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Study on the soil microbial community 
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Abstract 

Background  To determine the differences in the microbial communities in the Camellia sinensis L. hairy root, lateral 
root, and main root rhizospheres in Anping Village, Kaiyang County, Guizhou Province, the community structure, 
diversity, and main dominant species of bacteria and fungi in different parts of the soil were analyzed by ITS and 16S 
sequencing.

Results  In the rhizosphere soil of the main root, lateral root, and hairy root of Camellia sinensis L., there were sig-
nificant differences in the diversity and richness of the bacterial and fungal communities. The bacterial diversity 
was the highest and the fungal richness was the lowest in the rhizosphere soil of the main root. In the bacterial com-
munity, Proteobacteria, Actinobacteria, Acidobacteria, Chloroflexi, and Gemmatimonadetes were the common domi-
nant bacteria. Rhodospirillaceae, Bradyrhizobiaceae, Hyphomicrobiaceae, Solibacteraceae, and Koribacteraceae were 
the common dominant bacteria in the rhizosphere soil of different parts of the root system, but the relative abun-
dance of bacteria in different parts of the rhizosphere soil varied greatly. The dominant groups of fungal communities 
in different parts of the rhizosphere soil were Basidiomycota, Ascomycota, Mortierellomycota, and Sebacinaceae. The 
structure of the fungal community is similar in different parts.

Conclusions  Compared with the different parts of the hairy root, lateral root, and main root of rhizosphere 
soil of Camellia sinensis L. in Anping village, it was found that the abundance of fungal community decreased 
with the increase of bacterial community abundance, and there were significant differences in bacterial community 
diversity and structure. However, the fungal community maintained stability among different parts.

Keywords  Camellia sinensis L., Rhizospheric soil, High-throughput sequencing, Microbial community structure

Introduction
Microorganisms are an important part of the soil eco-
system, and the community structure and diversity of 
soil microorganisms are closely related to changes in 
soil texture (Meng et al. 2017). They play a decisive role 
in maintaining the stability of the ecosystem and restor-
ing system function after disturbance (Acosta-Martínez 
et  al. 2010). The quantity, composition, and distribu-
tion of root exudates mainly depend on root morphol-
ogy, plant development, and plant species (Pausch et al. 
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2016). Dynamic changes in rhizospheric microorganisms 
affect plant growth, metabolism, and stress resistance 
(Schirmer et al. 2015). At the same time, plant root exu-
dates are also key factors affecting the microbial diversity 
in the rhizosphere of different plants (Costa et  al. 2007; 
George et al. 2002). The roots of Camellia sinensis L. are 
composed of main roots, lateral roots, absorptive roots, 
and root hairs. Absorptive roots are fine roots that origi-
nate from the main roots and lateral roots (Ofek et  al. 
2014).

Camellia sinensis (L.). O. Ktze. is an economically 
important crop in China. Guizhou is rich in germ-
plasm resources of Camellia sinensis L.; these resources 
are widely distributed (Jin et  al. 2018) and exhibit good 
development potential for germplasm innovation of 
Camellia sinensis L.. Endophytes and rhizospheric micro-
organisms of Camellia sinensis L. are among the main 
growth-promoting bacteria. The varieties, growth years, 
seasons, pH, soil organic carbon, and organic nitrogen of 
Camellia sinensis L. can affect the community structure 
of soil microorganisms of Camellia sinensis L.(Pausch 
et al. 2016). The diversity of microorganisms in the rhizo-
sphere soil of Camellia sinensis L. not only as species 
diversity but also functional diversity. Some studies have 
noted that nitrogen-fixing bacteria, phosphorus-solu-
bilizing bacteria, ammonifying bacteria, and cellulose-
decomposing bacteria in Rhizosphere soil of Camellia 
sinensis L. can promote growth, improve soil fertility, and 
play an important role in increasing production (Knight 
et al. 2018). To date, studies on the rhizospheric micro-
organisms of Camellia sinensis L. plants have focused 
mainly on germplasm resource investigation, physiologi-
cal growth, and metabolism, genetic diversity etc. (Lee 
et al. 2008; Bokulich et al. 2013). However, considerable 
uncertainties exist about how root morphological traits 
influence soil microbial community composition. There 
is no report on the distribution specificity of rhizospheric 
soil microbial communities among different root tissues 
of Camellia sinensis L. in Kaiyang County.

The soil in Kaiyang County, Guizhou Province, China 
is a special acidic selenium-rich soil, which is rare in the 
world, but Camellia sinensis L. is widely distributed here. 
At present, the distribution characteristics of soil micro-
bial communities in the rhizosphere of Camellia sinen-
sis L. trees in Kaiyang County have not been reported. In 
this study, a high-throughput amplification sequencing 
technique was used to classify and screen bacteria and 
fungi in the rhizosphere soil of Camellia sinensis L. in 
Anping Village, Fengsan Town, Kaiyang County, Guizhou 
Province. the community structure and composition 
were determined, and the α diversity was analyzed. The 
purpose of this paper is to clarify the effects of different 
parts of the root system on the composition and function 

of rhizosphere soil microflora through the comparison of 
microbial diversity and relative abundance and to deter-
mine whether bacteria and fungal microorganisms have 
different ecological functions in rhizosphere soil differ-
ent parts of the Camellia sinensis L. to provide a research 
basis for the development and utilization of rhizosphere 
microbial resources.

Materials and methods
Site description
The sampling site is in the natural woodland of Anping 
Village, Fengsan Town, Kaiyang County, central Guizhou 
(latitude 106°59′′ 48.77′′, longitude 27°12′′ 10.04′′) at 
an elevation of 1086 m. The forest coverage in this area is 
approximately 54%, and the annual average temperature 
is approximately 10.6–15.2 °C, which is conducive to the 
growth of Camellia sinensis L.

The soil is red-brown soil, and the soil pH is 4.32–4.68. 
Under the influence of the soil parent material, the back-
ground is higher than the average value of 0.29 mg/kg in 
China (Shuang-Mei et al. 2013).

Sample collection
Ten Camellia sinensis L. seedlings were randomly 
selected from the sampling sites. After the whole seed-
lings were dug up, the rhizospheric soil attached to hairy 
roots (S1), lateral roots (S2) and main roots (S3) was col-
lected by shaking off, the rhizospheric soils from each 
part were fully mixed, and the 16S and ITS genes were 
amplified and sequenced.

DNA extraction and high‑throughput sequencing
Total DNA was extracted according to the instructions of 
the E.Z.N.A.® Soil Kit, the concentration and its purity 
was determined by a NanoDrop2000 and quality deter-
mined by 1% agarose gel electrophoresis, and the V3-V4 
variable region was amplified by PCR with the 338F and 
806R primers.

The PCR products were recovered by 2% agarose gel 
electrophoresis, purified by an AxyPrep DNA Gel Extrac-
tion Kit, eluted with Tris–HCl, and detected by 2% aga-
rose electrophoresis. Quantitative ST (Promega, USA) 
was used for detection and quantification. According 
to the standard operating procedures for the Illumina 
MiSeq platform, the purified amplified fragments were 
used to construct the PE 2*300 library.

The Illumina MiSeq PE300 platform was used for 
sequencing.

Data analysis and processing
A high-throughput MiSeq sequencer was used for 
sequencing, and the Data2 plug-in in QIIME2 soft-
ware was used to control the quality of all the original 
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sequences of all samples to form an amplified feature 
sequence (OTU). In species classification, bacteria were 
based on the sklearn algorithm, and fungi were based on 
the vsearch algorithm.

For alpha diversity, Chao1 and Ace indexes were used 
to estimate the richness of the microbial community; in 
both cases, larger values indicated higher community 
richness. Shannon’s and Simpson’s indexes were used to 
estimate the diversity of the microbial community. For 
Shannon’s index, larger values indicated higher diversity; 
in contrast, for Simpson’s index, lower values indicated 
higher diversity.

Results
Diversity indexes of bacteria and fungi in different parts 
of the rhizosphere soil
Based on a similarity level greater than or equal to 99%, 
the number of bacterial OTUs in the hairy root, lateral 
root, and main root rhizospheric soils was 29,116, 29,747, 
and 33,156, respectively, and the number of fungal OTUs 
was 49,817, 58,219, and 41,056, respectively. In the soil 
samples from different parts of the rhizosphere, the num-
ber of sequences that could be used for the classification 
of fungi was higher than that of bacteria.

As shown in Table  1, taking the Chao1 index as an 
example, the values were in the order S3 > S1 > S2, indi-
cating that the soil bacteria in the main root rhizosphere 
had higher species richness, followed by those in the 
hairy root rhizosphere and lateral root rhizosphere. This 
result is exactly the same as that for the Faith-pd index 
and observed index. The Shannon index showed that the 
bacterial diversity in the main root rhizospheric soil was 
the highest.

As shown in Table 2, the observed features index and 
Chao1 index showed that the fungal richness in the main 
root rhizosphere was the lowest, and the species richness 
in the lateral root rhizosphere was relatively high. The 
Shannon index and Simpson index showed that the fun-
gal diversity in the main root rhizosphere was the lowest.

Composition of the soil microbial community in different 
parts
The bacteria in the three samples of Camellia sinen-
sis L. rhizospheric soil were annotated to 27 phyla and 
83 families, and fungi were annotated to 7 phyla and 47 
families. There were 22 bacterial phyla in the hairy root 
rhizosphere soil, 24 bacterial phyla in the lateral rhizos-
phere soil, and 23 bacterial phyla in the main rhizosphere 
soil. The groups with relative abundances greater than 
1% in the different parts are shown in Table 3. Based on 
the level of phylum classification, it was found that the 
bacteria in different parts of rhizosphere soil were Pro-
teobacteria, Actinobacteria, Acidobacteria, AD3, and 
Chloroflexi, but the relative abundance varied greatly, 
among which Acidobacteria accounted for the largest 
proportion in the main root rhizospheric soil.

As shown in Table  4, at the family classification level, 
only Rhodospirillaceae, Bradyrhizobiaceae, Hyphomicro-
biaceae, Solibacteraceae, and Koribacteraceae were the 
dominant bacterial families. Thermogemmatisporaceae 
was not a dominant bacterial family in the hairy root 
rhizospheric soil, but it was the dominant bacterial family 
in the main root and lateral root rhizospheric soils. The 
proportion of Thermomonosporaceae in the rhizospheric 
soil of the main roots and hairy roots was very low, but 
the relative abundance in the lateral root rhizospheric 
soil was relatively high. The main root rhizospheric soil 

Table 1  Alpha diversity analysis of soil bacteria in different parts of the rhizosphere soil

Samples Chao1 index Faith-pd index Observed features 
index

Shannon index Simpson index OTUs

S1 933.900 43.597 915.000 8.695 0.994 29,116

S2 914.556 42.910 907.000 8.730 0.994 29,747

S3 976.167 46.691 975.000 8.947 0.996 33,156

Table 2  Alpha diversity analysis of soil fungi from different parts of the rhizosphere soil

Samples Chao1 index Faith-pd index Observed features 
index

Shannon index Simpson OTUs

S1 139.000 23.152 139.000 4.163 0.881 49,817

S2 161.000 26.123 161.000 3.471 0.826 58,219

S3 133.000 15.207 133.000 5.237 0.918 41,056
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contained the highest number of annotated families and 
genera, and there were unannotated nondominant bacte-
ria in the hairy root and lateral root rhizospheric soils.

As shown in Table 5, there were 6 fungal phyla in the 
hairy root rhizospheric soil. A comparison with the 
database indicated that the phyla were Basidiomycota 
(78.718%), Mortierellomycota (11.040%), Ascomycota 
(9.615%), Rozellomycota (0.496%), Mucoromycota 
(0.111%), and unspecified fungi (0.018%). There were 8 
fungal phyla in the lateral root rhizospheric soil, includ-
ing Cercozoa (0.009%), and Chytridiomycota (0.007%). 

There were 5 fungal phyla in the main root rhizospheric 
soil.

As shown in Table  6, at the family level, the most 
abundant fungi in the hairy root, lateral root, and main 
root rhizospheric soils were Sebacinaceae. Among the 
groups accounting for more than 1%, only Russulaceae 
had different proportions among the rhizospheric soils; 
it was the dominant bacterial family in the hairy root 
rhizospheric soil but had a small proportion in the 
main root rhizospheric soil. In the main root rhizos-
pheric soil, Myxotrichaceae (1.847%), and Ophiocordy-
cipitaceae (1.746%) were the dominant bacteria with 
high abundance. These two families and their genera 
accounted for a very low proportion in the hairy root 
and lateral root rhizospheric soils, while the other fami-
lies and genera were common dominant bacteria.

Table 3  The relative abundance of bacteria accounts for more 
than 1% at the phylum level

Bacteria species % Bacterial composition of the lateral 
(S1), hairy (S2) and main root (S3) 
respectively

S1 S2 S3

Acidobacteria 15.490% 19.892% 28.278%

Actinobacteria 23.458% 18.473% 18.696%

AD3 13.065% 16.240% 5.761%

Bacteroidetes 1.020% - 1.00%

Chloroflexi 6.828% 11.987% 14.739%

Gemmatimonadetes 1.522% 1.184% 1.028%

Planctomycetes - - 2.009%

Proteobacteria 36.482% 27.716% 23.742%

Verrucomicrobia - - 1.059%

WPS_2 - 1.315% 1.873%

Table 4  The relative abundance of bacteria in the sample 
accounts for the top 10 at the family level

Bacteria species % Bacterial composition of the 
lateral (S1), hairy (S2) and main 
root (S3) respectively

S1 S2 S3

Acetobacteraceae 2.057% 1.785% 1.873%

Bradyrhizobiaceae 6.443% 4.741% 5.996%

Burkholderiaceae 2.311% – –

Conexibacteraceae 1.971% – 1.951%

EB1017 1.662% 1.557% –

Hyphomicrobiaceae 5.440% 4.183% 3.532%

Koribacteraceae 2.899% 5.824% 7.917%

Ktedonobacteraceae – – 2.156%

RB40 – – 1.686%

Rhodospirillaceae 6.615% 5.282% 4.723%

Sinobacteraceae 2.126% 1.765% –

Solibacteraceae 3.356% 2.676% 2.8045%

Thermogemmatisporaceae – 5.484% 10.948%

Thermomonosporaceae – 1.409% –

Table 5  The main groups of fungi in the samples at the phylum 
level

fungi species % Bacterial composition of the lateral 
(S1), hairy (S2) and main root (S3) 
respectively

S1 S2 S3

Ascomycota 9.615% 12.167% 28.953%

Basidiomycota 78.718% 78.121% 66.556%

Cercozoa – 0.009% –

Chytridiomycota – 0.007% –

Mortierellomycota 11.040% 8.842% 4.344%

Mucoromycota 0.111% 0.071% 0.125%

Rozellomycota 0.496% 0.533% 0.034%

Table 6  The relative abundance of fungi accounted for more 
than 1% of the family level in the sample

Fungi species % Bacterial composition of the lateral 
(S1), hairy (S2) and main root (S3) 
respectively

S1 S2 S3

Archaeorhizomycetaceae 1.159% 4.296% 2.835%

Aspergillaceae 2.069% 1.358% 5.432%

Geminibasidiaceae 7.633% 4.318% 1.972%

Hypocreaceae 2.831% 3.957% 11.594%

Inocybaceae – 1.133% –

Lyophyllaceae 4.459% 11.182% 3.519%

Mortierellaceae 11.014% 8.807% 4.343%

Myxotrichaceae – – 1.847%

Ophiocordycipitaceae – – 1.746%

Pyronemataceae 1.019% – 1.663%

Russulaceae 1.030% – –

Sebacinaceae 29.892% 35.277% 25.374%
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Discussion
The balance of the soil ecosystem is closely related to the 
structure and diversity of the soil microbial community 
(Mousavi et  al. 2018). The rhizospheric soil is a unique 
soil ecosystem (Shi et al. 2015) that is significantly differ-
ent from non-rhizospheric soil ecosystems (Surette et al. 
2003). The rhizospheric soil microbial community not 
only plays an important role in soil ecosystems but is also 
an important index of soil health.

The soil community diversity in the rhizosphere of 
the main root was the highest, with the most abundant 
species.

The results showed that in different parts of the rhizo-
sphere, the bacterial richness in the main root rhizos-
pheric soil was the highest, followed by that in the hairy 
root and lateral root rhizospheric soils. According to the 
comparison of fungal groups, the richness of fungi in the 
main root rhizospheric soil was the lowest, followed by 
that in the hairy root and the lateral root rhizospheric 
soils. As we all know the main root plays an important 
role in the growth and development of plants, followed by 
lateral root. Root hair had the weakest effect on growth 
and development. The main root has the highest bacterial 
richness in the rhizosphere soil of Camellia sinensis L., 
indicating that the bacterial richness in the rhizosphere 
soil is closely related to the growth and development of 
Camellia sinensis L.

Many scholars have carried out in-depth studies of 
rhizospheric microflora in model plants and crops such 
as Arabidopsis thaliana (Bressan et  al. 2009), corn (Jin 
et al. 2013), and rice (Fang et al. 2021) and found that sub-
stances secreted by plants can drive and shape different 
rhizospheric microbial processes. In other words, rhizo-
sphere microorganisms mainly attract specific microbial 
populations through rhizosphere exudates. The quantity, 
composition, and distribution of rhizosphere exudates 
mainly depend on root morphology, plant development, 
and plant species (Liu et al. 2022). It was found that the 
exudates were unevenly distributed in different root mor-
phologies and structures, such as young lateral roots, 
root hairs, and old main roots (Acharya et al. 2023). It is 
reasonable to think that the difference in microbial com-
munity diversity in different parts of the root system of 
Camellia sinensis L. is closely related to root exudates.

Pervaiz (Pervaiz et al. 2020) the soil microorganisms in 
the rhizosphere of peach trees were studied. it was found 
that the diversity of bacterial community absorbed by fine 
roots was higher than that of large roots because of its 
high content of essential minerals. However, the results 
of this study are different. As Pervaiz pointed out, it is not 
clear whether there is a general relationship between the 
chemical or morphological characteristics of roots and 
the composition of soil microorganisms, especially under 

field conditions. Although more research is needed to 
establish these relationships, we have demonstrated that 
different root types show unique microbial community 
composition.

The alpha diversity index of bacteria in different parts 
of the rhizospheric soil of Camellia sinensis L. was higher 
than that of fungi
In the rhizosphere soil of Camellia sinensis L., the alpha 
diversity index of bacteria was higher than that of fungi. 
Wu et al. (2021) collected rhizosphere soil samples from 
poplar plantations of different ages and found that the 
diversity of fungi was lower than that of bacteria. Jia, X 
(Jia et  al. 2018) found that the bacterial diversity in the 
rhizosphere soil of Robinia pseudoacacia seedlings was 
higher based on high-throughput sequencing. These 
results are consistent with our research results.

It should be pointed out that there are differences in 
the richness of bacteria and fungi in different parts of the 
rhizosphere soil of Camellia sinensis L. We found that 
the part with the highest bacterial alpha diversity had the 
lowest fungal alpha diversity, indicating that there was 
competition between bacteria and fungi in the rhizos-
phere soil niche, and bacteria seemed to be better at such 
competition. Previous studies have shown that bacteria 
can promote the formation and decomposition of organic 
matter, improve soil fertility, and play an important role 
in soil ecosystems (FeZ et al. 2008). Although the num-
ber and species of fungi in the soil are lower than those 
of bacteria, fungi in the soil are also a member of a sta-
ble ecosystem and are very important for maintaining the 
normal operation of the ecosystem (Chang et al. 2017). In 
the rhizosphere soil of Camellia sinensis L., it follows the 
principle that the diversity of bacteria is higher than that 
of fungi.

The relative abundances of dominant bacteria vary greatly 
in different parts of the rhizosphere soil
The compositions of dominant microflora in different 
parts of the Rhizosphere soil of Camellia sinensis L. were 
similar, including mainly Proteobacteria, Actinobacteria, 
and Acidobacteria, but the relative abundances were dif-
ferent. According to the analyses of bacterial communi-
ties in 237 soil samples from 6 continents by researchers 
from many countries, Proteobacteria, Acidomycetes, 
and Actinomycetes are the three phyla with the highest 
relative abundances. Peralta et  al. (Peralta et  al. 2012) 
found that there were three dominant bacterial groups, 
Proteobacteria, Acidobacteria, and Actinobacteria, in 
rhizosphere soil of different vegetation types. This is con-
sistent with the analysis of dominant microorganisms in 
the rhizosphere soil of Camellia sinensis L. in this study. 
Shih also pointed out that the relative abundance of each 
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phylum changes under different environmental condi-
tions (Shi et al. 2015).

At the phylum level, compared with the hairy roots and 
lateral roots, the group with a significantly high relative 
abundance in the main roots was Acidobacteria. Acido-
bacteria can survive in barren environments with low 
organic carbon content (Sul et al. 2013). The proportion 
of Acidobacteria in the main root soil was obviously bet-
ter than that in the lateral root and hairy root soils. Acido-
bacterium can effectively secrete all kinds of extracellular 
acids (Kanokratana et al. 2011), thus reducing soil salinity 
and alkalinity and playing an important role in the con-
trol of soil salinization (Mori et al. 2016). Actinomycetes 
degrade cellulose and chitin, which are the main sources 
of soil nutrients (Turner et al. 2013). Most Proteobacteria 
are mainly facultative or specifically anaerobic and het-
erotrophic, and some Proteobacteria species (Amy et al. 
2017) play an important role in removing refractory pol-
lutants. The dominance of Proteobacteria in the hairy 
root and lateral root soils of Camellia sinensis L. may be 
related to the environmental factors in the rhizospheric 
soil of Camellia sinensis L., and the growth rate of these 
bacteria is faster in the rhizospheric soil (Turner et  al. 
2013). At the family level, Rhodospirillaceae, Bradyrhizo-
biaceae, Hyphomicrobiaceae, Solibacteraceae, and Korib-
acteraceae were the common dominant bacteria, and the 
composition of dominant bacteria varied greatly among 
different parts of the rhizospheric soil.

In the rhizosphere soil of different parts, the structure 
of the fungal community was similar, and the abundance 
ratio changed, but the difference was not significant.

Together, the relative abundance analysis results indi-
cated that the dominant groups in the three soil samples 
were basidiomycetes, ascomycetes, and angiosporium, of 
which basidiomycetes accounted for the largest propor-
tion, i.e., more than 65% of the dominant fungi. There was 
little difference in the species and relative abundance of 
dominant fungi among different parts of rhizosphere soil. 
Cortinarius, Inocybe, and Hebeloma of basidiomycetes 
have been proven many times to form symbiotic systems 
with plants under certain conditions, playing an impor-
tant role in enhancing plant resistance (Liimatainen et al. 
2014; Gates et al. 2011; Ammirati et al. 2007).

At the family level, Sebacinaceae accounted for the 
largest proportion in the rhizospheric soils of hairy roots, 
lateral roots, and main roots. Liu et  al. (Liu et  al. 2021) 
found that the family with the highest relative abundance 
in the plantation of Picea mandshurica was Umbelliferae, 
while in the natural forest, it was the wax shell family. 
In the four molecular ecological networks of soil fungal 
communities, Chrysomelaceae harbored the key spe-
cies. Sebacinaceae is a common dominant bacterial taxon 
in the mycorrhizal fungal community (Bell et  al. 2020; 

Brundrett and Tedersoo 2018). The above results are con-
sistent with the results of this study. The change in the 
fungal community in the rhizosphere soil of hairy roots, 
lateral roots, and main roots at the family level was not 
obvious, but the proportion of Mortieraceae and Mor-
tierella in the three different parts showed the ranking of 
hairy roots > lateral roots > main roots.

Conclusions
In Anping Village, Kaiyang County, Guizhou Province, 
the content of bacteria in the rhizosphere soil of Camel-
lia sinensis was higher than that of fungi, and the rich-
ness, diversity, and species diversity of the bacterial 
community were higher than those of fungi.

The composition of dominant bacteria in different 
parts of rhizosphere soil was similar, but the relative 
abundance of dominant bacteria varied greatly in differ-
ent parts of the rhizosphere, and the main group with 
significantly higher relative abundance in the main root 
was Acidobacteria. Proteus was dominant in the hairy 
root and lateral root soil. We indicated that different root 
types showed unique bacterial community compositions.

The results of the relative abundance analysis of fungi 
in rhizosphere soil showed that the dominant groups in 
the three soils were basidiomycetes, ascomycetes, and 
angiosporidium, among which basidiomycetes accounted 
for the largest proportion. At the family level, the com-
munity structure of the fungal community was simi-
lar in different parts, and the proportion of abundance 
changed, but only a small change in abundance.

There are some limitations in our research. On this 
basis, future studies can further explore the relationship 
between the formation of dominant microflora in differ-
ent parts of the rhizosphere and other factors.

Acknowledgements
The authors would like to thank American Journal Experts for providing help 
with English language, grammar, punctuation, and spelling during the prepa-
ration of this manuscript.

Authors’ contributions
Investigation: J.G., J.L. and P.C.; data curation: J.G. and S.Z.; writing—original 
draft preparation: J.G.; writing—review and editing: J.L.; funding acquisition: 
J.L. and S.Z. All authors have read and agreed to the published version of the 
manuscript.

Funding
This work was funded by the Key Projects of Guizhou Sci-Tech Plan 
([2020]1Z077), Guizhou Sci-Tech Support Plan ([2023]Y223), Guizhou Out-
standing Young Scientific Talents Program ([2021]5625), Sci-Tech Award and 
Subsidy Project of Guizhou Province ([2018]5778–05 and 2021GZJ005) and 
Guizhou Key Laboratory of Biological Resources Develop-Utilization in Col-
leges and Universities ([2022]031). The above funds provided financial support 
for this study for collecting and analyzing the data and writing the manuscript.

Availability of data and materials
The numerical data used to support the findings of this study are included in 
the article. The datasets generated and analyzed during the current study are 
available in the NCBI repository, the link used for data upload: https://​www.​

https://www.ncbi.nlm.nih.gov/


Page 7 of 8Guo et al. Annals of Microbiology           (2023) 73:39 	

ncbi.​nlm.​nih.​gov/, and accession numbers are SRR24136690; SRR24136689; 
SRR24136688; SRR24136687; SRR24136686, and SRR24136685.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Received: 24 May 2023   Accepted: 6 December 2023

References
Acharya SM, Yee MO, Diamond S, Andeer PF, Baig NF, Aladesanmi OT (2023) 

Fine scale sampling reveals early differentiation of rhizosphere microbi-
ome from bulk soil in youngbrachypodiumplant roots. ISME Communica-
tions. 3(1).https://​doi.​org/​10.​1038/​s43705-​023-​00265-1

Acosta-Martínez V, Burow G, Zobeck TM, Allen VG (2010) Soil microbial com-
munities and function in alternative systems to continuous cotton. Soil 
Sci Soc Am J 74:1181–1192. https://​doi.​org/​10.​2136/​sssaj​2008.​0065

Ammirati J, Garnica S, Halling RE, Mata M, Mueller GM, Carranza J (2007) New 
Cortinarius species associated with Quercus and Comarostaphylis in 
Costa Rica. Can J Bot 85:794–812. https://​doi.​org/​10.​1139/​B07-​067

Amy G, Ghaffour N, Li Z, Francis L, Lattemann S (2017) Membrane-based sea-
water desalination: Present and future prospects. Desalination 401:16–21. 
https://​doi.​org/​10.​1016/j.​desal.​2016.​10.​002

Bell J, Yokoya K, Kendon JP, Sarasan V (2020) Diversity of root-associated 
culturable fungi of cephalanthera rubra (Orchidaceae) in relation to soil 
characteristics. Peer J 8:e8695. https://​doi.​org/​10.​7717/​peerj.​8695

Bokulich NA, Subramanian S, Faith JJ, Gevers D, Gordon JI, Knight R, Mills DA, 
Caporaso JG (2013) Quality-filtering vastly improves diversity estimates 
from Illumina amplicon sequencing. Nat Methods 10:57–59. https://​doi.​
org/​10.​1038/​nmeth.​2276

Bressan M, Roncato MA, Bellvert F, Comte G, Haichar FEZ, Achouak W, Berge O 
(2009) Exogenous glucosinolate produced by arabidopsis thaliana has an 
impact on microbes in the rhizosphere and plant roots. ISME J 3(11):1243. 
https://​doi.​org/​10.​1038/​ismej.​2009.​68

Brundrett MC, Tedersoo L (2018) Evolutionary history of mycorrhizal symbioses 
and global host plant diversity. New Phytol 220:1108–1115. https://​doi.​
org/​10.​1111/​nph.​14976

Chang Q, Fan J, Liu H, Li X, Zhang X (2017) Analysis of soil fertility and fungal 
diversity and their correlation in the Rhizosphere of Pterodendron in 
different regions. J Plant Resour Environ. 26(3):27–34. https://​doi.​org/​10.​
3969/j.​issn.​1674-​7895.​2017.​03.​04

Costa R, Gomes NC, Krögerrecklenfort E, Opelt K, Berg G, Smalla K (2007) 
Pseudomonas community structure and antagonistic potential in the 
rhizosphere: Insights gained by combining phylogenetic and functional 
gene-based analyses. Env Microbiol 9:2260–2273. https://​doi.​org/​10.​
1111/j.​1462-​2920.​2007.​01340.x

Fang W, Yang Y, Wang H, Yang D, Williams PN (2021) Rice rhizospheric effects 
on the bioavailability of toxic trace elements during land application of 
biochar. Environ Sci Technol (5). https://​doi.​org/​10.​1021/​acs.​est.​0c072​06

FeZ H, Marol C, Berge O, Rangel-Castro JI, Prosser JI, Balesdent J, Heulin T, 
Achouak W (2008) Plant host habitat and root exudates shape soil bacte-
rial community structure. ISME J 2:1221–1230. https://​doi.​org/​10.​1038/​
ismej.​2008.​80

Gates GM, Mohammed C, Ratkowsky DA, Wardlaw T, Davidson NJ (2011) 
Diversity and ecology of epigeous ectomycorrhizal macrofungal assem-
blages in a native wet eucalypt forest in Tasmania, Australia. Fungal Ecol 
4:290–298. https://​doi.​org/​10.​1016/j.​funeco.​2011.​02.​002

George TS, Gregory PJ, Wood M, Read D, Buresh RJ (2002) Phosphatase activity 
and organic acids in the rhizosphere of potential agroforestry species and 
maize. Soil Biol Biochem 34:1487–1494. https://​doi.​org/​10.​1016/​S0038-​
0717(02)​00093-7

Jia X, Li XD, Zhao YH, Wang L, Zhang CY (2018) Soil microbial community 
structure in the rhizosphere of robinia pseudoacacia l. seedlings exposed 
to elevated air temperature and cadmium-contaminated soils for 4 years. 
Sci Total Environ 650:2355–2363. https://​doi.​org/​10.​1016/j.​scito​tenv.​2018.​
09.​335

Jin CX, Zhu WF, Hua G (2013) Biodegradation of sulfadiazine in acclimated corn 
rhizospheric soil. J Ecol Rural Environ 29(2):269–272

Jin JQ, Liu YF, Ma CL, Ma JQ, Hao WJ, Xu YX, Yao MZ, Chen L (2018) A novel F3′ 
5′ H allele with 14 bp deletion is associated with high catechin index trait 
of wild tea plants and has potential use in enhancing tea quality. J Agric 
Food Chem 66:10470–10478. https://​doi.​org/​10.​1021/​acs.​jafc.​8b045​04

Kanokratana P, Uengwetwanit T, Rattanachomsri U, Bunterngsook B, Nimchua 
T, Tangphatsornruang S, Plengvidhya V, Champreda V, Eurwilaichitr L 
(2011) Insights into the phylogeny and metabolic potential of a primary 
tropical peat swamp forest microbial community by metagenomic analy-
sis. Microb Ecol 61:518–528. https://​doi.​org/​10.​1007/​s00248-​010-​9766-7

Knight R, Vrbanac A, Taylor BC, Aksenov A, Callewaert C, Debelius J, Gonzalez 
A, Kosciolek T, McCall LI, McDonald D (2018) Best practices for analysing 
microbiomes. Nat Rev Microbiol 16:410–422. https://​doi.​org/​10.​1038/​
s41579-​018-​0029-9

Lee SM, Kim CW, Kim JK, Shin HJ, Baik JH (2008) GCG-rich tea catechins 
are effective in lowering cholesterol and triglyceride concentrations 
in hyperlipidemic rats. Lipids 43:419–429. https://​doi.​org/​10.​1007/​
s11745-​008-​3167-4

Liimatainen K, Niskanen T, Ammirati JF, Kytövuori I, Dima B (2014) Cortinarius, 
subgenus Telamonia, section Disjungendi, cryptic species in North 
America and Europe. Mycol Prog 14:1016. https://​doi.​org/​10.​1007/​
s11557-​014-​1016-9

Liu YJ, Fan DD, Li XZ, Zhao WQ, Kou YP (2021) Diversity and network features 
of fungal community in the soils of planted and natural Picea asperata 
forests. J Appl Ecol 32:1441–1451. https://​doi.​org/​10.​13287/j.​1001-​9332.​
202104.​034

Liu Y, Evans SE, Friesen ML, Tiemann LK (2022) Root exudates shift how n 
mineralization and n fixation contribute to the plant-available n supply in 
low fertility soils. Soil Biol Biochem 165:108541. https://​doi.​org/​10.​1016/j.​
soilb​io.​2021.​108541

Meng F, Qiao Y, Wu W, Smith P, Scott S (2017) Environmental impacts and 
production performances of organic agriculture in China: A monetary 
valuation. J Environ Manag 188:49–57. https://​doi.​org/​10.​1016/j.​jenvm​an.​
2016.​11.​080

Mori A, Fukuda T, Vejchasarn P, Nestler J, Pariasca-Tanaka J, Wissuwa M (2016) 
The role of root size versus root efficiency in phosphorus acquisition in 
rice. J Exp Bot 67:1179–1189. https://​doi.​org/​10.​1093/​jxb/​erv557

Mousavi SM, Motesharezadeh B, Hosseini HM, Alikhani H, Zolfaghari AA (2018) 
Root-induced changes of Zn and Pb dynamics in the rhizosphere of 
sunflower with different plant growth promoting treatments in a heavily 
contaminated soil. Ecotoxicol Environ Saf 147:206–216. https://​doi.​org/​
10.​1016/j.​ecoenv.​2017.​08.​045

Ofek M, Voronov-Goldman M, Hadar Y, Minz D (2014) Host signature effect on 
plant root-associated microbiomes revealed through analyses of resident 
vs. active communities. Env Microbiol 16:2157–2167. https://​doi.​org/​10.​
1111/​1462-​2920.​12228

Pausch J, Loeppmann S, Kühnel A, Forbush K, Kuzyakov Y, Cheng W (2016) 
Rhizosphere priming of barley with and without root hairs. Soil Biol 
Biochem 100:74–82. https://​doi.​org/​10.​1016/j.​soilb​io.​2016.​05.​009

Peralta R, Ahn C, Gillevet P (2012) Characterization of soil bacterial commu-
nity structure and physicochemical properties in created and natural 
wetlands. Sci Total Environ 443C:725–732. https://​doi.​org/​10.​1016/j.​scito​
tenv.​2012.​11.​052

Pervaiz ZH, Contreras J, Hupp BM, Lindenberger JH, Chen D, Zhang Q, Wang C, 
Twigg P, Saleem M (2020) Root microbiome changes with root branch-
ing order and root chemistry in peach rhizosphere soil. Rhizosphere 
16:100249. https://​doi.​org/​10.​1016/j.​rhisph.​2020.​100249

Schirmer M, Ijaz UZ, D’Amore R, Hall N, Sloan WT, Quince C (2015) Insight into 
biases and sequencing errors for amplicon sequencing with the illumina 
MiSeq platform. Nucleic Acids Res 43:e37. https://​doi.​org/​10.​1093/​nar/​
gku13​41

https://www.ncbi.nlm.nih.gov/
https://doi.org/10.1038/s43705-023-00265-1
https://doi.org/10.2136/sssaj2008.0065
https://doi.org/10.1139/B07-067
https://doi.org/10.1016/j.desal.2016.10.002
https://doi.org/10.7717/peerj.8695
https://doi.org/10.1038/nmeth.2276
https://doi.org/10.1038/nmeth.2276
https://doi.org/10.1038/ismej.2009.68
https://doi.org/10.1111/nph.14976
https://doi.org/10.1111/nph.14976
https://doi.org/10.3969/j.issn.1674-7895.2017.03.04
https://doi.org/10.3969/j.issn.1674-7895.2017.03.04
https://doi.org/10.1111/j.1462-2920.2007.01340.x
https://doi.org/10.1111/j.1462-2920.2007.01340.x
https://doi.org/10.1021/acs.est.0c07206
https://doi.org/10.1038/ismej.2008.80
https://doi.org/10.1038/ismej.2008.80
https://doi.org/10.1016/j.funeco.2011.02.002
https://doi.org/10.1016/S0038-0717(02)00093-7
https://doi.org/10.1016/S0038-0717(02)00093-7
https://doi.org/10.1016/j.scitotenv.2018.09.335
https://doi.org/10.1016/j.scitotenv.2018.09.335
https://doi.org/10.1021/acs.jafc.8b04504
https://doi.org/10.1007/s00248-010-9766-7
https://doi.org/10.1038/s41579-018-0029-9
https://doi.org/10.1038/s41579-018-0029-9
https://doi.org/10.1007/s11745-008-3167-4
https://doi.org/10.1007/s11745-008-3167-4
https://doi.org/10.1007/s11557-014-1016-9
https://doi.org/10.1007/s11557-014-1016-9
https://doi.org/10.13287/j.1001-9332.202104.034
https://doi.org/10.13287/j.1001-9332.202104.034
https://doi.org/10.1016/j.soilbio.2021.108541
https://doi.org/10.1016/j.soilbio.2021.108541
https://doi.org/10.1016/j.jenvman.2016.11.080
https://doi.org/10.1016/j.jenvman.2016.11.080
https://doi.org/10.1093/jxb/erv557
https://doi.org/10.1016/j.ecoenv.2017.08.045
https://doi.org/10.1016/j.ecoenv.2017.08.045
https://doi.org/10.1111/1462-2920.12228
https://doi.org/10.1111/1462-2920.12228
https://doi.org/10.1016/j.soilbio.2016.05.009
https://doi.org/10.1016/j.scitotenv.2012.11.052
https://doi.org/10.1016/j.scitotenv.2012.11.052
https://doi.org/10.1016/j.rhisph.2020.100249
https://doi.org/10.1093/nar/gku1341
https://doi.org/10.1093/nar/gku1341


Page 8 of 8Guo et al. Annals of Microbiology           (2023) 73:39 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

Shi S, Nuccio E, Herman DJ, Rijkers R, Estera K, Li J, Da Rocha UN, He Z, Pett-
Ridge J, Brodie EL (2015) Successional trajectories of rhizosphere bacterial 
communities over consecutive seasons. mBio 6:e00746. https://​doi.​org/​
10.​1128/​mBio.​00746-​15

Shuang-Mei T, Guo-Qi L, Qu Q, Wen D (2013) Study on the selenium contents 
level and restriction factors in the soil in Kaiyang of Guizhou. J Gansu 
Agric Univ 7(10):782–787. https://​doi.​org/​10.​1002/​jbio.​20130​0017

Sul WJ, Asuming-Brempong S, Wang Q, Tourlousse DM, Penton CR, Deng Y, 
Rodrigues JLM, Adiku SGK, Jones JW, Zhou J (2013) Tropical agricultural 
land management influences on soil microbial communities through its 
effect on soil organic carbon. Soil Biol Biochem 65:33–38. https://​doi.​org/​
10.​1016/j.​soilb​io.​2013.​05.​007

Surette MA, Sturz AV, Lada RR, Nowak J (2003) Bacterial endophytes in process-
ing carrots (Daucus carota l. var. sativus): Their localization, popula-
tion density, biodiversity and their effects on plant growth. Plant Soil 
253:381–390. https://​doi.​org/​10.​1023/A:​10248​35208​421

Turner TR, Ramakrishnan K, Walshaw J, Heavens D, Alston M, Swarbreck D, 
Osbourn A, Grant A, Poole PS (2013) Comparative metatranscriptomics 
reveals kingdom level changes in the rhizosphere microbiome of plants. 
ISME J 7:2248–2258. https://​doi.​org/​10.​1038/​ismej.​2013.​119

Wu N, Li Z, Meng S, Wu F (2021) Soil properties and microbial community 
in the rhizosphere of populus alba var. pyramidalis along a chronose-
quence. Microbiol Res 8:126812. https://​doi.​org/​10.​1016/j.​micres.​2021.​
126812

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1128/mBio.00746-15
https://doi.org/10.1128/mBio.00746-15
https://doi.org/10.1002/jbio.201300017
https://doi.org/10.1016/j.soilbio.2013.05.007
https://doi.org/10.1016/j.soilbio.2013.05.007
https://doi.org/10.1023/A:1024835208421
https://doi.org/10.1038/ismej.2013.119
https://doi.org/10.1016/j.micres.2021.126812
https://doi.org/10.1016/j.micres.2021.126812

	Study on the soil microbial community structure of the Rhizosphere of Camellia sinensis L. in Anping Village, Kaiyang County, Guizhou Province
	Abstract 
	Background 
	Results 
	Conclusions 

	Introduction
	Materials and methods
	Site description
	Sample collection
	DNA extraction and high-throughput sequencing
	Data analysis and processing

	Results
	Diversity indexes of bacteria and fungi in different parts of the rhizosphere soil
	Composition of the soil microbial community in different parts

	Discussion
	The alpha diversity index of bacteria in different parts of the rhizospheric soil of Camellia sinensis L. was higher than that of fungi
	The relative abundances of dominant bacteria vary greatly in different parts of the rhizosphere soil

	Conclusions
	Acknowledgements
	References


