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Abstract:
Backgrounds:

Soils harbor diverse bacteria, and these bacteria play important roles in soil nutrition cycling and carbon storage. Numerous investigations of soil
microbiota had been performed, and the core microbiota in different soil or vegetation soil types had been described. The upper layer of soil, as a
source of organic matter, is important and affected by the habitats and dominant bacteria. However, the complexity of soil environments and
relatively limited information of many geographic areas had attracted great attention on comprehensive exploration of soil microbes in enormous
types of soil.

Methods:

To reveal the core upper layer soil microbiota, soil samples from metropolis and countryside regions in the North China Plain were investigated
using high-throughput sequencing strategy.

Results:

The results showed that the most dominant bacteria are Proteobacteria (38.34%), Actinobacteria (20.56%), and Acidobacteria (15.18%). At the
genus-level, the most abundant known genera are Gaiella (3.66%), Sphingomonas (3.6%), Acidobacteria Gp6 (3.52%), and Nocardioides (2.1%).
Moreover, several dominant operational taxanomy units OTUs, such as OTU_3 and OTU_17, were identified to be associated with the soil
environment. Microbial distributions of the metropolis samples were different from the countryside samples, which may reflect the environments
in the countryside were more diverse than in the metropolis. Microbial diversity and evenness were higher in the metropolis than in the
countryside, which might due to the fact that human activity increased the microbial diversity in the metropolis.

Conclusion:

The upper layer soil core microbiota of the North China Plain were complex, and microbial distributions in these two places might be mainly
affected by the human activity and environmental factors, not by the distance. Our data highlights the upper layer soil core microbiota in North
China Plain, and provides insights for future soil microbial distribution studies in central China.

Keywords: Upper layer soil, Core microbiota, Countryside and metropolis, Habitat, 16S rRNA amplicon, Metropolis.
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1. INTRODUCTION
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The soils harbor abundant microbial resources and contain
high numbers of microbes [1 - 3]. Among these microbes,
bacteria play important roles in various aspects, especially in
carbon storage and nutrient cycling, for example, they can
promote the cycling of C, N, S, and P, which can help the plant
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grow [4 - 8]. Especially, the upper layer of the soil generally
contains many organic minerals, which are mainly affected by
habitats and soil microbiota [9]. Moreover, soil microbiota can
help remove pollutants and provide most of the antibiotics in
clinical use today [3, 10]. The environmental factors played
important roles in microbial distribution, while the geographic
distances showed little effect on microbial diversity in soil [11
- 14]. A global analysis of drylands indicates that increasing
aridity reduces soil microbial diversity [11]. The microbial
community during corpse decomposition in different
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vegetation soil types are similar, and the dominant factor
driving microbiota development is the nitrogen and carbon
input [15]. Moreover, deforestation would affect the soil
microbiota and the alpha diversity would be increased after the
slash-and-burn forest cleaning in Amazon [16].

The microbial distribution in different biogeographical
areas is different, and the dominant bacteria in soils worldwide
are  Proteobacteria,  Actinobacteria, = Verrucomicrobia,
Acidobacteria and Firmicutes [17, 18]. The most dominant
bacteria in drylands are assigned to Actinobacteria, which
composes 23%-29% of the total bacteria [11], and the desert
soil microbiota is distinct from microbiotas of non-desert soils
[19]. In relatively undisturbed soil samples collected from
North America, the most dominant bacteria are Acidobacteria,
Veruucomicrobia and Bacteroidetes [20, 21]. The investigation
of the East European plain soils showed that the most abundant
bacteria are Actinobacteria, Proteobacteria and
Verrucomicrobia [22]. The soil microbial diversity is affected
by vegetation type, and the rhizospheric microbial distribution
of different plants is distinct [23, 24]. Despite many efforts that
have been tried to understand global soil microbial distribution,
such as the Earth Microbiota Project [25], the microbial
distribution in many geographic areas is still unknown.

Here, we present an upper layer soil microbiota study to
assess the microbial diversity using a high-throughput
sequencing approach in two different areas in the North China
Plain. The sampling places have been used for agriculture for
thousands of years, encompassing the countryside and the
metropolis. We analyzed the dominant microbes in these
samples and compared their microbial distribution. Moreover,
the potential relationship between the soil samples and the
environmental factors is discussed.

2. MATERIALS AND METHODS

2.1. Sample Collection and Analysis

The 13 soil samples were collected from two different

Table 1. Characterization of the sampling sites.
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regions in the North China Plain, Xincai county and
Zhengzhou of Henan province, China, in March 2018 (Table
1). Sampled soils are moist clay in these two places (Fig. S1).
Among them, 7 soil samples were collected from Xincai
county (countryside place, named as XC group), and another 6
samples were collected from Zhengzhou (metropolis, about
300 kilometres from Xincai, named as ZZ group). The soil
samples were collected from 5-10 cm of the soils, and were
transferred to the laboratory and stored at -20 °C before use
(Table 1). To measure pH, 0.5 g soil of each sample was
thoroughly mixed with ml water. The pH was measured with a
digital pH meter (Shanghai Lei-ci Co. Ltd) [26]. Temperature
and other soil parameters were collected from the public
database of China meteorological administration (Table 1).

2.2. Soil DNA Extraction

Soil DNA was extracted from 0.5 g soil of each sample,
and the soil was prewashed with 1 ml of 0.5 M EDTA to
remove organic matter in the soil [27, 28]. The soil mixture
was collected by centrifugation at 12000 rpm for 5 min.
Prewashed soil precipitates were further treated with 0.6 ml of
0.5 M CaCl, and 1.4 ml of ddH,0, and the soil precipitates
were collected by centrifugation at 12000 rpm for 5 min [27].
The pretreated soil was lysed with 1 ml DNA extraction buffer
(100 mM Tris—HCl, 100 mM EDTA, 100 mM sodium
phosphate, 1.5 M NaCl, and 1% (W/v)
cetyltrimethylammonium bromide, pH 8.0), 2 pl proteinase K
(20 mg/ml) and 200 pl of 20% SDS under the incubation at
65°C for 2 hours. The crude lysate was centrifuged at 17000 g
for 10 min and the supernatant was collected. The DNA in the
supernatant was purified with the equal volume of
phenol:chloroform:isoamyl alcohol (25:24:1) for two times and
chloroform:isoamyl alcohol (24:1) for one time. The final
supernatant after purification was precipitated with 0.6
volumes of isopropanol, and the soil DNA were collected by
centrifugation at 12000 rpm for 5 min. The DNA was dissolved
in 30 pl TE buffer with 2 pl RNase (10 mg/ml), and RNA was
removed by incubation at 37 °C for 30 min [29].

Samples| Location Habitats Altitude (meters) Mean A(I:::Ela; izzs)ipitation pH Average "(l;ecn)lperature
HN-S1 | Xincai County [ Wheat 40 926.7 6.97 15.0
HN-S2 | Xincai County | Wheat 40 926.7 6.76 15.0
HN-S8 [ Xincai County [Riverside 40 926.7 7.66 15.0
HN-S9 | Xincai County |Riverside 40 926.7 7.35 15.0
HN-S10| Xincai County |Pig Farm 40 926.7 6.24 15.0
HN-S11| Xincai County |Pig Farm 40 926.7 7.54 15.0

HN-S12| Xincai County |Pig Farm 40 926.7 6.69 15.0

HN-S13 |Zhengzhou City| Grass 105 632.0 7.81 14.3

HN-S14|Zhengzhou City| Grass 105 632.0 7.72 143

HN-S15|Zhengzhou City| Grass 105 632.0 7.79 14.3

HN-S18|Zhengzhou City|Riverside 105 632.0 7.59 14.3

HN-S19 |Zhengzhou City|Riverside 105 632.0 7.75 14.3

HN-S21|Zhengzhou City|Riverside 105 632.0 7.74 14.3
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2.3. 16S rDNA gene Fragment Amplification and Soil
Microbial Community Analyses

The V3-V4 regions of microbial 16S rDNA genes were
amplified with primers of 341F (5’-CCTAYGGGRB
GCASCAG-3’) and 806R (5’GGACTACNNGGGTATCT
AAT-3’). The 25 pl PCR amplification mixture contained 25
ng DNA, 1 pl each primer (10 uM), 0.5 ul dNTP (2.5 mM),
12.5 pl 2* Vazyme Phata max buffer, 0.5 pul Vazyme
Polymerase (Vazyme Biotech). The PCR was performed with
an initial denaturation (5 minutes at 95°C), followed by 27
cycles of 15 seconds at 95°C, 15 seconds at 55°C, and 30
seconds at 72°C, and final with one cycle of 5 min at 72°C.
The PCR products were purified with the KAPA Pure Beads
(Roche) according to the manufacturer’s instructions and
further sequenced with an Illumina Miseq system (Illumina).

The raw reads were processed with Usearch fastq filter,
and the low-quality sequences were removed with the default
parameters and the data were further analyzed as described
before with the Usearch software [30]. The operational
taxonomic unit was classified based on 97% identity. The
principal coordinates analysis (PCoA) and Non-metric
Multidimensional Scaling (NMDS) analyses based Unweighted
UniFrac distance were generated by the Vegan 2.4.2 package
in R [31]. The raw reads had been submitted to the NCBI
Sequences Read Archieve (SRA) database and the accession
numbers were SAMN10602944-SAMN10602956.

3. RESULTS

3.1. Overall Soil Microbial Community Composition

A total of 13 soil samples were collected, and they were
assigned to be XC group (HN-S1 to HN-S12) and ZZ group
(HN-S13 to HN-S21) (Table 1). For the 13 soil samples, a total
of 716,285 high-quality 16S rDNA gene fragments were
obtained, and they were classified into 4838 operational
taxanomy units OTUs based on 97% identity (Table S1). The
average sequence and OTU numbers for each sample were
55099 and 1693, respectively, showing there was a large
number of common OTUs distributed in these 13 soil samples.
The richness and Chaol indices of these two groups were
similar, indicating most microbes in the soil samples were
covered by the 16S rRNA sequencing (Table S2) [32, 33]. The
Shannon_2 parameters suggested the diversity in these samples
was high. Other indices of Simpson, dominance, equitability
and rank abundance hinted that the microbial distribution was
not definite evenness and some abundant species were
available in the soil samples (Table S2). The microbial
richness, Chaol, Shannon 2, dominance and equitability
parameters of samples in ZZ group were higher than the

Table 2. The alpha diversity of 13 soil samples.
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corresponding indices in XC group. The microbial Simpson
parameter of samples in ZZ group was lower than that in XC
group (Table 2).

At the phylum level, the most dominant bacteria in the XC
soil samples were Proteobacteria,  Actinobacteria,
Acidobacteria, and Bacteroidetes, and they composed 44.5%,
15.5%, 12.3%, and 6.1%, respectively (Fig. 1A and Table S3);
while the most dominant bacteria in the ZZ soil samples were
Proteobacteria, Actinobacteria, Acidobacteria, and
Bacteroidetes, and they composed 31.1%, 26.4%, 18.5%, and
2.8%, respectively (Fig. 1A and Table S3). According to the
previous research, some phyla were classified as dominant
phyla in the soil microbiota [34]. At the genus level, 312
genera were identified, and 56.6% of all the sequences cannot
be assigned to the known genera, indicating that most bacteria
in these soils were unknown (Table S4). Among the assigned
genera, the most dominant species were assigned to 13 genera
of Gaiella, Sphingomonas, Acidobacteria Gp6, Nocardioides,
Arthrobacter, Acidobacteria Gp4, Acidobacteria Gpl6,
Gemmatimonas, Rhodanobacter, Nitrososphaera,
Acidobacteria Gp3, Pseudomonas, and Streptomyces. These
dominant genera accounted for 22.7% and 26.5% of the XC
group and ZZ group, respectively. Moreover, the distribution
of the genera in these two groups was different (Fig. 1B and
Table S4). For all the 13 genera, the distribution of the two
groups is different, showing soil microbiota of these two places
are different (Fig. 1B and Table S4). Especially, the
distribution  of Acidobacteria  GP6,
Acidobacteria Gp4, Acidobacteria Gpl6 and Nitrososphaera
between the two groups showed obvious differences.

Sphingomonas,

3.2. Dominant OTUs in the Microbial Communities

Though most microbes in the samples were uncultured, 7
of the 10 most abundant OTUs showed > 97% identities with
isolated microbes, suggesting the function of these OTUs can
be predicted from the known isolates (Table 3). OTU-4 is the
most abundant identified OTU in the samples, and it is
Sphingomonas limnosediminicola, which mainly distributed in
the wet environment [26]. OTU-1 showed 100% identity with
Pseudarthrobacter phenanthrenivorans, which is isolated from
a creosote-contaminated soil [27]. OTU-3 was the 3rd most
abundant OTU distributed in the soils; it composed 15.94% of
microbes in HN-S2 [28]. OTU-17 is Rhodanobacter
spathiphylli, which was firstly isolated from a compost-
amended potting mix [29]. OTU-9 is Bradyrhizobium
namibiense, which is a nitrogen-fixing bacterium [30]. OTU-44
is Nocardioides mesophilus, which is firstly isolated from soil
[31]. OTU-94 is Sphingomonas aquatilis, which is widely
distributed in the environment.

Region Richness Chaol Shannon_2 Simpson Dominance Equitability
XC 1386.3 =300 1388.64+300 7.92 +£0.63 0.018 £0.01 0.98 +0.01 0.76 £ 0.06
77 2050 + 265 2051.73+£264.6 9.04+0.34 0.0054 £ 0.002 0.99 +0.002 0.82+0.02
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Fig. (1). Phylum (a) and genus-level (b) microbial distribution of the two soil groups. Above phylum and Above genus mean microbial sequences

can’t be assigned to phylum and genus, respectively.

Table 3. The 10 most dominant OTUs of the 13 soil samples and their closest isolates and clones.

Average Closest uncultured bacteria .. |Closest cultured bacteria .
otu composition (Accession number) Identity (Accession number) Identity
. Sphingomonas limnosediminicola
0 _ 0, 0,
OTU_4 |2.93% Uncultured Sphingomonas sp. clone DM8-116 (KC172330.1)|100% 03SUJ6 (NR_157773.1) 99%
. . Pseudarthrobacter phenanthrenivorans
0, 0, 0,
OTU_1 [1.93% Uncultured Actinobacterium clone 89_2 42 (MH478460.1) |100% Sphe3 (NR_074770.2) 100%
Uncultured Xanthomonadaceae bacterium clone T92F04c Chujaibacter soli KIS55-21
0, 0, 0,
OTU_3 11.33% (HM447944.1) 9% (NR_145539.1) 98%
Uncultured Laceyella sp. clone strain KCTC 3666 Dehalogenimonas alkenigignens 1P3-3
0, 0, 0,
OTU_19)1.10% (MK121196.1) 100% (NR_109657.1) 86%
Uncultured Gammaproteobacterium clone S1-051 Rhodanobacter spathiphylli B39
0, 0, 0,
OTU_17)1.08% (KF182794.1) 100% (NR_042434.1) 99%
. Bradyrhizobium namibiense 5-10
0, 0, 0,
OTU_9 10.96% Uncultured Alphaproteobacterium(LC378491.1) 100% (NR_159233.1) 100%
OTU 44{0.94% Uncultured microorganism clone SGGSWU35(KX925255.1) |100% ](\{\‘I’f{"’l‘i’g(’)‘;‘;s 1”)’“"”}”1’” MSL 22 100%
Uncultured Chitinophagaceae bacterium clone 516 28 Flavitalea antarctica AQ6-291
0, — 0, 0,
OTU_2 10.89% (MF002164.1) 99% (NR_157626.1) 4%
OTU_5 10.88% Uncultured bacterium clone OTU_7933 (MH531581.1) 100% [Dongia soli D78 (NR_146690.1) 95%
OTU_94[0.80% Uncultured bacterium clone DMA-B01-29(KU886630.1)  [100% ?Iggnlg;’;’é%‘;af)aqumhs NBRC 16722 1590,

3.3. Microbial Diversity in Different Soil Samples

PCoA analyses based on Unweighted UniFrac distance
showed that 6 soil samples of HN-S13, HN-S14, HN-S15, HN-
S18, HN-S19 and HN-S21 in ZZ group were clustered together
(Fig. 2A). Meanwhile, HN-S11 and HN-S12 in XC group were
clustered, and another 5 soil samples in the XC group formed
the third cluster. The NMDS based on Unweighted UniFrac

distance also indicated similar results. The 6 soil samples in ZZ
group were clustered together, and another 7 soil samples in
the XC group were clustered in two different areas (Fig. 2B).
Both PCoA and NMDS presented consistent beta diversity
between groups. Besides, the distance between 6 soil samples
in ZZ group and 5 soil samples HN-S1, HN-S2, HN-S§, HN-
S9 and HN-S10 were close in PCoA and NMDS analyses.
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Fig. (2). The PCoA (A) and NMDS (B) based on unweighted Unifrac distance were used to show the bacterial distribution differences among the 13

soil samples.

4. DISCUSSION

The dominant bacteria in these 13 soil samples are similar
to previous soil microbiota investigations in that the dominant
bacteria in soils are Proteobacteria and Actinobacteria [2, 18,
35]. However, the microbial diversity in these 13 soil samples
collected from North China Plain is different from the
microbial diversity in the East European plain where the most
dominant bacteria are Actinobacteria (46.5%) and
Proteobacteria (25.6%), it might be due to the fact that the
environmental factors between them are distinct [22].
Moreover, the samples collected from the same place,
especially samples from XC group, were not completely
clustered at the phylum level, hinting even the microbial
communities in the same area with different environmental
factors were slightly different (Fig. 1A).

More than 50% of sequences cannot be assigned to known
genera, suggesting most species in soils were uncultured and
investigation of upper layer soil microbes were valuable [2,
18]. The abundance of Sphingomonas genus, which has the
ability to metabolize some pollutants, is higher in soils of XC
group than in soils of ZZ group, hinting the pollutants in XC
are higher than ZZ group. This might be due to the livestock
breeding and other agriculture activities in the rural area (XC)
group [36, 37]. Bacteria from Gaiella genus can reduce nitrate
to nitrite, and its distribution in all these two groups are
abundant [38], hinting that these samples might contain a high-
level of nitrate. The Rhodanobacter genus can convert nitrate
to nitrogen, and its distribution in HN-S1 and HN-S11 are
higher than in other samples [39, 40]. This might be due to the
fact that a large amount of nitrate was fertilized in HN-S1 and a
large amount of nitrate was available in HN-S11, which might
derive from pig manure. Besides, the distribution of
Nitrosophaera in ZZ group is higher than that in XC group,
this might be due to the fact that some nitrogenous fertilizers
were added to the soil samples collected in ZZ group.

Most OTUs in the soil samples showed <97% identity with
isolated bacteria (Table 3), indicating most species were

uncultured. Among the top 10 dominant OTUs, OTU-1 is able
to metabolize phenanthrene, suggesting there might be some
phenanthrene in the soils of HN-S8 which harbored high-level
of OTU-1 [41]. OTU-17 is very abundant in HN-S10, HN-S11
and HN-S12 which sampled from a pig farm and is related with
compost, showing this OTU might be functioned in pig manure
pollution removal. Some identified OTUs, including OTU-9
and OTU-94, are correlated with soil nutrient cycling and
contaminant removal [36, 42], and it might be due to the
availability of small amounts of pollutants in the soil samples.

The PCoA and NMDS analyses showed consistent sample
classification based on Unweighted UniFrac distance,
suggesting the sample classification based on the microbial
community was reliable. The bacteria in the ZZ group were
more abundant than in the XC group, suggesting that human
activities in metropolis increased microbial diversity [24, 43].
The big differences between HN-S11, HN-S12 and another 11
soil samples might attribute to that the input of pig manure
from HN-S11 and HN-S12 changed soil nutrition. The
microbial distribution of HN-S10 was different from that of
HN-S11 and HN-S12, as the pig farm had been abandoned for
a few months before we sampled HN-S10, suggesting that the
potential pig manure effects on soil microbial distribution had
disappeared [15]. As the pH and precipitation of all the
samples are nearly the same (Table 1), the soil microbiota of
ZZ group and XC group except HN-S11 and HN-S12 are
similar, despite the distance between ZZ group and XC group
is 300 kilometers. This soil microbiota similarity demonstrates
similar pH and precipitation might result in similar core
microbiota [11, 13, 19, 44].

CONCLUSION

In summary, we investigated the microbial diversity of 13
soil samples collected from North China plain and found that
Proteobacteria, Actinobacteria, Acidobacteria, and
Bacteroidetes were the dominant bacteria. Moreover, the
microbial species in the North China plain was similar, but the
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microbial distribution was different, indicating different area
would have a different core microbiome. Input of nutrition,
such as pig manure of HN-11 and HN-12, to the soil would
change soil microbial distribution, showing environmental
factors are the key ecosystem driving roles for microbial
distribution.

AUTHOR'S CONTRIBUTIONS

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

ETHICS APPROVAL AND
PARTICIPATE

CONSENT TO

Not applicable.

HUMAN AND ANIMAL RIGHTS
Not applicable.

CONSENT FOR PUBLICATION
Not applicable.

DATA AVAILABILITY STATEMENT

The raw reads of the 16S rRNA data had been submitted to
the NCBI Sequences Read Archieve (SRA) database and the
accession numbers were SAMN10602944-SAMN10602956.

FUNDING

This research was funded by Zhengzhou University startup
foundation = (No. 32210876) and Innovation and
Entrepreneurship Training Program for College Students of
Zhengzhou University (2018cxcy717), and Henan Shangxing
Environmental protection Technology Co. LTD.

CONFLICT OF INTEREST

Dr. Yongjun Wei is the Editorial Advisory Board Member
of the journal The Open Microbiology Journal.

ACKNOWLEDGEMENTS

We thank DeepBiome Co., Ltd. for bioinformatic
assistance.

SUPPLEMENTARY MATERIAL

Supplementary material is available on the publisher’s
website along with the published article.

REFERENCES

[1] Thompson LR, Sanders JG, McDonald D, et al. A communal
catalogue reveals Earth’s multiscale microbial diversity. Nature 2017;
551(7681): 457-63.

[2]

[3]

[5]

[8]

[9]

[10]

(1]

[12]

[13]

[14]

[15]

[1e]

[17]

(18]

[19]

Wang et al.

[http://dx.doi.org/10.1038/nature24621] [PMID: 29088705]

Bahram M, Hildebrand F, Forslund SK, et al. Structure and function of
the global topsoil microbiome. Nature 2018; 560(7717): 233-7.
[http://dx.doi.org/10.1038/s41586-018-0386-6] [PMID: 30069051]
Wei Y, Zhang L, Zhou Z, Yan X. Diversity of gene clusters for
polyketide and nonribosomal peptide biosynthesis revealed by
metagenomic analysis of the Yellow Sea sediment. Front Microbiol
2018;9: 295.

[http://dx.doi.org/10.3389/fmicb.2018.00295] [PMID: 29535686]
Nelson MB, Martiny AC, Martiny JBH. Global biogeography of
microbial nitrogen-cycling traits in soil. Proc Natl Acad Sci USA
2016; 113(29): 8033-40.

[http://dx.doi.org/10.1073/pnas.1601070113] [PMID: 27432978]
Regan K, Stempfhuber B, Schloter M, et al. Spatial and temporal
dynamics of nitrogen fixing, nitrifying and denitrifying microbes in an
unfertilized grassland soil. Soil Biol Biochem 2017; 109: 214-26.
[http://dx.doi.org/10.1016/j.s0ilbio.2016.11.011]

Jackson RB, Lajtha K, Crow SE, Hugelius G, Kramer MG, Pineiro G.
The Ecology of Soil Carbon: Pools, Vulnerabilities, and Biotic and
Abiotic Controls. In: Futuyma DJ, editor Annual Review of Ecology,
Evolution, and Systematics. Annual Review of Ecology Evolution and
Systematics. 48. Palo Alto: Annual Reviews 2017; pp. 419-5.

Jiao S, Xu Y, Zhang J, Hao X, Lu Y. Core Microbiota in Agricultural
Soils and Their Potential Associations with Nutrient Cycling.
mSystems 2019; 4(2): e00313-18.
[http://dx.doi.org/10.1128/mSystems.00313-18] [PMID: 30944882]
Wei Y, Gao X. Complete Genome Sequence of Curtobacterium sp.
Strain YCI, Isolated from the Surface of Nostoc flagelliforme
Colonies in Yinchuan, Ningxia, China. Microbiol Resour Announc
2021; 10(10): e01467-20.

[http://dx.doi.org/10.1128/MRA.01467-20] [PMID: 33707340]

Frouz J, Keplin B, Pizl V, ef al. Soil biota and upper soil layer
development in two contrasting post-mining chronosequences. Ecol
Eng 2001; 17(2-3): 275-84.
[http://dx.doi.org/10.1016/S0925-8574(00)00144-0]

Jiang Y, Xia W, Zhao R, Wang M, Tang J, Wei Y. Insight into the
interaction between microplastics and microorganisms based on a
bibliometric and visualized analysis. Bull Environ Contam Toxicol
2021; 107(4): 585-96.

[http://dx.doi.org/10.1007/s00128-021-03201-y] [PMID: 33779775]
Maestre FT, Delgado-Baquerizo M, Jeffries TC, et al. Increasing
aridity reduces soil microbial diversity and abundance in global
drylands. Proc Natl Acad Sci USA 2015; 112(51): 15684-9.
[http://dx.doi.org/10.1073/pnas.1516684112] [PMID: 26647180]
Kanaan H, Frenk S, Raviv M, Medina S, Minz D. Long and short term
effects of solarization on soil microbiome and agricultural production.
Appl Soil Ecol 2018; 124: 54-61.
[http://dx.doi.org/10.1016/j.aps0il.2017.10.026]

Qi D, Wieneke X, Tao J, Zhou X, Desilva U. Soil pH Is the Primary
Factor Correlating With Soil Microbiome in Karst Rocky
Desertification Regions in the Wushan County, Chongging, China.
Front Microbiol 2018; 9: 1027.
[http://dx.doi.org/10.3389/fmicb.2018.01027] [PMID: 29896164]

Liu H, Jiang S, Ou J, Tang J, Lu Y, Wei Y. Investigation of soil
microbiota reveals variable dominant species at different land areas in
China. Biotechnol Biotechnol Equip 2022; 36(1): 245-55.
[http://dx.doi.org/10.1080/13102818.2022.2071634]

Metcalf JL, Xu ZZ, Weiss S, et al. Microbial community assembly and
metabolic function during mammalian corpse decomposition. Science
2016; 351(6269): 158-62.

[http://dx.doi.org/10.1126/science.aad2646] [PMID: 26657285]
Navarrete AA, Tsai SM, Mendes LW, et al. Soil microbiome
responses to the short-term effects of Amazonian deforestation. Mol
Ecol 2015; 24(10): 2433-48.

[http://dx.doi.org/10.1111/mec.13172] [PMID: 25809788]

Fierer N, Ladau J, Clemente JC, et al. Reconstructing the microbial
diversity and function of pre-agricultural tallgrass prairie soils in the
United States. Science 2013; 342(6158): 621-4.
[http://dx.doi.org/10.1126/science.1243768] [PMID: 24179225]
Delgado-Baquerizo M, Oliverio AM, Brewer TE, ef al. A global atlas
of the dominant bacteria found in soil. Science 2018; 359(6373):
320-5.

[http://dx.doi.org/10.1126/science.aap9516] [PMID: 29348236]
Neilson JW, Califf K, Cardona C, et al. Significant impacts of
increasing aridity on the arid soil microbiome. mSystems 2017; 2(3):
¢00195-16.

[http://dx.doi.org/10.1128/mSystems.00195-16] [PMID: 28593197]


http://dx.doi.org/10.1038/nature24621
http://www.ncbi.nlm.nih.gov/pubmed/29088705
http://dx.doi.org/10.1038/s41586-018-0386-6
http://www.ncbi.nlm.nih.gov/pubmed/30069051
http://dx.doi.org/10.3389/fmicb.2018.00295
http://www.ncbi.nlm.nih.gov/pubmed/29535686
http://dx.doi.org/10.1073/pnas.1601070113
http://www.ncbi.nlm.nih.gov/pubmed/27432978
http://dx.doi.org/10.1016/j.soilbio.2016.11.011
http://dx.doi.org/10.1128/mSystems.00313-18
http://www.ncbi.nlm.nih.gov/pubmed/30944882
http://dx.doi.org/10.1128/MRA.01467-20
http://www.ncbi.nlm.nih.gov/pubmed/33707340
http://dx.doi.org/10.1016/S0925-8574(00)00144-0
http://dx.doi.org/10.1007/s00128-021-03201-y
http://www.ncbi.nlm.nih.gov/pubmed/33779775
http://dx.doi.org/10.1073/pnas.1516684112
http://www.ncbi.nlm.nih.gov/pubmed/26647180
http://dx.doi.org/10.1016/j.apsoil.2017.10.026
http://dx.doi.org/10.3389/fmicb.2018.01027
http://www.ncbi.nlm.nih.gov/pubmed/29896164
http://dx.doi.org/10.1080/13102818.2022.2071634
http://dx.doi.org/10.1126/science.aad2646
http://www.ncbi.nlm.nih.gov/pubmed/26657285
http://dx.doi.org/10.1111/mec.13172
http://www.ncbi.nlm.nih.gov/pubmed/25809788
http://dx.doi.org/10.1126/science.1243768
http://www.ncbi.nlm.nih.gov/pubmed/24179225
http://dx.doi.org/10.1126/science.aap9516
http://www.ncbi.nlm.nih.gov/pubmed/29348236
http://dx.doi.org/10.1128/mSystems.00195-16
http://www.ncbi.nlm.nih.gov/pubmed/28593197

Different Distribution of Core Microbiota in Upper Soil Layer

The Open Microbiology Journal, 2022, Volume 16 7

[20] Crowther TW, Maynard DS, Leff JW, et al. Predicting the [http://dx.doi.org/10.1016/j.jwpe.2021.102133]
responsiveness of soil biodiversity to deforestation: A cross-biome [34] Przemieniecki SW, Damszel M, Ciesielski S, et al. Bacterial
study. Glob Change Biol 2014; 20(9): 2983-94. microbiome in Armillaria ostoyae rhizomorphs inhabiting the root
[http://dx.doi.org/10.1111/gcb.12565] [PMID: 24692253] zone during progressively dying Scots pine. Appl Soil Ecol 2021; 164:

[21] Fierer N. Embracing the unknown: Disentangling the complexities of 103929.
the soil microbiome. Nat Rev Microbiol 2017; 15(10): 579-90. [http://dx.doi.org/10.1016/j.aps0il.2021.103929]
[http://dx.doi.org/10.1038/nrmicro.2017.87] [PMID: 28824177] [35] Delgado-Baquerizo M, Reith F, Dennis PG, et al. Ecological drivers of

[22] Pershina EV, Ivanova EA, Korvigo 10, et al. Investigation of the core soil microbial diversity and soil biological networks in the Southern
microbiome in main soil types from the East European plain. Sci Total Hemisphere. Ecology 2018; 99(3): 583-96.

Environ 2018; 631-632: 1421-30. [http://dx.doi.org/10.1002/ecy.2137] [PMID: 29315530]
[http://dx.doi.org/10.1016/j.scitotenv.2018.03.136] [PMID: 29727966] [36] Lee JS, Shin YK, Yoon JH, Takeuchi M, Pyun YR, Park YH.

[23] Leff JW, Jones SE, Prober SM, et al. Consistent responses of soil Sphingomonas aquatilis sp. nov., Sphingomonas koreensis sp. nov.,
microbial communities to elevated nutrient inputs in grasslands across and Sphingomonas taejonensis sp. nov., yellow-pigmented bacteria
the globe. Proc Natl Acad Sci USA 2015; 112(35): 10967-72. isolated from natural mineral water. Int J Syst Evol Microbiol 2001;
[http://dx.doi.org/10.1073/pnas.1508382112] [PMID: 26283343] 51(4): 1491-8.

[24] Hui N, Jumpponen A, Francini G, et al. Soil microbial communities [http://dx.doi.org/10.1099/00207713-51-4-1491] [PMID: 11491350]
are shaped by vegetation type and park age in cities under cold [37] Koutinas M, Vasquez MI, Nicolaou E, et al. Biodegradation and
climate. Environ Microbiol 2017; 19(3): 1281-95. toxicity of emerging contaminants: Isolation of an exopolysaccharide-
[http://dx.doi.org/10.1111/1462-2920.13660] [PMID: 28063185] producing Sphingomonas sp. for ionic liquids bioremediation. J

[25] Gilbert JA, Jansson JK, Knight R. The Earth Microbiome project: Hazard Mater 2019; 365: 88-96.

Successes and aspirations. BMC Biol 2014; 12(1): 69. [http://dx.doi.org/10.1016/j.jhazmat.2018.10.059] [PMID: 30412811]
[http://dx.doi.org/10.1186/812915-014-0069-1] [PMID: 25184604] [38] Albuquerque L, Franga L, Rainey FA, Schumann P, Nobre MF, da

[26] Slessarev EW, Lin Y, Bingham NL, et al. Water balance creates a Costa MS. Gaiella occulta gen. nov., sp. nov., a novel representative
threshold in soil pH at the global scale. Nature 2016; 540(7634): of a deep branching phylogenetic lineage within the class
567-9. Actinobacteria and proposal of Gaiellaceae fam. nov. and Gaiellales
[http://dx.doi.org/10.1038/nature20139] [PMID: 27871089] ord. nov. Syst Appl Microbiol 2011; 34(8): 595-9.

[27] Cheng F, Hou L, Woeste K, et al. Soil pretreatment and fast cell lysis [http://dx.doi.org/10.1016/j.syapm.2011.07.001] [PMID: 21899973]
for direct polymerase chain reaction from forest soils for terminal [39] Kostka JE, Green SJ, Rishishwar L, ef al. Genome sequences for six
restriction fragment length polymorphism analysis of fungal Rhodanobacter strains, isolated from soils and the terrestrial
communities. Braz J Microbiol 2016; 47(4): 817-27. subsurface, with variable denitrification capabilities. J Bacteriol 2012;
[http://dx.doi.org/10.1016/j.bjm.2016.06.007] [PMID: 27528083] 194(16): 4461-2.

[28] Zhou J, Bruns MA, Tiedje JM. DNA recovery from soils of diverse [http://dx.doi.org/10.1128/JB.00871-12] [PMID: 22843592]
composition. Appl Environ Microbiol 1996; 62(2): 316-22. [40] Dahal RH, Kim J. Rhodanobacter humi sp. nov., an acid-tolerant and
[http://dx.doi.org/10.1128/aem.62.2.316-322.1996] [PMID: 8593035] alkalitolerant gammaproteobacterium isolated from forest soil. Int J

[29] Zhang J, Wei Y, Xiao W, Zhou Z, Yan X. Performance and spatial Syst Evol Microbiol 2017; 67(5): 1185-90.
community succession of an anaerobic baffled reactor treating [http://dx.doi.org/10.1099/ijsem.0.001786] [PMID: 28073405]
acetone—butanol-ethanol fermentation wastewater. Bioresour Technol [41] Kallimanis A, Kavakiotis K, Perisynakis A, et al. Arthrobacter
2011; 102(16): 7407-14. Phenanthrenivorans sp. nov., to accommodate the phenanthrene-
[http://dx.doi.org/10.1016/j.biortech.2011.05.035] [PMID: 21664129] degrading bacterium Arthrobacter sp. strain Sphe3. Int J Syst Evol

[30] Liang J, Mai W, Tang J, Wei Y. Highly effective treatment of Microbiol 2009; 59(2): 275-9.
petrochemical wastewater by a super-sized industrial scale plant with [http://dx.doi.org/10.1099/ijs.0.000984-0] [PMID: 19196765]
expanded granular sludge bed bioreactor and aerobic activated sludge. [42] Gronemeyer JL, Biinger W, Reinhold-Hurek B. Bradyrhizobium
Chem Eng J 2019; 360: 15-23. namibiense sp. nov., a symbiotic nitrogen-fixing bacterium from root
[http://dx.doi.org/10.1016/j.cej.2018.11.167] nodules of Lablab purpureus, hyacinth bean, in Namibia. Int J Syst

[31] wei Y, Ren T, Zhang L. Dix-seq: An integrated pipeline for fast Evol Microbiol 2017; 67(12): 4884-91.
amplicon data analysis. bioRxiv 2020; 2020.05.11.089748. [http://dx.doi.org/10.1099/ijsem.0.002039] [PMID: 29034855]

[32] Liang J, Mai W, Wang J, et al. Performance and microbial [43] Wang H, Cheng M, Dsouza M, Weisenhorn P, Zheng T, Gilbert JA.
communities of a novel integrated industrial-scale pulp and paper Soil bacterial diversity is associated with human population density in
wastewater treatment plant. J Clean Prod 2021; 278: 123896. urban greenspaces. Environ Sci Technol 2018; 52(9): 5115-24.
[http://dx.doi.org/10.1016/j.jclepro.2020.123896] [http://dx.doi.org/10.1021/acs.est.7b06417] [PMID: 29624051]

[33] Zhang P, Liang J, Mai W, Wu Y, Dai J, Wei Y. The efficiency of [44] Zhalnina K, Dias R, de Quadros PD, et al. Soil pH determines
integrated wastewater treatment plant for pollutant removal from microbial diversity and composition in the park grass experiment.
industrial-scale lincomycin production. J] Water Process Eng 2021; 42: Microb Ecol 2015; 69(2): 395-406.

102133. [http://dx.doi.org/10.1007/300248-014-0530-2] [PMID: 25395291]
© 2022 Wang et al.

This is an open access article distributed under the terms of the Creative Commons Attribution 4.0 International Public License (CC-BY 4.0), a copy of which is
available at: https:/creativecommons.org/licenses/by/4.0/legalcode. This license permits unrestricted use, distribution, and reproduction in any medium, provided the
original author and source are credited.


http://dx.doi.org/10.1111/gcb.12565
http://www.ncbi.nlm.nih.gov/pubmed/24692253
http://dx.doi.org/10.1038/nrmicro.2017.87
http://www.ncbi.nlm.nih.gov/pubmed/28824177
http://dx.doi.org/10.1016/j.scitotenv.2018.03.136
http://www.ncbi.nlm.nih.gov/pubmed/29727966
http://dx.doi.org/10.1073/pnas.1508382112
http://www.ncbi.nlm.nih.gov/pubmed/26283343
http://dx.doi.org/10.1111/1462-2920.13660
http://www.ncbi.nlm.nih.gov/pubmed/28063185
http://dx.doi.org/10.1186/s12915-014-0069-1
http://www.ncbi.nlm.nih.gov/pubmed/25184604
http://dx.doi.org/10.1038/nature20139
http://www.ncbi.nlm.nih.gov/pubmed/27871089
http://dx.doi.org/10.1016/j.bjm.2016.06.007
http://www.ncbi.nlm.nih.gov/pubmed/27528083
http://dx.doi.org/10.1128/aem.62.2.316-322.1996
http://www.ncbi.nlm.nih.gov/pubmed/8593035
http://dx.doi.org/10.1016/j.biortech.2011.05.035
http://www.ncbi.nlm.nih.gov/pubmed/21664129
http://dx.doi.org/10.1016/j.cej.2018.11.167
http://dx.doi.org/10.1016/j.jclepro.2020.123896
http://dx.doi.org/10.1016/j.jwpe.2021.102133
http://dx.doi.org/10.1016/j.apsoil.2021.103929
http://dx.doi.org/10.1002/ecy.2137
http://www.ncbi.nlm.nih.gov/pubmed/29315530
http://dx.doi.org/10.1099/00207713-51-4-1491
http://www.ncbi.nlm.nih.gov/pubmed/11491350
http://dx.doi.org/10.1016/j.jhazmat.2018.10.059
http://www.ncbi.nlm.nih.gov/pubmed/30412811
http://dx.doi.org/10.1016/j.syapm.2011.07.001
http://www.ncbi.nlm.nih.gov/pubmed/21899973
http://dx.doi.org/10.1128/JB.00871-12
http://www.ncbi.nlm.nih.gov/pubmed/22843592
http://dx.doi.org/10.1099/ijsem.0.001786
http://www.ncbi.nlm.nih.gov/pubmed/28073405
http://dx.doi.org/10.1099/ijs.0.000984-0
http://www.ncbi.nlm.nih.gov/pubmed/19196765
http://dx.doi.org/10.1099/ijsem.0.002039
http://www.ncbi.nlm.nih.gov/pubmed/29034855
http://dx.doi.org/10.1021/acs.est.7b06417
http://www.ncbi.nlm.nih.gov/pubmed/29624051
http://dx.doi.org/10.1007/s00248-014-0530-2
http://www.ncbi.nlm.nih.gov/pubmed/25395291
https://creativecommons.org/licenses/by/4.0/legalcode

	Different Distribution of Core Microbiota in Upper Soil Layer in Two Places of North China Plain 
	[Backgrounds:]
	Backgrounds:
	Methods:
	Results:
	Conclusion:

	1. INTRODUCTION
	2. MATERIALS AND METHODS
	2.1. Sample Collection and Analysis
	2.2. Soil DNA Extraction
	2.3. 16S rDNA gene Fragment Amplification and Soil Microbial Community Analyses

	3. RESULTS
	3.1. Overall Soil Microbial Community Composition
	3.2. Dominant OTUs in the Microbial Communities
	3.3. Microbial Diversity in Different Soil Samples

	4. DISCUSSION
	CONCLUSION
	AUTHOR'S CONTRIBUTIONS
	ETHICS APPROVAL AND CONSENT TO PARTICIPATE
	HUMAN AND ANIMAL RIGHTS
	CONSENT FOR PUBLICATION
	DATA AVAILABILITY STATEMENT
	FUNDING
	CONFLICT OF INTEREST
	ACKNOWLEDGEMENTS
	SUPPLEMENTARY MATERIAL
	REFERENCES




