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Abstract
Bacillus altitudinis is a widely distributed soil bacterium that has various functional activities, including remediation of 
contaminated soil, degradation of herbicides, and enhancement of plant growth. B. altitudinis GQYP101 was isolated 
from the rhizosphere soil of Lycium barbarum L. and demonstrated potential as a plant growth-promoting bacterium. In 
this work, strain GQYP101 could solubilize phosphorus, and increased the stem diameter, maximum leaf area, and fresh 
weight of corn in a pot experiment. Nitrogen and phosphorus contents of corn seedlings (aerial part) increased by 100% 
and 47.9%, respectively, after application of strain GQYP101. Concurrently, nitrogen and phosphorus contents of corn root 
also increased, by 55.40% and 20.3%, respectively. Furthermore, rhizosphere soil nutrients were altered and the content of 
available phosphorus increased by 73.2% after application of strain GQYP101. The mechanism by which strain GQYP101 
improved plant growth was further investigated by whole genome sequence analysis. Strain GQYP101 comprises a circu-
lar chromosome and a linear plasmid. Some key genes of strain GQYP101 were identified that were related to phosphate 
solubilization, alkaline phosphatase, chemotaxis, and motility. The findings of this study may provide a theoretical basis for 
strain GQYP101 to enhance crop yield as microbial fertilizer.
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Introduction

Plant growth-promoting rhizobacteria (PGPR) are the 
beneficial bacteria that exist in the root soil of plants and 
significantly improve plant growth. PGPR benefit plant 
growth and enhance plant tolerance for biotic and abiotic 
stress by solubilizing phosphorus and potassium, secret-
ing growth regulators (e.g., indole-3-acetic acid), produc-
ing siderophores, inhibiting plant pathogens, controlling 
nematodes, fixing nitrogen [1], and so on. The growth-
enhancing effect of PGPR has been confirmed on many 
crops [2], such as wheat [3], rice [4], corn [5], cucumber 
[6], Miscanthus giganteus [7], Malus hupehensis Rehd. 
[8]. Hence PGPR are an environmentally friendly alterna-
tive to chemical fertilizers and pesticides in sustainable 
agriculture [2, 9].

Bacillus altitudinis is a widely distributed, Gram-
positive bacterium that was firstly isolated from air and 
described by Shivaji et al. [10]. At present, there are 82 
genome sequences of B. altitudinis stored in the GenBank 
database. B. altitudinis has different activities, including 
remediation of contaminated soil, degradation of herbi-
cides, and enhancement of plant growth. For example, 
B. altitudinis KP-14 can tolerate various abiotic stresses, 
which can significantly enhance the biomass of M. gigan-
teus in metal-contaminated soils [7]. B. altitudinis A16 
could be used for soil remediation by biodegrading the 
toxic substance butachlor [11]. B. altitudinis WR10 could 
alleviate Cu stress in wheat by scavenging reactive oxygen 
species and biosynthesizing phenylpropanoid [12]. Moreo-
ver, B. altitudinis WR10 alleviated abiotic stress under 
low-phosphorus and high-salinity conditions in wheat 
via production of phytases and phosphatases [3], and 
this could be used as a strategy to increase crop yields in 
saline-alkali soils. In addition, B. altitudinis MS16 could 
produce biosurfactant and has potential for emulsification 
and antifungal activity [13].

Phosphorus is an indispensable macronutrient that is 
instrumental in almost all metabolic processes of plant, 
such as photosynthesis, respiration, energy storage and 
transmission, and cell division. Phosphorus exists in the 
soil predominantly in two forms—inorganic phospho-
rus and organic phosphorus—but most of the phospho-
rus is insoluble and cannot be absorbed by plants, thus it 
becomes a limiting element for plant growth [2]. Many 
phosphate-solubilizing bacteria in soil can convert insolu-
ble phosphorous to the soluble form by secreting acid, 
alkaline phosphatase and phytase [14]. Application of 
phosphate-solubilizing bacteria can increase the absorp-
tion of phosphorus by plants, which has important theo-
retical and practical significance in agricultural production 
[15] and could relieve the pollution caused by phosphorus 

fertilizers [2]. However, the organic phosphate-solubiliz-
ing activity of B. altitudinis has not been studied until now 
and the growth-promoting mechanism of B. altitudinis still 
needs to be further explored.

In this study, a phosphate-solubilizing bacterium, B. alti-
tudinis GQYP101, was screened from the rhizosphere of 
Lycium barbarum L. and verified to enhance corn growth. 
The in-depth growth-promoting mechanism of strain 
GQYP101 was further revealed by whole genome sequenc-
ing. This study provide a theoretical basis for the application 
of B. altitudinis GQYP101 as a microbial fertilizer strain.

Materials and Methods

Strain Screening and Phenotypic Analysis

Strain GQYP101 was screened from the rhizosphere soil of 
L. barbarum L. through the gradient dilution method. Strain 
GQYP101 was cultured on Luria–Bertani (LB) medium 
containing 1% peptone, 1% NaCl, and 0.5% yeast extract, 
with 1.6% agar added for solid medium. Morphology of the 
bacterium was determined by Gram stain kit (SL7040, Cool-
aber, China) following the manufacturer’s instructions [16]. 
Mongina medium was used for screening phosphate-solubi-
lizing bacteria, and was composed of glucose 10.0 g, CaCO3 
5.0 g, (NH4)2SO4 0.5 g, KCl 0.3 g, NaCl 0.3 g, lecithin 0.2 g, 
FeSO4·7H2O 0.03 g, MgSO4·7H2O 0.3 g, MnSO4·4H2O 
0.03 g, deionized water 1 L, agar 1.5%, and pH 7.0–7.5 [17].

Strain GQYP101 was inoculated on Mongina medium 
and cultured for 4–7 days at 28 °C, then plates were exam-
ined for the presence of a phosphate-solubilizing circle. 
Skimmed milk powder medium (1.5% skim milk powder 
with 1.5% agar added for solid medium) was used to verify 
protein-degrading ability. Strain GQYP101 was inoculated 
in the protein-degrading medium and cultured for 2 days at 
37 °C to observe the generation of transparent circle [8]. 
The presence of siderophores was analyzed using CAS-agar 
plates. Strain GQYP101 was inoculated on the plate and cul-
tured at 37 °C for 2 days; a yellow circle indicated the pres-
ence of siderophores [8]. Motility of strain GQYP101 was 
detected on semi-solid medium containing 1% peptone, 1% 
NaCl, and 0.8% agar. A sterile filter paper was placed on the 
center of the plate and 5 μL bacterial suspension was applied 
to the paper. The plate was then cultured at 37 °C for 20 h.

Pot Experiment and Measurement

A pot experiment was performed in the greenhouse of Shan-
dong Agricultural University. Approximately 1 kg soil was 
placed in each pot of 15-cm diameter and 20-cm depth. 
Two groups were established with 10 replicates for each 
group. Corn seedlings were cultivated to two cotyledons, 
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and healthy and consistent seedlings were selected for the 
experiment. One milliliter (1 × 108 cfu/ml) of the suspension 
of strain GQYP101 cultured in bean juice was diluted to 
800 ml using water and applied to each pot. A control group 
was treated with the same amount of bean juice without 
strain GQYP101.

After 30 days of inoculation, the agronomic character-
istics of corn, including plant height, stem diameter, and 
leaf area were measured and recorded. Plant height was the 
distance from the heart leaf to the soil of the seedlings. Stem 
diameter was the diameter of the stem at 3 cm above the 
ground and was determined by a caliper. The maximum leaf 
area per plant applied the length–width coefficient method, 
following the formula: LA = L × W × 0.75 (L, leaf length; W, 
leaf width). Biomass of the corn was also determined. Plants 
were collected, washed, and weighed, then heated at 105 °C 
for 30 min in the oven, followed by heating at 85 °C to a 
constant weight, after which the dry weight was determined.

The total potassium, phosphorus, and nitrogen contents 
of the corn were extracted followed by the H2SO4-H2O2 
digestion method [18]. The content of total potassium was 
detected by the flame photometry method, the total phospho-
rus was performed by the vanadium-molybdenum yellow 
colorimetric method, and the total nitrogen was measured by 
a flow analyzer [8]. The soil available content of the nutri-
ents was also determined. Nitrate nitrogen was extracted by 
2 M KCl and then analyzed by calcium chloride-flow injec-
tion analyzer. Available potassium was measured by flame 
spectrophotometer and available phosphorus in the soil was 
determined by molybdenum antimony colorimetric [19].

At the end of the pot experiment, the rhizosphere soil 
was collected for extraction of the total soil microbial 
metagenomic DNA. 16S rRNA gene were amplified by 
the universal primers B341F (5′-CCT​ACG​GGNGGC​WGC​
AG-3′) and B785R (5′-GAC​TAC​HVGGG​TAT​CTA​ATC​
C-3′) [8]. Sequencing was performed by Shanghai Paisen 
Bioengineering Co., Ltd. on an Illumina MiSeq platform. 
The raw sequencing data were screened by FASTX-Tool 
kit, mothur, and UCHIME [20, 21] to remove low-quality 
reads, sequences with N, sequences < 150 bp in length, and 
chimeras. OTU clustering and annotation were conducted 
after obtaining high-quality sequences. Based on the OTU 
results, dilution curve, diversity index analysis, and statisti-
cal analysis of community structure and species abundance 
differences at each classification level were performed [21, 
22].

Optimization of Medium

Bean sprout juice acts as an original medium in the pro-
cess of culture medium optimization. The optimal carbon 
(glucose, sucrose, maltose, soluble starch, and corn flour), 
organic nitrogen (peptone, soybean meal, beef extract and 

yeast powder), inorganic nitrogen (NH4NO3, urea, NH4Cl, 
and (NH4)2SO4), and inorganic salts (KH2PO4, K2HPO4, 
MgSO4, and CaCO3) were investigated by single-factor 
method. The optimal ratio of carbon, nitrogen, and inor-
ganic salts was elucidated by orthogonal experiments. 
Bacterial numbers were determined by the plate-counting 
method [23].

Genome Sequencing and Annotation

The whole genome shotgun (WGS) strategy was used 
to sequence the whole genome of strain GQYP101 and 
construct a library of different insert fragments. These 
libraries were separately sequenced by next-generation 
sequencing and third-generation single-molecule sequenc-
ing technology based on the Illumina MiSeq sequencing 
platform and the PacBio sequencing platform. tRNAs and 
rRNAs were separately predicted by tRNAscan-SE (ver-
sion 1.3.1) [24] and Barrnap (0.9-dev) (https://​github.​
com/​tseem​ann/​barrn​ap), while other ncRNAs were 
mainly obtained by comparison with the Rfam database 
[25]. Protein-coding genes were predicted by GeneMarkS 
(version 4.32 April 2015) [26]. Genes of CAZy enzymes 
and potential signal peptides present in the genome were 
predicted by hmmscan (3.1b2, February 2015) software 
[27] and SignalP (version 4.1) software [28], respectively. 
TMHMM (Server v. 2.0) was used to predict the trans-
membrane helix structure in protein-coding genes, and the 
transmembrane, intracellular, and extracellular regions of 
each transmembrane protein [29]. Cluster of Orthologous 
Genes (COG) annotations were determined by eggNOG-
mapper software [30], a threshold value of 1E-6 was set. 
Gene Ontology (GO) annotation was performed using 
InterPro (version 66.0, release 2017.11.23) [31].

Results

Strain Screen, Identification, and Functional 
Analysis

B. altitudinis GQYP101 was screened from the rhizosphere 
soil of L. barbarum L. and cultured on Luria–Bertani 
(LB) medium. Cellular morphology, detected by micros-
copy, revealed that strain GQYP101 was a rod-shaped, 
spore-forming, Gram-positive bacterium (Fig. 1A). Strain 
GQYP101 possesses the capacity of producing sidero-
phores, degrading protein, solubilizing organic phosphorus 
and motility (Fig. 1B–E). These characteristics demon-
strated that strain GQYP101 was potentially a member 
of PGPR.

https://github.com/tseemann/barrnap
https://github.com/tseemann/barrnap
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Strain GQYP101 Promotes Corn Growth

B. altitudinis GQYP101 significantly enhanced the growth 
of corn. In the pot experiment, corn seedlings were treated 
for 30 days and then harvested. Images of the corn seedlings 
at the end of the pot experiment are shown in Fig. 2A. After 
treatment for 30 days with strain GQYP101, growth of the 
corn was better than that of the control group (Fig. 2A). The 
height of corn seedlings inoculated with strain GQYP101 
increased significantly, and was 11.9% higher than that of 
the control group (Fig. 2B). The stem diameter of the seed-
lings treated with strain GQYP101 was increased by 14.1% 
compared with the control group, and this was a signifi-
cant difference (P < 0.01) (Fig. 2C). After strain GQYP101 
application, the maximum leaf area of the treated group was 
also significantly different from the control group (P < 0.01), 
increasing by 45.1% (Fig. 2D). After treatment for 30 days, 
the corn seedlings were harvested and cleaned to measure 
the fresh weight of the plants. The fresh weight of corn seed-
lings treated with strain GQYP101 was greater than that 
of the control group (Fig. 2E). The underground part and 
total fresh weight reached significant differences (P < 0.05), 
increasing by 57.2% and 16.0%, respectively, after treatment 
with strain GQYP101. The plants were dried to constant 
weight and then determined (Fig. 2F). Only the aerial part 

reached a significant difference (P < 0.05) after treatment 
with strain GQYP101, exhibiting an increase of 28.3% com-
pared with the control group. These findings demonstrated 
that strain GQYP101 could significantly enhance the bio-
mass of corn.

Effect of Strain GQYP101 on Nutrient Content 
of Corn and Rhizosphere Soil

Application of strain GQYP101 resulted in significant 
increases in the nitrogen and phosphorus content of corn 
seedlings compared with the control group (P < 0.05), 
increasing by 100% and 47.9%, respectively. The total 
potassium content of corn seedlings with strain GQYP101 
was increased by 2.1% compared with the control, but this 
was not a significant difference. Nutrients in the roots were 
further determined, and only the phosphorus content in the 
GQYP101-treated group exhibited a significant difference 
(P < 0.05), increasing by 20.3% compared with the control 
group. Total nitrogen content in the GQYP101-treated group 
was increased by 55.40% compared with the control group, 
but this was not a significant difference (Table 1).

At the end of the pot experiment, the rhizosphere soil 
of the corn seedlings was collected, and the content of 

Fig. 1   Strain GQYP101 is a Gram-positive bacterium and can pro-
duce siderophores and protease and solubilize organic phosphorus. 
A Strain GQYP101 was stained following the Gram stain method 
and was observed through an OLYMPUS biological microscope at 
1000 × magnification. B Siderophores production ability test. Strain 
GQYP101 was cultured on a CAS-agar plate to test the ability of the 
strain to produce siderophores. C Qualitative analysis of protease. 

Strain GQYP101 was inoculated on a degrading protein plate and cul-
tured for 2 days at 37 °C. D Qualitative analysis of organic phospho-
rus solubilization ability. Strain GQYP101 was cultured on LB plates 
for 24 h at 37 °C, and then cultivated on Mongina medium plates for 
qualitative analysis of the ability to solubilize organic phosphorus. 
E Motility of strain GQYP101 was tested on semi-solid medium for 
24 h at 37 °C
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nitrate nitrogen, available phosphorus, and available potas-
sium in the soil was determined after drying. The content 
of available phosphorus in the GQYP101-treated group 
was significantly increased by 73.2% compared with the 
control group (P < 0.05) (Table 1). Furthermore, although 
the nitrate nitrogen and available potassium contents were 
both higher in the GQYP101-treated group than in the con-
trol group, the differences were not significant (Table 1).

Strain GQYP101 Influences Microbial Communities 
of the Rhizosphere Soil of Corn

Microorganisms are sensitive indicators of environmental 
changes. Variation in soil bacterial community diversity 
in the rhizosphere of corn was analyzed using Illumina 
MiSeq sequencing technology. Alpha diversity analysis 
could embody the diversity and richness of the microbial 
community. For bacteria, the parameters of Chao1 estima-
tor and ACE estimator were both different between the 
group treated with strain GQYP101 and the control group. 
However, Simpson and Shannon indices were similar 
among the two groups (Table S1). This inferred that soil 
samples of the group treated with GQYP101 had a higher 
diversity of microorganisms. A Venn graph was used to 
count the distribution of unique and common operational 
taxonomic units (OTUs) in the two different groups. In the 
bacterial community, 2012 OTUs (accounting for 25.57% 
of the total) were specific for the control group, 1985 
OTUs (containing 25.23% of the total) were unique for 
the GQYP101-treated group, and 3871 OTUs were com-
mon to both groups (Fig. 3A).

The relative richness of the bacterial community at the 
phylum level is illustrated in Fig. 3B. A total of 41 phyla 
were classified from the two groups, and Actinobacteria, 
Proteobacteria, Chloroflexi, Acidobacteria, and Gemmati-
monadetes were the dominant phyla. The relative richness 
of phyla varied after treatment with strain GQYP101. In 
the treated group, Firmicutes accounted for 2.89% of the 
total bacteria, while the proportion in the control group 
was only 1.83%. Moreover, the proportion of Acidobacte-
ria was 11.94% in the treated group, while the relative con-
tent was 9.36% in the control group, an increase of 19.41% 
in the treated group. The relative abundance of Nitrospirae 
and Planctomycetes was also increased at varying degrees 
in the treated group. In addition, the dominant phylum 
Chloroflexi accounted for 14.91% of the total bacteria after 
application of strain GQYP101; however, the proportion of 
this phylum was 18.81% in the control group. The relative 
abundance of other phyla did not change much. The phy-
lum Peregrinibacteria was unique in the treated group. At 
the genus level, the relative richness of bacterial communi-
ties is shown in Fig. 3C. The dominant genera in the group 
treated with strain GQYP101 were mainly uncultured_f__
Gemmatimonadaceae, uncultured_f__Anaerolineaceae, 
and unidentified_f__Micrococcaceae, while in the control 
group, uncultured_f__Anaerolineaceae, uncultured_f__
Gemmatimonadaceae, and uncultured_p__Acidobacteria 
were the dominant genera. The genus unidentified_f__
Micrococcaceae accounted for 3.00% of the total bacteria 
in the group treated with strain GQYP101, and only 1.57% 
in the control group. The content of Bacillus was 2.24% 

Fig. 2   Agronomic traits of corn seedlings following application 
of strain GQYP101. One milliliter (1 × 108  CFU/ml) bacterial sus-
pension (bean juice medium) was diluted with water to 800 ml and 
applied to the corn rhizosphere. A control group was watered with 
the same amount of medium without strain GQYP101. A Corn 
seedlings after 30 days of application of strain GQYP101 or control 
medium. The agronomic characteristics of the corn seedlings were 
measured, including plant height (B), stem diameter (C), and maxi-
mum leaf area (D). At the end of the experiment, plants were har-
vested, washed, and then dried with absorbent paper to measure the 
fresh weight of corn (E). The plants were then dried to a constant 
weight and the dry weight was determined (F). The pot experiment 
comprised two groups of 10 replicates. Error bars represent the SD of 
the mean. Asterisks indicate statistical significance (*, P < 0.05; **, 
P < 0.01)
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following application of strain GQYP101, but only 1.14% 
in the control group.

The increased content of the genus Bacillus after appli-
cation of strain GQYP101 indicated that the strain could 
be colonized in the rhizosphere of corn. Concurrently, the 
microbial community increased in diversity and abundance, 
which was beneficial for plant growth.

Medium Optimization for Strain GQYP101

Strain GQYP101 could enhance corn growth effec-
tively. To utilize strain GQYP101, culture medium opti-
mization for the strain was performed. Single-factor 

tests indicated the impact of carbon sources was glu-
cose > sucrose > soluble starch > maltose > corn flour, 
while the influence of organic nitrogen sources were 
peptone, followed by beef extract, yeast powder and soy-
bean meal. The impact of inorganic nitrogen sources was 
NH4NO3 > (NH4)2SO4 > NH4Cl > urea, and optimal inor-
ganic salts were CaCO3, followed by K2HPO4, KH2PO4, 
and MgSO4. The result of orthogonal tests indicated the 
optimal medium for strain GQYP101 was 3% glucose, 
1.5% peptone, 0.3% NH4NO3, and 0.3% CaCO3. Using the 
optimized medium, bacterial numbers for strain GQYP101 
increased to 7.65 × 109 colony forming units (cfu)/ml from 
6.54 × 107 cfu/ml.

Table 1   The nutrient content of 
seedlings, and soil after treated 
with strain GQYP101

Values are mean ± SD. “**” represent the differences of two group at the level of P < 0.01

Control GQYP101

Aerial part Total nitrogen (g/kg) 9.08 ± 1.76 18.00 ± 1.23**
Total phosphorus (g/kg) 21.05 ± 0.35 31.9 ± 1.00**
Total potassium (g/kg) 24.05 ± 2.07 24.67 ± 1.67

Underground part Total nitrogen (g/kg) 1.39 ± 0.81 2.16 ± 1.25
Total phosphorus (g/kg) 24.26 ± 0.23 29.18 ± 7.8**
Total potassium (g/kg) 9.38 ± 0.92 10.02 ± 0.20

Soil Nitrate nitrogen (mg/kg) 12.78 ± 2.50 13.74 ± 0.92
Available phosphorus (mg/kg) 16.19 ± 2.68 28.04 ± 3.47**
Available potassium (mg/kg) 8.75 ± 1.08 10.89 ± 2.63

Fig. 3   Relative diversity and 
abundance of bacterial com-
munities at phylum and genus 
levels. Venn analysis of the 
distribution of unique and com-
mon OTUs based on 16S rRNA 
gene (A). Relative diversity and 
abundance of bacterial com-
munity at phylum (B) and genus 
(C) levels
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Genome Features of B. altitudinis GQYP101

The genome sequence of B. altitudinis GQYP101 was 
obtained; characteristics and statistics of the genome 
are presented in Table S2. Strain GQYP101 comprises a 
3,880,448-bp circular chromosome (GenBank accession 
no. CP040514.1) with an average G + C content of 41.3%, 
and a 10,920-bp linear plasmid (GenBank accession no. 
CP040513.1) with an average G + C content of 36.99%. 
Among the 4012 predicted genes, 3842 genes were protein-
coding genes in the chromosome, while the plasmid contains 
nine predicted genes and five protein-coding genes. In the 
chromosome, there were a total of 24 rRNAs (eight each of 
5S rRNAs, 16S rRNAs, and 23S rRNAs), 81 tRNAs, and 
five noncoding RNAs (ncRNAs) (Fig. 4). There were 272 
proteins assigned to signal peptides, 1090 genes coding for 
transmembrane helices, and 136 genes coding for secretory 
proteins. Approximately 3421 genes were assigned to COG 

functional categories, accounting for 85.16% of the total 
genes (Table S2 and Fig. 4).

COG Annotation

The COG database was used for functional research of the 
genome sequence of strain GQYP101, and the assignment of 
genes in the COG database is presented in Table S3. Among 
the 4012 coding genes in the GQYP101 chromosomal 
genome, 3413 genes could be classified in the COG data-
base, and included 19 of the 25 categories within the COG 
database. Among these categories, the largest group encodes 
function unknown proteins (S), with 961 genes (23.95%), 
followed by transcription (K) (305 genes, 7.60%), amino 
acid transport and metabolism (E) (282 genes, 7.03%), and 
carbohydrate transport and metabolism (G) (222 genes, 
5.53%), all of which are predominantly related to physiologi-
cal functions and basic metabolism. The high percentages 
of genes in the categories of cell wall/membrane/envelope 
biogenesis (M) and inorganic ion transport and metabolism 
(P) may indicate that strain GQYP101 has the potential to 
enhance plant growth by solubilizing phosphorus and pro-
ducing siderophores. Furthermore, there remain 599 genes 
that are not assigned to the COG database, accounting for 
approximately 14.93% of the total genes of strain GQYP101.

In the plasmid of strain GQYP101, eight genes were 
annotated in the COG database; four genes are related to 
replication, recombination, and repair (L), two genes are 
related to transcription (K), and two are assigned to function 
unknown proteins. One plasmid gene was not annotated to 
any COG database.

Gene Ontology (GO) Annotation

To investigate the attributes of genes and gene products of 
strain GQYP101, gene ontology was studied. The first level 
of GO classification can be divided into molecular func-
tion (MF), cellular component (CC), and biological process 
(BP). A total of 16,721 genes were annotated into 81 second-
ary classifications—44 BP class, 13 CC class, and 24 MF 
class (Fig. S1). Biological processes belonging to the BP 
and molecular functions belonging to the MF accounted for 
the most plentiful classifications, with approximately 5157 
genes, which was 30.84% of all annotated genes. Cellular 
nitrogen compound metabolic process and biosynthetic pro-
cess, both belonging to the BP, and cell subclass belonging 
to CC comprised the second largest group, accounting for 
5.72%, 5.56%, and 5.37% of all annotated genes, respec-
tively. For cytoskeleton organization and mRNA processing 
subclass belonging to BP, only one GO term was assigned 
for each.

Fig. 4   Genomic circle map of chromosome (A) and plasmid (B) of 
strain GQYP101. From inner to outer circle, circle 1: Gene scale; cir-
cle 2: GC Skew; circle 3: GC content; circle 4, 7: Each CDS belongs 
to COG; circle 5, 6: The position of CDS, rRNA, and tRNA on the 
genome. The whole genome circle map was visualized by CGView 
software (http://​wisha​rt.​biolo​gy.​ualbe​rta.​ca/​cgview/)

http://wishart.biology.ualberta.ca/cgview/
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Genes Related to Phosphate Solubilization 
and Metabolism

Functional screening of the phosphate-solubilizing capacity 
of strain GQYP101 was conducted from the genomic aspect. 
Generally, bacteria can solubilize insoluble phosphorus 
into the soluble form by producing organic acids and phos-
phatase, thus benefiting the uptake of phosphorus by plants 
[15]. Strain GQYP101 was known to solubilize phosphorus 
(Fig. 1). Several putative phosphate solubilization genes 
were screened from the genome of B. altitudinis GQYP101 
(Table 2). Secretion and production of organic acids facili-
tates solubilization of inorganic phosphorus [2], such as 
acetate kinase and citrate synthase. Strain GQYP101 pos-
sesses a complete phosphate ABC transporter system (PstS, 
PstA, PstB, PstC) that can transport extracellular substrates. 
In addition, strain GQYP101 is able to solubilize organic 
phosphorus into the soluble form through alkaline phos-
phatase [32]. Several phosphatases were identified in strain 
GQYP101, such as pyrophosphatase, alkaline phosphatase, 
and haloacid dehalogenases (HAD) family phosphatase.

Other Potential Growth‑Promoting Genes in Strain 
GQYP101

Nitrogen is the first macronutrient that essential for plant 
growth. P(II) proteins are a key factor controlling nitrate 

metabolism in bacteria and are functionally related to 
nitrate transporter and nitrate reductase [33]. P(II) fam-
ily nitrogen regulator and other genes related to nitrogen 
metabolism were presented (Table S4). The results indi-
cated strain GQYP101 could regulate nitrogen metabolism.

Secondary metabolism gene clusters in strain GQYP101 
were predicted by antiSMASH, which revealed that there 
were 11 secondary metabolism gene clusters present 
(Table S5), including two types of NRPS gene cluster. 
Among the 11 gene clusters, three clusters with 85% simi-
larity were sactipeptide, ranthipeptide, lichenysin in NRPS 
type, and bacilysin, respectively. Bacilysin inhibits bacte-
rial and fungal pathogens by inducing the cell wall to dis-
solve [34]. Iron is necessary for the growth of microbes. In 
a low-iron environment, some microbes secrete ferric iron 
chelators, called siderophores, which are important in iron 
homeostasis [35]. One siderophore-biosynthesis cluster 
for absorbing iron was identified in the genome of strain 
GQYP101 (Table S4, S5). 2,3-Butanediol, a volatile com-
pound that can regulate plant growth [36], might be pro-
duced by strain GQYP101 due to the presence of putative 
genes of acetoin utilization protein AcuC, 2,3-butanediol 
dehydrogenase, acetolactate decarboxylase budA, and ace-
tolactate synthase AlsS in the genome of strain GQYP101 
(Table S4). In addition, strain GQYP101 has the proper-
ties of chemotaxis and motility (Table S4). Chemotaxis 

Table 2   Genes related 
to putative phosphate 
solubilization and metabolism

NCBI accession Protein id Gene

BPGQ101_RS14070 WP_008346063.1 Citrate synthase citZ
BPGQ101_RS10110 WP_025207495.1 Citrate synthase mmgD
BPGQ101_RS14060 WP_007501693.1 Malate dehydrogenase
BPGQ101_RS14180 WP_024718669.1 Acetate kinase
BPGQ101_RS12040 WP_007501259.1 Phosphate ABC transporter permease PstA
BPGQ101_RS12030 WP_017367606.1 Phosphate ABC transporter ATP-binding protein PstB
BPGQ101_RS12035 WP_056705269.1 Phosphate ABC transporter ATP-binding protein
BPGQ101_RS12045 WP_017357999.1 Phosphate ABC transporter permease subunit PstC
BPGQ101_RS12050 WP_017367609.1 Phosphate ABC transporter substrate-binding protein PstS
BPGQ101_RS06720 WP_017359158.1 Inorganic phosphate transporter
BPGQ101_RS08185 WP_008344915.1 Inorganic phosphate transporter
BPGQ101_RS15975 WP_024719769.1 Phosphate-starvation-inducible protein PsiE
BPGQ101_RS17015 WP_007500058.1 Pyrophosphatase PpaX
BPGQ101_RS05255 WP_024719962.1 Alkaline phosphatase
BPGQ101_RS06000 WP_008348537.1 Cof-type HAD-IIB family hydrolase
BPGQ101_RS07620 WP_024719544.1 Cof-type HAD-IIB family hydrolase
BPGQ101_RS17590 WP_041091444.1 Cof-type HAD-IIB family hydrolase
BPGQ101_RS02200 WP_047945855.1 HAD-IIB family hydrolase
BPGQ101_RS02745 WP_008347194.1 HAD family phosphatase
BPGQ101_RS15970 WP_138278976.1 HAD family phosphatase
BPGQ101_RS17715 WP_138279089.1 HAD family phosphatase
BPGQ101_RS19425 WP_017359922.1 Alkylphosphonate utilization protein
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enables bacteria to move in a direction that is favorable for 
survival and is conducive to effective colonization [37].

The chromosome of strain GQYP101 contains a number 
of carbohydrate active enzymes, including 37 carbohydrate 
esterases (CE), 35 glycosyl transferases (GT), four auxil-
iary activities (AA), three polysaccharide lyases (PL), 15 
carbohydrate-binding modules (CBM), and 45 glycoside 
hydrolases (GH) (Table S6). The carbohydrate esterases 
CE1, CE3, CE4, and CE7 may serve as acetyl xylan ester-
ase (EC 3.1.1.72). The genome of B. altitudinis GQYP101 
might consist of fifteen GT2 that act as cellulose synthases, 
one GH18 that acts as chitinase and one GH48 that acts 
as endoglucanase. These carbohydrate enzymes can act as 
growth-promoting factors as reported [38].

Discussion

B. altitudinis GQYP101 was screened from the rhizosphere 
soil of L. barbarum L. This study confirmed the traits of 
B. altitudinis GQYP101 as a plant growth-promoting bac-
terium by pot experiment and whole genome sequencing. 
B. altitudinis GQYP101 can effectively solubilize organic 
phosphorus and enhance the growth of corn. Concurrently, 
the diversity and abundance of the microbial community of 
corn rhizosphere soil was significantly altered in the pres-
ence of strain GQYP101. The complete genome sequence 
of strain GQYP101 revealed that this bacterium has a cir-
cular chromosome and a linear plasmid. The capacities of 
phosphate solubilization, nitrogen metabolism regulation, 
protein degradation, and motility were further indicated by 
functional analysis of the whole genome of strain GQYP101.

The pot experiment indicated that strain GQYP101 
could enhance corn seedlings growth effectively. Strain 
GQYP101 has the functions of producing protease, produc-
ing siderophore, and solubilizing phosphorus, which could 
degrade proteins and increase soluble iron and phosphorus 
for plant uptake and growth, respectively. Moreover, strain 
GQYP101 could alter the nutrients of corn and the rhizo-
sphere soil, especially the phosphorous content. Phospho-
rus is the second macronutrient that is indispensable for 
promoting plant growth and development. The content of 
phosphorus in the soil that can be uptaked and utilized by 
plants is usually about 1 mg/kg or less [39]. In agricultural 
production, the strategy of applying phosphorus fertilizers 
is generally used to resolve phosphorus deficiency issues. 
However, most phosphorus applied in the form of fertilizer 
will precipitate out and only a tiny part is able to be absorbed 
by plants. There are microbes present in the soil that can 
convert insoluble phosphorus into soluble phosphorus, and 
these microbes release various organic acids and/or phos-
phatases into the soil, making phosphorus soluble and avail-
able for plants [15, 40]. Strain GQYP101 has the capacity 

of phosphate solubilization, hence can dissolve insoluble 
phosphorus in the soil into the soluble form, thereby increas-
ing available phosphorus in the soil and total phosphorus of 
plants, as shown in Table 1. Analysis of the genome of strain 
GQYP101 demonstrate the presence of genes associated to 
phosphate solubilization, such as HAD family phosphatase 
and alkaline phosphatase. Phosphatase released by microor-
ganisms is a widely distributed enzyme that is instrumental 
in the dissolution of organic compounds and making the 
components available for plants [41]. Strain GQYP101 may 
solubilize organic phosphorus by secreting alkaline phos-
phatase. Strain GQYP101 also possesses genes related to 
inorganic phosphorus solubilization, such as pstSCAB and 
inorganic phosphorus transporter, but it cannot solubilize 
inorganic phosphorus. It may be that strain GQYP101 lacks 
the pqq operon that is related to the biosynthesis of pyrrolo-
quinoline quinone [2] and the glucose dehydrogenase (gcd) 
gene that is responsible for phosphate solubilization [42].

In addition, the nitrogen content of tissue and rhizos-
phere soil of corn also increased after inoculation with strain 
GQYP101 (Table 1). There are two possible reasons: firstly, 
strain GQYP101 has the function of secreting protease, 
which could degrade surrounding macromolecular proteins 
and provide small molecular proteins or free amino acids for 
plants. Secondly, after application of strain GQYP101, the 
phyla Acidobacteria and Nitrospirae were increased, which 
involved in the metabolism of inorganic and organic nitrogen 
sources [43].

Soil microbes are an intrinsic part of the soil ecosys-
tem and act a pivotal part in biochemical cycles via their 
various functions [26]. In addition, the diversity of the soil 
microbial community serves as a sensitive indicator of soil 
quality [44]. Bacterial diversity and abundance in the corn 
rhizosphere soil in the presence of strain GQYP101 were 
explored by high-throughput sequencing. Ace and Chao1 
indices act as indicators of microbial abundance, while 
Shannon–Weaver and Simpson indices are indicators of 
microbial diversity [8]. Felici et al. [45] reported that the 
inoculation of Bacillus subtilis and Azospirillum brasilense 
on tomato rhizosphere could influence bacterial communi-
ties. In the current study, the diversity and abundance of 
the microbial community in the corn rhizosphere were 
altered after inoculation with strain GQYP101 compared 
with the control, congruent with the findings of Felici et al. 
[45]. Actinobacteria, Proteobacteria, and Chloroflexi were 
the dominant bacterial phyla in the two groups. Acidobac-
teria was increased by 19.41% after treatment with strain 
GQYP101, and members of this phylum play a significant 
part in the soil ecosystem and material recycling includ-
ing the nitrogen metabolism [46]. Nitrogen could promote 
the abundance of Acidobacteria within a certain concentra-
tion range [47]. Nitrospirae plays a key role in nitrification 
by oxidizing nitrite to nitrate [43]. After inoculation with 
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strain GQYP101, the content of nitrate nitrogen of soil was 
increased, which could affect the relative abundance of Aci-
dobacteria and Nitrospirae. Chloroflexi is a group of anaero-
bic bacteria that is negatively correlated with organic matter 
content [43, 48]. The nutrient of rhizosphere soil was richer 
after inoculation of strain GQYP101, phylum Chloroflexi 
was decreased. There was a sharp increase in Firmicutes 
after application of strain GQYP101. The genus Bacillus is 
a dominant part of the phylum Firmicutes, and the relative 
richness of this phylum may be associated to the increase of 
Bacillus, which reflects that strain GQYP101 could colonize 
the rhizosphere of corn.

Cooperation between microbes is common in nature. 
Arbuscular mycorrhizal fungi (AMF) can release carbon 
sources to the surrounding environment. Fructose is one 
such carbon source, which acts as a signal molecule and 
promotes growth of phosphate-solubilizing bacteria and 
secretion of phosphatase. Simultaneously, the increase of 
phosphatase activity promotes the mineralization of organic 
phosphorus and further benefits the growth of AMF [49, 50]. 
Beneficial fungi may cooperate with phosphate-solubilizing 
bacteria such as strain GQYP101 to increase available phos-
phorus in the rhizosphere soil, thereby enhancing uptake of 
phosphorus by plants.

Conclusion

B. altitudinis GQYP101 was screened with the functions 
of producing protease, producing siderophore and solubi-
lizing organic phosphorus, which could increase the nitro-
gen and phosphorus contents of corn seedling and promote 
corn seedling growth. The content of available phosphorus 
in the rhizosphere soil was increased after application of 
strain GQYP101. The mechanism by which strain GQYP101 
improved plant growth was further investigated by whole 
genome sequence analysis and some key genes related to 
phosphate solubilization, alkaline phosphatase, chemotaxis, 
and motility were figured out in strain GQYP101. The results 
of this study provide a theoretical basis for strain GQYP101 
and this species as a microbial fertilizer to improve crop 
yield in agricultural application.

Supplementary Information  The online version contains supplemen-
tary material available at https://​doi.​org/​10.​1007/​s00284-​022-​02944-z.

Author Contributions  DZ and YC performed the work and analyzed the 
data. DZ and YD wrote the original draft. CW revised the manuscript. 
YZ, KL, LY, XH, YP, and JG advised the manuscript. CW and BD 
supported the study.

Funding  The National Natural Science Foundation of China 
(31700094) supported Dr. Chengqiang Wang. The National Natural 
Science Foundation of China (31770115) supported Dr. Yanqin Ding. 
The National Key Research and Development Program of China (No. 

2017YFD0200804), the Science and Technology Project of Guizhou 
(ZYJ2017-8), and the Key Field Research and Development Program of 
Guangdong Province (2019B020218009) supported Prof. Binghai Du.

Data Availability  All data of this study are available within the manu-
script and supplementary materials.

Declarations 

Conflict of Interest  All the authors declare no competing interests.

Ethical Approval  The research does not involve human and animal 
subjects.

References

	 1.	 Backer R, Rokem JS, Ilangumaran G, Lamont J, Praslickova D, 
Ricci E, Subramanian S, Smith DL (2018) Plant growth-promot-
ing rhizobacteria: context, mechanisms of action, and roadmap to 
commercialization of biostimulants for sustainable agriculture. 
Front Plant Sci 9:1473. https://​doi.​org/​10.​3389/​fpls.​2018.​01473

	 2.	 You M, Fang S, MacDonald J, Xu J, Yuan Z-C (2020) Isolation 
and characterization of Burkholderia cenocepacia CR318, a phos-
phate solubilizing bacterium promoting corn growth. Microbiol 
Res 233:126395. https://​doi.​org/​10.​1016/j.​micres.​2019.​126395

	 3.	 Yue Z, Shen Y, Chen Y, Liang A, Chu C, Chen C, Sun Z (2019) 
Microbiological insights into the stress-alleviating property of an 
endophytic Bacillus altitudinis WR10 in wheat under low-phos-
phorus and high-salinity stresses. Microorganisms 7:508. https://​
doi.​org/​10.​3390/​micro​organ​isms7​110508

	 4.	 Narayanasamy S, Thangappan S, Uthandi S (2020) Plant growth-
promoting Bacillus sp cahoots moisture stress alleviation in rice 
genotypes by triggering antioxidant defense system. Microbiol 
Res 239:126518. https://​doi.​org/​10.​1016/j.​micres.​2020.​126518

	 5.	 Pereira S, Abreu D, Moreira H, Vega A, Castro P (2020) Plant 
growth-promoting rhizobacteria (PGPR) improve the growth and 
nutrient use efficiency in maize (Zea mays L) under water deficit 
conditions. Heliyon 6:e05106. https://​doi.​org/​10.​1016/j.​heliy​on.​
2020.​e05106

	 6.	 Zhang Y, Chen C-X, Feng H-P, Wang X-J, Roessner U, Walker 
R, Cheng Z-Y, An Y-Q, Du B, Bai J-G (2020) Transcriptome 
profiling combined with activities of antioxidant and soil enzymes 
reveals an ability of Pseudomonas sp CFA to mitigate p-hydroxy-
benzoic and ferulic acid stresses in cucumber. Front Microbiol 
11:2706. https://​doi.​org/​10.​3389/​fmicb.​2020.​522986

	 7.	 Pranaw K, Pidlisnyuk V, Trögl J, Malinská H (2020) Bioprospect-
ing of a novel plant growth-promoting bacterium Bacillus altitudi-
nis KP-14 for enhancing Miscanthus × giganteus growth in metals 
contaminated soil. Biology 9:305. https://​doi.​org/​10.​3390/​biolo​
gy909​0305

	 8.	 Wang C, Zhao D, Qi G, Mao Z, Hu X, Du B, Liu K, Ding Y 
(2020) Effects of Bacillus velezensis FKM10 for promoting the 
growth of Malus hupehensis Rehd and inhibiting Fusarium ver-
ticillioides. Front Microbiol 10:2889. https://​doi.​org/​10.​3389/​
fmicb.​2019.​02889

	 9.	 Bhattacharyya PN, Jha DK (2012) Plant growth-promoting 
rhizobacteria (PGPR): emergence in agriculture. World J 
Microbiol Biotechnol 28:1327–1350. https://​doi.​org/​10.​1007/​
s11274-​011-​0979-9

	10.	 Shivaji S, Chaturvedi P, Suresh K, Reddy G, Dutt C, Wainwright 
M, Narlikar JV, Bhargava P (2006) Bacillus aerius sp. nov., 
Bacillus aerophilus sp. nov., Bacillus stratosphericus sp. nov. and 

https://doi.org/10.1007/s00284-022-02944-z
https://doi.org/10.3389/fpls.2018.01473
https://doi.org/10.1016/j.micres.2019.126395
https://doi.org/10.3390/microorganisms7110508
https://doi.org/10.3390/microorganisms7110508
https://doi.org/10.1016/j.micres.2020.126518
https://doi.org/10.1016/j.heliyon.2020.e05106
https://doi.org/10.1016/j.heliyon.2020.e05106
https://doi.org/10.3389/fmicb.2020.522986
https://doi.org/10.3390/biology9090305
https://doi.org/10.3390/biology9090305
https://doi.org/10.3389/fmicb.2019.02889
https://doi.org/10.3389/fmicb.2019.02889
https://doi.org/10.1007/s11274-011-0979-9
https://doi.org/10.1007/s11274-011-0979-9


Isolation and Genome Sequence of a Novel Phosphate‑Solubilizing Rhizobacterium Bacillus…

1 3

Page 11 of 12  249

Bacillus altitudinis sp. nov., isolated from cryogenic tubes used for 
collecting air samples from high altitudes. Int J Syst Evol Micro-
biol 56:1465–1473. https://​doi.​org/​10.​1099/​ijs.0.​64029-0

	11.	 Kaur R, Goyal D (2020) Biodegradation of butachlor by Bacillus 
altitudinis and identification of metabolites. Current Microbiol 
77:2602–2612. https://​doi.​org/​10.​1007/​s00284-​020-​02031-1

	12.	 Yue Z, Chen Y, Chen C, Ma K, Tian E, Wang Y, Liu H, Sun Z 
(2021) Endophytic Bacillus altitudinis WR10 alleviates Cu toxic-
ity in wheat by augmenting reactive oxygen species scavenging 
and phenylpropanoid biosynthesis. J Hazard Mater 405:124272. 
https://​doi.​org/​10.​1016/j.​jhazm​at.​2020.​124272

	13.	 Goswami M, Deka S (2019) Biosurfactant production by a rhizo-
sphere bacteria Bacillus altitudinis MS16 and its promising emul-
sification and antifungal activity. Colloids Surf B Biointerfaces 
178:285–296. https://​doi.​org/​10.​1016/j.​colsu​rfb.​2019.​03.​003

	14.	 Othman R, Panhwar QA (2015) Phosphate-solubilizing bacte-
ria improves nutrient uptake in aerobic rice. In: Khan MS, Zaidi 
A, Musarrat J (eds) Phosphate solubilizing microorganisms. 
Springer, Cham, pp 207–224

	15.	 Pande A, Pandey P, Mehra S, Singh M, Kaushik S (2017) Phe-
notypic and genotypic characterization of phosphate solubilizing 
bacteria and their efficiency on the growth of maize. J Genet Eng 
Biotechnol 15:379–391. https://​doi.​org/​10.​1016/j.​jgeb.​2017.​06.​
005

	16.	 Xue H-P, Zhang D-F, Xu L, Wang X-N, Zhang A-H, Huang J-K, 
Liu C (2021) Actirhodobacter atriluteus gen. nov., sp. Nov., iso-
lated from the surface water of the Yellow Sea. Antonie van Leeu-
wenhoek 114:1–10. https://​doi.​org/​10.​1007/​s10482-​021-​01576-w

	17.	 Nautiyal CS (1999) An efficient microbiological growth medium 
for screening phosphate solubilizing microorganisms. FEMS 
Microbiol Lett 170:265–270. https://​doi.​org/​10.​1111/j.​1574-​6968.​
1999.​tb133​83.x

	18.	 Bowman R (1988) A rapid method to determine total phosphorus 
in soils. Soil Sci Soc Am J 52:1301–1304. https://​doi.​org/​10.​2136/​
sssaj​1988.​03615​99500​52000​50016x

	19.	 Yu C, Hu X, Deng W, Li Y, Xiong C, Ye C, Han G, Li X (2015) 
Changes in soil microbial community structure and functional 
diversity in the rhizosphere surrounding mulberry subjected to 
long-term fertilization. Appl Soil Ecol 86:30–40. https://​doi.​org/​
10.​1016/j.​apsoil.​2014.​09.​013

	20.	 Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M, Hol-
lister EB, Lesniewski RA, Oakley BB, Parks DH, Robinson CJ 
(2009) Introducing mothur: open-source, platform-independent, 
community-supported software for describing and comparing 
microbial communities. Appl Environ Microbiol 75:7537–7541. 
https://​doi.​org/​10.​1128/​AEM.​01541-​09

	21.	 Edgar RC, Haas BJ, Clemente JC, Quince C, Knight R (2011) 
UCHIME improves sensitivity and speed of chimera detection. 
Bioinformatics 27:2194–2200. https://​doi.​org/​10.​1093/​bioin​forma​
tics/​btr381

	22.	 Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ (1990) 
Basic local alignment search tool. J Mol Biol 215:403–410. 
https://​doi.​org/​10.​1016/​S0022-​2836(05)​80360-2

	23.	 Ma J, Wang C, Wang H, Liu K, Zhang T, Yao L, Zhao Z, Du 
B, Ding Y (2018) Analysis of the complete genome sequence of 
Bacillus atrophaeus GQJK17 reveals its biocontrol characteris-
tics as a plant growth-promoting rhizobacterium. Biomed Res Int. 
https://​doi.​org/​10.​1155/​2018/​94735​42

	24.	 Lowe TM, Eddy SR (1997) tRNAscan-SE: a program for 
improved detection of transfer RNA genes in genomic sequence. 
Nucleic Acids Res 25:955–964. https://​doi.​org/​10.​1093/​nar/​25.5.​
955

	25.	 Burge SW, Daub J, Eberhardt R, Tate J, Barquist L, Nawrocki EP, 
Eddy SR, Gardner PP, Bateman A (2013) Rfam 11.0: 10 years of 
RNA families. Nucleic Acids Res 41:D226–D232. https://​doi.​org/​
10.​1093/​nar/​gks10​05

	26.	 Besemer J, Lomsadze A, Borodovsky M (2001) GeneMarkS: a 
self-training method for prediction of gene starts in microbial 
genomes. Implications for finding sequence motifs in regulatory 
regions. Nucleic Acids Res 29:2607–2618. https://​doi.​org/​10.​
1093/​nar/​29.​12.​2607

	27.	 Krogh A, Brown M, Mian IS, Sjölander K, Haussler D (1994) 
Hidden Markov models in computational biology: applications 
to protein modeling. J Mol Biol 235:1501–1531. https://​doi.​org/​
10.​1006/​jmbi.​1994.​1104

	28.	 Petersen TN, Brunak S, Von Heijne G, Nielsen H (2011) Sig-
nalP 4.0: discriminating signal peptides from transmembrane 
regions. Nat methods 8:785–786. https://​doi.​org/​10.​1038/​nmeth.​
1701

	29.	 Chen Y, Yu P, Luo J, Jiang Y (2003) Secreted protein prediction 
system combining CJ-SPHMM, TMHMM, and PSORT. Mamm 
Genome 14:859–865. https://​doi.​org/​10.​1007/​s00335-​003-​2296-6

	30.	 Huerta-Cepas J, Forslund K, Coelho LP, Szklarczyk D, Jensen 
LJ, Von Mering C, Bork P (2017) Fast genome-wide functional 
annotation through orthology assignment by eggNOG-mapper. 
Mol Biol Evol 34:2115–2122. https://​doi.​org/​10.​1093/​molbev/​
msx148

	31.	 Finn RD, Attwood TK, Babbitt PC, Bateman A, Bork P, Bridge 
AJ, Chang H-Y, Dosztányi Z, El-Gebali S, Fraser M (2017) 
InterPro in 2017-beyond protein family and domain annotations. 
Nucleic Acids Res 45:D190–D199. https://​doi.​org/​10.​1093/​nar/​
gkw11​07

	32.	 Lam MQ, Chen SJ, Goh KM, Abd Manan F, Yahya A, Sham-
sir MS, Chong CS (2020) Genome sequence of an uncharted 
halophilic bacterium Robertkochia marina with deciphering its 
phosphate-solubilizing ability. Braz J Microbiol. https://​doi.​org/​
10.​1007/​s42770-​020-​00401-2

	33.	 Arcondéguy T, Jack R, Merrick M (2001) PII signal transduction 
proteins, pivotal players in microbial nitrogen control. Microbiol 
Mol Biol Rev 65:80–105. https://​doi.​org/​10.​1128/​MMBR.​65.1.​
80-​105.​2001

	34.	 Nannan C, Vu HQ, Gillis A, Caulier S, Mahillon J (2020) Baci-
lysin within the Bacillus subtilis group: gene prevalence versus 
antagonistic activity against gram-negative foodborne pathogens. 
J Biotechnol 327:28–35. https://​doi.​org/​10.​1016/j.​jbiot​ec.​2020.​12.​
017

	35.	 Schalk IJ, Rigouin C, Godet J (2020) An overview of siderophore 
biosynthesis among fluorescent Pseudomonads and new insights 
into their complex cellular organization. Environ Microbiol 
22:1447–1466. https://​doi.​org/​10.​1111/​1462-​2920.​14937

	36.	 Ryu CM, Farag MA, Hu CH, Reddy MS, Kloepper JW (2003) 
Bacterial volatiles promote growth in Arabidopsis. Proc Natl Acad 
Sci USA 100:4927–4932. https://​doi.​org/​10.​1073/​pnas.​07308​
45100

	37.	 Cesari A, Paulucci N, López-Gómez M, Hidalgo-Castellanos J, 
Plá CL, Dardanelli MS (2019) Restrictive water condition modi-
fies the root exudates composition during peanut-PGPR interac-
tion and conditions early events, reversing the negative effects on 
plant growth. Plant Physiol Biochem 142:519–527. https://​doi.​
org/​10.​1016/j.​plaphy.​2019.​08.​015

	38.	 Potshangbam M, Sahoo D, Verma P, Verma S, Kalita MC, Devi 
SI (2018) Draft genome sequence of Bacillus altitudinis Lc5, a 
biocontrol and plant growth-promoting endophyte strain isolated 
from indigenous black rice of Manipur. Genome Announc. https://​
doi.​org/​10.​1128/​genom​eA.​00601-​18

	39.	 Ahemad M (2015) Phosphate-solubilizing bacteria-assisted phy-
toremediation of metalliferous soils: a review. 3 Biotech 5:111–
121. https://​doi.​org/​10.​1007/​s13205-​014-​0206-0

	40.	 Billah M, Khan M, Bano A, Hassan TU, Munir A, Gurmani AR 
(2019) Phosphorus and phosphate solubilizing bacteria: keys for 
sustainable agriculture. Geomicrobiol J 36:904–916. https://​doi.​
org/​10.​1080/​01490​451.​2019.​16540​43

https://doi.org/10.1099/ijs.0.64029-0
https://doi.org/10.1007/s00284-020-02031-1
https://doi.org/10.1016/j.jhazmat.2020.124272
https://doi.org/10.1016/j.colsurfb.2019.03.003
https://doi.org/10.1016/j.jgeb.2017.06.005
https://doi.org/10.1016/j.jgeb.2017.06.005
https://doi.org/10.1007/s10482-021-01576-w
https://doi.org/10.1111/j.1574-6968.1999.tb13383.x
https://doi.org/10.1111/j.1574-6968.1999.tb13383.x
https://doi.org/10.2136/sssaj1988.03615995005200050016x
https://doi.org/10.2136/sssaj1988.03615995005200050016x
https://doi.org/10.1016/j.apsoil.2014.09.013
https://doi.org/10.1016/j.apsoil.2014.09.013
https://doi.org/10.1128/AEM.01541-09
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1093/bioinformatics/btr381
https://doi.org/10.1016/S0022-2836(05)80360-2
https://doi.org/10.1155/2018/9473542
https://doi.org/10.1093/nar/25.5.955
https://doi.org/10.1093/nar/25.5.955
https://doi.org/10.1093/nar/gks1005
https://doi.org/10.1093/nar/gks1005
https://doi.org/10.1093/nar/29.12.2607
https://doi.org/10.1093/nar/29.12.2607
https://doi.org/10.1006/jmbi.1994.1104
https://doi.org/10.1006/jmbi.1994.1104
https://doi.org/10.1038/nmeth.1701
https://doi.org/10.1038/nmeth.1701
https://doi.org/10.1007/s00335-003-2296-6
https://doi.org/10.1093/molbev/msx148
https://doi.org/10.1093/molbev/msx148
https://doi.org/10.1093/nar/gkw1107
https://doi.org/10.1093/nar/gkw1107
https://doi.org/10.1007/s42770-020-00401-2
https://doi.org/10.1007/s42770-020-00401-2
https://doi.org/10.1128/MMBR.65.1.80-105.2001
https://doi.org/10.1128/MMBR.65.1.80-105.2001
https://doi.org/10.1016/j.jbiotec.2020.12.017
https://doi.org/10.1016/j.jbiotec.2020.12.017
https://doi.org/10.1111/1462-2920.14937
https://doi.org/10.1073/pnas.0730845100
https://doi.org/10.1073/pnas.0730845100
https://doi.org/10.1016/j.plaphy.2019.08.015
https://doi.org/10.1016/j.plaphy.2019.08.015
https://doi.org/10.1128/genomeA.00601-18
https://doi.org/10.1128/genomeA.00601-18
https://doi.org/10.1007/s13205-014-0206-0
https://doi.org/10.1080/01490451.2019.1654043
https://doi.org/10.1080/01490451.2019.1654043


	 D. Zhao et al.

1 3

249  Page 12 of 12

	41.	 Rodríguez H, Fraga R, Gonzalez T, Bashan Y (2006) Genetics 
of phosphate solubilization and its potential applications for 
improving plant growth-promoting bacteria. Plant Soil 287:15–21. 
https://​doi.​org/​10.​1007/​s11104-​006-​9056-9

	42.	 Suleman M, Yasmin S, Rasul M, Yahya M, Atta BM, Mirza MS 
(2018) Phosphate solubilizing bacteria with glucose dehydroge-
nase gene for phosphorus uptake and beneficial effects on wheat. 
PLoS ONE 13:e0204408. https://​doi.​org/​10.​1371/​journ​al.​pone.​
02044​08

	43.	 Tang Z, Zhang L, He N, Gong D, Gao H, Ma Z, Fu L, Zhao M, 
Wang H, Wang C (2021) Soil bacterial community as impacted by 
addition of rice straw and biochar. Sci Rep-UK 11(1):1–9. https://​
doi.​org/​10.​1038/​s41598-​021-​99001-9

	44.	 Zhang W, Chen L, Zhang R, Lin K (2016) High throughput 
sequencing analysis of the joint effects of BDE209-Pb on soil 
bacterial community structure. J Hazard Mater 301:1–7. https://​
doi.​org/​10.​1016/j.​jhazm​at.​2015.​08.​037

	45.	 Felici C, Vettori L, Giraldi E, Forino LMC, Toffanin A, Taglia-
sacchi AM, Nuti M (2008) Single and co-inoculation of Bacillus 
subtilis and Azospirillum brasilense on Lycopersicon esculentum: 
effects on plant growth and rhizosphere microbial community. 
Appl Soil Ecol 40:260–270. https://​doi.​org/​10.​1016/j.​apsoil.​2008.​
05.​002

	46.	 Chen T, Hu R, Zheng Z, Yang J, Fan H, Deng X, Yao W, Wang 
Q, Peng S, Li J (2021) Soil bacterial community in the multiple 

cropping system increased grain yield within 40 cultivation years. 
Front Plant Sci. https://​doi.​org/​10.​3389/​fpls.​2021.​804527

	47.	 Liu C, Dong Y, Hou L, Deng N, Jiao R (2017) Acidobacteria 
community responses to nitrogen dose and form in chinese fir 
plantations in Southern China. Curr Microbiol 74(3):396–403. 
https://​doi.​org/​10.​1007/​s00284-​016-​1192-8

	48.	 Zhelezova A, Chernov T, Tkhakakhova A, Xenofontova N, 
Semenov M, Kutovaya O (2019) Prokaryotic community shifts 
during soil formation on sands in the tundra zone. PLoS ONE 
14(4):e0206777. https://​doi.​org/​10.​1371/​journ​al.​pone.​02067​77

	49.	 Zhang L, Xu M, Liu Y, Zhang F, Hodge A, Feng G (2016) Car-
bon and phosphorus exchange may enable cooperation between 
an arbuscular mycorrhizal fungus and a phosphate-solubilizing 
bacterium. New Phytol 210:1022–1032. https://​doi.​org/​10.​1111/​
nph.​13838

	50.	 Zhang L, Feng G, Declerck S (2018) Signal beyond nutrient, fruc-
tose, exuded by an arbuscular mycorrhizal fungus triggers phytate 
mineralization by a phosphate solubilizing bacterium. ISME J 
12:2339–2351. https://​doi.​org/​10.​1038/​s41396-​018-​0171-4

Publisher's Note  Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

https://doi.org/10.1007/s11104-006-9056-9
https://doi.org/10.1371/journal.pone.0204408
https://doi.org/10.1371/journal.pone.0204408
https://doi.org/10.1038/s41598-021-99001-9
https://doi.org/10.1038/s41598-021-99001-9
https://doi.org/10.1016/j.jhazmat.2015.08.037
https://doi.org/10.1016/j.jhazmat.2015.08.037
https://doi.org/10.1016/j.apsoil.2008.05.002
https://doi.org/10.1016/j.apsoil.2008.05.002
https://doi.org/10.3389/fpls.2021.804527
https://doi.org/10.1007/s00284-016-1192-8
https://doi.org/10.1371/journal.pone.0206777
https://doi.org/10.1111/nph.13838
https://doi.org/10.1111/nph.13838
https://doi.org/10.1038/s41396-018-0171-4

	Isolation and Genome Sequence of a Novel Phosphate-Solubilizing Rhizobacterium Bacillus altitudinis GQYP101 and Its Effects on Rhizosphere Microbial Community Structure and Functional Traits of Corn Seedling
	Abstract
	Introduction
	Materials and Methods
	Strain Screening and Phenotypic Analysis
	Pot Experiment and Measurement
	Optimization of Medium
	Genome Sequencing and Annotation

	Results
	Strain Screen, Identification, and Functional Analysis
	Strain GQYP101 Promotes Corn Growth
	Effect of Strain GQYP101 on Nutrient Content of Corn and Rhizosphere Soil
	Strain GQYP101 Influences Microbial Communities of the Rhizosphere Soil of Corn
	Medium Optimization for Strain GQYP101
	Genome Features of B. altitudinis GQYP101
	COG Annotation
	Gene Ontology (GO) Annotation
	Genes Related to Phosphate Solubilization and Metabolism
	Other Potential Growth-Promoting Genes in Strain GQYP101

	Discussion
	Conclusion
	References




