Agriculture 2020,
11, 7. [CrossRef]

55. Al-Askar, A.A.; Saber, W.; Ghoneem, K.M.; Hafez, E.E.; Ibrahim, A.A. Crude citric acid of Trichoderma asperellum: Tomato growth
promotor and suppressor of Fusarium oxysporum f. sp. Lycopersici. Plants 2021, 10, 222. [CrossRef] [PubMed]

56. Musyoki, M.K.; Cadisch, G.; Zimmermann, J.; Wainwright, H.; Beed, F.; Rasche, F. Soil properties, seasonality and crop growth
stage exert a stronger effect on rhizosphere prokaryotes than the fungal biocontrol agent Fusarium oxysporum f. sp. Strigae. Appl.
Soil Ecol. 2016, 105, 126–136. [CrossRef] [PubMed]

57. Fravel, D.R.; Deahl, K.L.; Stommel, J.R. Compatibility of the biocontrol fungus Fusarium oxysporum strain CS-20 with selected
fungicides. Biol. Control 2005, 34, 165–169. [CrossRef]

58. Su, Z.H.; Chen, X.Y.; Liu, X.M.; Guo, Q.G.; Li, S.Z.; Lu, X.Y.; Zhang, X.Y.; Wang, P.P.; Dong, L.H.; Zhao, W.S.; et al. Genome mining
and UHPLC-MS/MS illuminate the specificity of secondary metabolite synthetic gene clusters in Bacillus subtilis NCD-2. BMC
Genom. 2020, 21, 767. [CrossRef]

http://doi.org/10.1007/s42832-020-0057-z
http://doi.org/10.1038/s41579-020-00446-y
http://doi.org/10.1038/nbt.3096
http://doi.org/10.1128/AEM.67.12.5849-5854.2001
http://doi.org/10.1126/science.aad9379
http://doi.org/10.1016/j.mib.2019.09.008
http://doi.org/10.1093/femsec/fiw197
http://www.ncbi.nlm.nih.gov/pubmed/27660605
http://doi.org/10.1038/ncomms10541
http://www.ncbi.nlm.nih.gov/pubmed/26817514
http://doi.org/10.1111/j.1365-2435.2012.02060.x
http://doi.org/10.1016/S0038-0717(01)00094-3
http://doi.org/10.3389/fmicb.2020.587667
http://doi.org/10.1094/MPMI-08-20-0225-CR
http://doi.org/10.1002/jobm.202100098
http://doi.org/10.1007/s00203-019-01623-1
http://doi.org/10.1080/17429145.2015.1033659
http://doi.org/10.1094/MPMI-18-0385
http://www.ncbi.nlm.nih.gov/pubmed/15915637
http://doi.org/10.1007/s42161-019-00303-9
http://doi.org/10.1264/jsme2.ME10176
http://doi.org/10.3390/agriculture11010007
http://doi.org/10.3390/plants10020222
http://www.ncbi.nlm.nih.gov/pubmed/33498925
http://doi.org/10.1016/j.apsoil.2016.03.021
http://www.ncbi.nlm.nih.gov/pubmed/31007391
http://doi.org/10.1016/j.biocontrol.2005.04.007
http://doi.org/10.1186/s12864-020-07160-2


Microorganisms 2023, 11, 776 17 of 17

59. Ogundeji, A.O.; Li, Y.; Liu, X.J.; Meng, L.B.; Sang, P.; Mu, Y.; Wu, H.L.; Ma, Z.N.; Hou, J.; Li, S.M. Eggplant by grafting enhanced
with biochar recruits specific microbes for disease suppression of Verticillium wilt. Appl. Soil Ecol. 2021, 163, 103912. [CrossRef]

60. Dini-Andreote, F.; van Elsas, J.D.; Olff, H.; Salles, J.F. Dispersal-competition tradeoff in microbiomes in the quest for land
colonization. Sci. Rep. 2018, 8, 9451. [CrossRef]

61. Berg, N.V.D.; Berger, D.K.; Hein, I.; Birch, P.R.J.; Wingfield, M.J.; Viljoen, A. Tolerance in banana to Fusarium wilt is associated
with early up-regulation of cell wall-strengthening genes in the roots. Mol. Plant Pathol. 2007, 8, 333–341. [CrossRef] [PubMed]

62. Mendes, L.W.; Kuramae, E.E.; Navarrete, A.A.; van Veen, J.A.; Tsai, S.M. Taxonomical and functional microbial community
selection in soybean rhizosphere. ISME J. 2014, 8, 1577–1587. [CrossRef] [PubMed]

63. Liang, J.P.; Xue, Z.Q.; Yang, Z.Y.; Chai, Z.; Niu, J.P.; Shi, Z.Y. Effects of microbial organic fertilizers on Astragalus membranaceus
growth and rhizosphere microbial community. Ann. Microbiol. 2021, 71, 11. [CrossRef]

64. Rais, A.; Jabeen, Z.; Shair, F.; Hafeez, F.Y.; Hassan, M.N. Bacillus spp., a bio-control agent enhances the activity of antioxidant
defense enzymes in rice against Pyricularia oryzae. PLoS ONE 2017, 12, e0187412. [CrossRef] [PubMed]

65. Singh, S.P.; Gaur, R. Endophytic Streptomyces spp. underscore induction of defense regulatory genes and confers resistance
against Sclerotium rolfsii in chickpea. Biol. Control 2017, 104, 44–56. [CrossRef]

66. Dukare, A.; Paul, S. Biological control of Fusarium wilt and growth promotion in pigeon pea (Cajanus cajan) by antagonistic
rhizobacteria, displaying multiple modes of pathogen inhibition. Rhizosphere 2021, 17, 100278. [CrossRef]

67. Jayapala, N.; Mallikarjunaiah, N.; Puttaswamy, H.; Gavirangappa, H.; Ramachandrappa, S. Rhizobacteria Bacillus spp. induce
resistance against anthracnose disease in chili (Capsicum annuum L.) through activating host defense response. Egypt J. Biol. Pest
Control 2019, 29, 45. [CrossRef]

68. Rodrigo, S.; Santamaria, O.; Halecker, S.; Lledó, S.; Stadler, M. Antagonism between Byssochlamys spectabilis (anamorph Pae-
cilomyces variotii ) and plant pathogens: Involvement of the bioactive compounds produced by the endophyte. Ann. Appl. Biol.
2017, 171, 464–476. [CrossRef]

69. Liu, Y.; Wang, W.H.; Zhou, Y.H.; Yao, S.X.; Deng, L.L.; Zeng, K.F. Isolation, identification and in vitro, screening of chongqing
orangery yeasts for the biocontrol of Penicillium digitatum, on citrus fruit. Biol. Control 2017, 110, 18–24. [CrossRef]

70. Nong, Q.; Zhang, W.L.; Lan, T.j.; Su, Q.; Chen, Y.L.; Zhang, Y.; Qin, L.P.; Xie, L. Screening and identification of dark septate
endophyte strain L-14 and its mechanism of banana Fusarium wilt disease resistance. Chin. J. Trop. Crops 2017, 38, 559–564.

71. Sánchez-Montesinos, B.; Santos, M.; Moreno-Gavíra, A.; Marín-Rodulfo, T.; Gea, F.J.; Diánez, F. Biological control of fungal
diseases by Trichoderma aggressivum f. europaeum and its compatibility with fungicides. J. Fungi 2021, 7, 598. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1016/j.apsoil.2021.103912
http://doi.org/10.1038/s41598-018-27783-6
http://doi.org/10.1111/j.1364-3703.2007.00389.x
http://www.ncbi.nlm.nih.gov/pubmed/20507503
http://doi.org/10.1038/ismej.2014.17
http://www.ncbi.nlm.nih.gov/pubmed/24553468
http://doi.org/10.1186/s13213-021-01623-x
http://doi.org/10.1371/journal.pone.0187412
http://www.ncbi.nlm.nih.gov/pubmed/29161274
http://doi.org/10.1016/j.biocontrol.2016.10.011
http://doi.org/10.1016/j.rhisph.2020.100278
http://doi.org/10.1186/s41938-019-0148-2
http://doi.org/10.1111/aab.12388
http://doi.org/10.1016/j.biocontrol.2017.04.002
http://doi.org/10.3390/jof7080598
http://www.ncbi.nlm.nih.gov/pubmed/34436137

	Introduction 
	Materials and Methods 
	Bacterial and Culture Conditions 
	Plant Growth Experiment 
	Assays of Growth Indices 
	Soil Sample Collection and DNA Extraction 
	Quantitative Detection of Strain NCD-2 in the Rhizosphere of Five Crops 
	PCR Amplification, Illumina Sequencing and Data Processing 
	Statistical Analysis 

	Results 
	Effect of Strain NCD-2 on the Biomass for Different Crops 
	Populations of Strain NCD-2 in Rhizosphere 
	Sequencing Data Summary and Microbial Community Diversity 
	Effect of Strain NCD-2 on the Microbial Community Structure in the Rhizosphere of Different Crops 
	Effect of Strain NCD-2 on the Bacterial Taxonomic Community Composition in the Rhizosphere of Different Crops 
	Effect of Strain NCD-2 on the Fungal Taxonomic Community Composition in the Rhizosphere of Different Crops 
	Predicted Functional Analysis of the Microbial Community 

	Discussion 
	The Colonization and Growth-Promoting Ability of Strain NCD-2 
	The Influence of Strain NCD-2 on Microbial Communities Varied among Plant Species 
	Variations in Microbial Functional Metabolic Genes for Five Crops by Strain NCD-2 

	References

