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Stronger effects of simultaneous 
warming and precipitation 
increase than the individual factor 
on soil bacterial community 
composition and assembly 
processes in an alpine grassland
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Composition and traits of soil microbial communities that closely related to their 
ecological functions received extensive attention in the context of climate changes. 
We investigated the responses of soil bacterial community structure, traits, and 
functional genes to the individual warming, precipitation increases, and the 
combination of warming and precipitation increases in an alpine grassland in the 
Qinghai-Tibet Plateau that is experiencing warming and wetting climate change. 
Soil properties, plant diversity and biomass were measured, and the ecological 
processes and environmental factors driving bacterial community changes were 
further explored. Results indicated that the Shannon diversity of soil bacterial 
communities decreased significantly only under the combination treatment, which 
might due to the decreased plant diversity. Soil bacterial community composition 
was significantly correlated with soil pH, and was affected obviously by the 
combination treatment. At the taxonomic classification, the relative abundance of 
Xanthobacteraceae and Beijerinckiaceae increased 127.67 and 107.62%, while the 
relative abundance of Rubrobacteriaceae and Micromonosporaceae decreased 
78.29 and 54.72% under the combination treatment. Functional genes related 
to nitrogen and phosphorus transformation were enhanced in the combination 
treatment. Furthermore, weighted mean ribosomal operon copy numbers that 
positively correlated with plant aboveground biomass increased remarkably in 
the combination treatment, indicating a trend of life-history strategies shift from 
oligotrophic to copiotrophic. Stochastic processes dominated soil bacterial 
community, and the proportion of stochasticity increased under the combination 
treatment. Our study highlights the significant effects of simultaneous warming 
and precipitation increase on soil bacterial community.
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Introduction

Climate warming poses a great threat to global biological diversity 
and ecosystem functions (Klein et al., 2004; Dawson et al., 2011). The 
Intergovernmental Panel on Climate Changes (IPCC, 2021) predicts 
that the global average temperature is expected to rise by 1.5–2°C by 
the end of the 21st century, and temperature increases above 2°C may 
lead to irreversible changes in natural ecosystems (Mann, 2009; Chen 
and Zhou, 2016). Climate warming has been reported to be more 
pronounced at higher latitudes, making these areas hotspots for 
studying the impacts of climate change on terrestrial ecosystems 
(IPCC, 2021). In addition, precipitation patterns are changing due to 
climate warming, and exhibit significant regional differences (Heisler 
and Weltzin, 2006; Park et  al., 2016). The Qinghai-Tibet Plateau, 
known as the “the world’s third pole” is characterized by alpine 
ecosystem with high altitude and low temperature. It has been 
reported that temperature raising in this region is more rapidly than 
the global average level (Kang et al., 2010). Grassland is the largest 
ecosystem on the Qinghai-Tibet Plateau with area of 1.2 × 108 hm2, 
covering 54–70% of the total area (Wang et al., 2022). Alpine grassland 
ecosystem is more fragile and sensitive to climate change. Vegetation 
productivity, plant diversity and species composition, as well as soil 
properties of grassland are affected obviously by warming and 
precipitation changes (Wang et al., 2022).

Soil microorganisms are not only important drivers of 
biogeochemical cycles in terrestrial ecosystems but also regulators of 
plant diversity and productivity (van der Heijden et al., 2008; Wagg 
et al., 2014; Shen and Zhao, 2015). Soil microbial communities play 
critical roles for ecosystem multifunctionality and resistance to climate 
change (Delgado-Baquerizo et al., 2017). Soil microbial community 
structure are closely related to edaphic factors, climate conditions as 
well as vegetation characteristics (Fierer, 2017; Chi et  al., 2021). 
Variations in diversity and composition of soil microbial community 
based on the high-throughput sequencing in the context of global 
warming and precipitation pattern changing have been extensively 
studied in farmland, forest and grassland ecosystems. Warming and 
precipitation increase could affect soil microbial community 
composition directly or indirectly by changing soil nutrients and 
vegetation community (Zhang et al., 2013; Chen W. et al., 2021). The 
sensitivity of soil microbial communities to climate change largely 
depends on the vegetation composition and climatic conditions of 
study sites (Cregger et al., 2014; Yang et al., 2021; Jiang et al., 2022). 
For example, enhanced precipitation reduced soil bacterial diversity 
of alpine steppe not alpine meadow (Zhang et  al., 2016). Climate 
warming had little effect on soil bacterial community composition in 
a Californian grassland (Gao Y. et  al., 2021), while significant 
influences were observed in a tall-grass prairie ecosystem (Guo 
et al., 2018).

Recently, microbial community traits that are closely associated 
with ecological functions have garnered wide interest among 
microbial ecologists (Nakov et al., 2018; Ling et al., 2022; Yang et al., 
2023). The introduction of the copiotroph-oligotroph concept to 
microbial ecology helps to better understand the link between the 
structure and function of soil bacterial communities (Kearns and 
Shade, 2018). Rapid growth of microbes requires more ribosome 
content and more rRNA gene copies in their genomes. Copiotrophs 
are supposed to encode more rRNA copies than oligotrophs (Roller 

et al., 2016), and they grow faster and are more abundant in easily 
decomposable carbon resources, while oligotrophs grow slower and 
are more adaptable to stable carbon resources with lower availability 
(Fierer et al., 2007). Acidobacteria, which negatively correlates with 
carbon mineralization rate, could be assigned to oligotrophic, while 
Proteobacteria and Bacteroidetes show copiotrophic properties (Fierer 
et  al., 2007). Therefore, changes in the taxonomic composition of 
microbial communities might disturb the balance of life-
history strategies.

The community assembly theory provides a basis for explaining 
changes in community diversity and composition (Dumbrell et al., 2010; 
Feng et al., 2018), and the stochastic-deterministic processes dichotomy 
is widely adopted in microbial ecology to explain the mechanisms of 
microbial community assembly processes (Dini-Andreote et al., 2015; 
Wei et  al., 2022). Deterministic processes refer to biotic and abiotic 
environmental factors, while stochastic processes refer to some stochastic 
events such as dispersal, transgenation, and genetic drift (Vellend, 2010; 
Chase and Myers, 2011). And the relative importance of stochastic and 
deterministic processes is usually context dependent. For example, the 
relative importance of dispersal effects was greater at low latitudes than 
at high latitudes in maize soils across Eastern China (Jiao et al., 2020). The 
balance of stochastic and deterministic processes could be regulated by 
environmental factors such as soil pH and soil organic carbon (Dini-
Andreote et al., 2015). It has been reported that warming increased the 
importance of deterministic processes in subtropical forest ecosystems 
(Zhou et  al., 2023). Disentangling the driving mechanisms would 
facilitate our understanding of the variation of soil microbial communities 
under climate changes.

To enhance our comprehension of soil microbial community 
structures, traits, and functions under climate changes, we conducted 
a field experiment in alpine grasslands located in the northeast of 
Qinghai-Tibet Plateau, China, which simulated experiment of 
warming and precipitation increases was carried out for 6 years. Our 
study aimed to (1) investigate the impacts of individual warming, 
precipitation increase, and their combination on soil bacterial 
community composition and attributes, (2) reveal the driving 
mechanisms of bacterial community changes caused by climate 
changes, and (3) explore ecological factors that affect the diversity and 
composition of soil bacterial community. Climate warming alleviated 
the cold limitation but reduced the surface soil moisture content, 
exacerbating water limitation (Liu et al., 2009). Therefore, warming 
may interact with precipitation increases to affect soil microbial 
communities (Nielsen and Ball, 2015; Zhang et  al., 2015). 
We  hypothesized that (1) the combination of warming and 
precipitation had a synergistic effect on soil bacterial community 
diversity and composition, and (2) deterministic processes dominated 
soil bacterial community under the combination treatment due to 
changes of soil properties and vegetation composition.

Materials and methods

Study site and experimental design

The study was conducted in an alpine meadow located in the 
Haibei Autonomous Prefecture, Qinghai province, China (36°55′ 
N, 100°57′ E; 3,029 m above sea level). This region is characterized 
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by a plateau continental climate with long cold winters and short 
cool summers. The mean annual temperature is 1.4°C, with 
monthly temperatures ranging from 17°C (June to August) to 
−16°C (December to January of the following year). The mean 
annual precipitation is 410 mm, with 80% of rainfall occurring 
during plant growth season (June to September). The mean annual 
temperature and precipitation of the study site have been increasing 
since 1976. The vegetation communities in the area are dominated 
by perennial grasses, sedges, and forbs, including Poa crymophila 
Keng, Elymus nutans, Stipa purpurea, Potentilla chinensis Ser., 
Melissilus ruthenicus, and Kobresia humilis. The soil is slightly 
alkaline with a pH range of 7.7–7.8 and is classified as a 
Mat-Gryic Cambisol.

In 2014, 16 round plots (diameter 2.2 m) were distributed in 4 
rows and 4 columns at the study site. Four treatments were applied, 
including a control (CK) group, individual warming (W), individual 
precipitation increases (P), and the combination of warming and 
precipitation increase (WP), with four replicate plots for each 
treatment. To achieve the desired temperature increase, Open-top 
chambers were used, and artificial precipitation increases equivalent 
to 20% of the annual rainfall was artificially added to the precipitation 
increase plots.

Plant and soil sampling

Vegetation communities were investigated using a 0.5 × 0.5 m 
quadrat in each plot during August of 2019, 2020, and 2021. Each 
plant species in the quadrat was recorded, and plant richness was 
determined by calculating the total number of plant species. The 
plants were then clipped at ground level, stored by species, and 
dried in a constant temperature oven at 75°C for 48 h before being 
weighed. Total aboveground biomass was calculated as the sum of 
the biomass of each plant species. Soil sampling was conducted 
using a soil auger with a diameter of 3.5 cm at a depth of 15 cm. 
Three locations were randomly selected for sampling in the quadrat 
in each plot, and the three soil subsamples were combined into one 
sample after homogenization. The homogenized soil samples were 
divided into two parts: one was stored in a refrigerator at −80°C for 
soil bacterial DNA extraction, and the other was air-dried for soil 
property measurement.

Measurement of soil properties

The soil pH was determined using a pH probe (Orion Star 
A215, Thermo-Fisher Scientific, Waltham, MA, United States) 
with a soil-to-deionized water ratio of 1:5. Fresh soil samples were 
placed in pre-weighed aluminum boxes and dried for 48 h at 
105°C to determine soil water content (SW). Soil total carbon 
(TC) and nitrogen (TN) content were measured using an 
elemental auto-analyzer (Vario MAXCN; Elementar, 
Langenselbold, Germany). The soil total phosphorus content (TP) 
was measured using HClO4-H2SO4 colorimetry, while the soil 
available phosphorus (AP) was measured using Mo-Sb colorimetry 
after extraction with 0.5 mol/L NaHCO3. Soil NH4

+-N and NO3
−-N 

were determined using an AA3 flow injection analyzer (Flowsys, 
Ecotech, Germany).

Soil DNA extraction and 16S rRNA genes 
sequencing

Soil samples collected in 2019 were utilized for the analysis of 
bacterial communities. Genomic DNA was extracted from the soil 
using the OMEGA Soil DNA Kit D5625-01 (Omega Bio-Tek, Norcross, 
GA, USA). The extracted DNA samples were subjected to the 
amplification of bacterial 16S rRNA genes. The V5-V7 region targeting 
primer set consisting of 799F (5′-AACMGGATTAGATACCCKG-3′) 
and 1193R (5′-ACGTCATCCCCACCTTCC-3′) was used for 
amplification. The purified PCR amplicons were sequenced with the 
Illumina MiSeq platform in a pair-end 2 × 250 bp sequencing format.

Sequence processing was conducted using QIIME2 (2019.4)1 and 
involved further processing of raw sequences with removed primers 
using the DADA2 plugin. This included filtering, denoising, merging, 
and removal of chimera. The resulting non-singleton amplicon 
sequence variants (ASVs) were aligned using MEGA-X for 
construction of a phylogenetic tree. Taxonomy was assigned to the 
ASVs with the SILVA Release 132 database. For subsequent analysis, 
samples were rarefied to 51,133 sequences per sample.

Data analysis

Alpha diversity (Shannon-Wiener index and Faith’s PD index) and 
beta diversity (Bray–Curtis dissimilarity) of bacterial communities 
were estimated using the diversity plugin in QIIME2 (2019.4). The 
sequencing reads were deemed sufficient according to the rarefaction 
curve (Supplementary Figure S1). Differences in bacterial community 
composition among treatments were visualized in Principal 
Coordinates Analysis (PCoA) plots based on the Bray-Curtis distance. 
Significance tests were conducted using permutational multivariate 
analysis of variance (PERMANOVA) with the “vegan” package in R 
(4.2.2). To assess the assembly processes of the microbial community, 
we calculated the β-nearest taxon index (βNTI) and Raup-Crick index 
using the online IEG Statistical Analysis Pipeline2 (Shi et al., 2018; 
Ning et  al., 2020). When |βNTI| > 2, deterministic processes 
dominated the assembly of the microbial community (βNTI > 2 
indicates heterogeneous selection, and βNTI < −2 indicates 
homogeneous selection), whereas when |βNTI| < 2, stochastic 
processes dominated (Stegen et al., 2012). Stochastic processes could 
be  further subdivided into dispersal limitation, homogenizing 
dispersal, drift and other undominated processes based on the Raup-
Crick index (RCbray). RCbray > 0.95 indicates dispersal limitation, 
RCbray < −0.95 indicates homogenizing dispersal, 
and − 0.95 < RCbray < 0.95 indicates undominated processes (drift, 
diversification, and others). The Normalized Stochasticity ratio (NST) 
was calculated to further quantize the relative contribution of 
stochastic processes.

To assess the life-history strategies of the microbial community 
(copiotrophs and oligotrophs), we calculated the community weighted 
mean ribosomal operon copy numbers as follows. First, 
we downloaded the ribosomal operon (rrn) copy number information 

1 https://docs.qiime2.org/2019.4/tutorials/

2 http://ieg3.rccc.ou.edu:8080/
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of bacteria from the rrnDB website.3 Then, we obtained the taxonomic 
classifications of bacteria using the RDP classifier tool.4 The ribosomal 
operon copies of each ASV were calculated using the 
“rrnDBcorrectOTU” package in R. Finally, we calculated the weighted 
mean ribosomal operon copy numbers (16S rrn) by considering the 
abundance of ASVs in each sample (Ling et al., 2022). To extrapolate 
the bacterial community functions, we used PICRUSt2 (Phylogenetic 
Investigation of Communities by Reconstruction of Unobserved 
States) and the KEGG database. Functional groups were further 
analyzed including dormancy strategies (toxin-antitoxin, sporulation, 
and resuscitation-promoting factors (rpfC)), nitrogen cycling 
(nitrogen fixation, urease, nitrification, and denitrification), and 
phosphorus transformation (organic P-mineralization, inorganic 
P-solubilization, P-starvation response regulation, and P-uptake and 
transport system) (Han et al., 2021).

Significant tests were conducted to analyze the effects of warming, 
precipitation increases, and their combination on vegetation and soil 
properties, bacterial community diversity, functional genes, as well as 
the weighted mean ribosomal operon copy numbers. ANOVA and 
Duncan multiple comparison tests were performed in SPSS (IBM 
SPSS Statistics 20, Chicago, United States) at a significance level of 
0.05. The Mantel test with the “vegan” package in R was used to reveal 
correlations between environmental factors and bacterial community 
composition. Pearson correlation analysis was applied to explore the 
relationships between bacterial alpha diversity and vegetation and soil 
properties. Relationships between βNTI and differences in 
environmental factors (based on the Euclidean distance) were 
analyzed according to the Mantel test. Piecewise structural equation 
models (SEM) conducted by the “pievewiseSEM” package of R 
(version 4.2.2) (Shi et al., 2022) were employed to explore the direct 
and indirect effect routes of warming, precipitation increase, and their 
combination on soil bacterial community diversity and composition. 
Plots were generated using GraphPad Prism 8 and Adobe 
Illustrator (2020).

Results

Effects of warming and precipitation 
increases on plant biomass, diversity, and 
soil properties

The mean vegetation aboveground biomass in the control, 
individual warming, precipitation increasing, as well as the 
combination treatment, were 178.6, 156.1, 192.2, and 232.6 g·m−2, 
respectively (Figure 1A). The significance test indicated that there 
were no significant differences between the control and the other three 
treatments (p > 0.05). However, the biomass under the combination 
treatment was significantly higher than that under the individual 
warming treatment (p < 0.05). Compared with the control treatment, 
there were no significant changes in plant richness and Shannon-
Wiener index under individual warming and precipitation increase, 
but they decreased significantly under the combination treatment 

3 https://rrndb.umms.med.umich.edu/static/download/

4 https://rrndb.umms.med.umich.edu/estimate/

(Figures 1B,C). The Pielou evenness index showed bare of changes 
across treatments (Figure 1D).

Soil properties were also measured (Table 1). The mean soil water 
content in the control plots was 19.25%. It decreased in the individual 
warming treatment (17.05%), and increased in the individual 
precipitation (22.06%) and the combination treatment (20.74%). 
Warming and precipitation increase alone caused a slightly but 
significantly declined soil pH (Table 1). Soil total carbon, nitrogen, 
and phosphorus content showed no significant changes under the 
individual warming, precipitation increase, and the combination 
treatment (p > 0.05). Soil total carbon content ranged from 40.25 to 
42.23 g·kg−1, total nitrogen content ranged from 3.38 to 3.59 g·kg−1, 
and total phosphorus content ranged from 0.22 to 0.25 g·kg−1 across 
treatments. Precipitation increases alone and the combination 
treatment significantly improved available nitrogen content (p < 0.05).

Effects of warming and precipitation 
increase on soil bacterial community 
diversity and composition

Warming and precipitation increases alone had no significant 
effects on soil bacterial Shannon diversity and Faith_pd phylogenetic 
diversity (Figure 2A). However, the combination treatment caused a 
significant decrease in bacterial diversity (p < 0.05). Based on the 
PCoA plot, samples of the combination treatment were grouped 
together and were clearly separated from the other three treatments 
(Figure 2B). Combining this with the PERMANOVA significance test, 
we found that soil bacterial community structure was significantly 
affected by individual warming (F = 1.15, p = 0.02) and the combination 
treatment (F = 1.80, p = 0.03), but not precipitation increase alone 
(F = 1.16, p = 0.10). Additionally, there were significant differences in 
soil bacterial communities between warming and precipitation 
increase (F = 1.40, p = 0.03), warming and the combination treatment 
(F = 2.23, p = 0.03), as well as precipitation increase and the 
combination treatment (F = 2.05, p = 0.03).

For taxonomic composition, the Actinobacteria phylum was 
dominant, accounting for a relative abundance of 44.39–60.39% across 
treatments, followed by Proteobacteria with a relative abundance of 
18.86–38.25% (Supplementary Figure S2). Warming alone did not 
significantly change the relative abundance of the main bacterial phyla 
and families (Figure  2C and Supplementary Figure S3). The 
proportion of Gemmatimonadetes increased significantly in the 
individual precipitation treatment. The combination treatment 
significantly decreased the relative abundance of Planctomycetes, 
Gemmatimonadetes, and Rokubacteria. At the family level, the 
relative abundance of Burkholderiaceae, Xanthobacteraceae, and 
Beijerinckiaceae increased, while the relative abundance of 
Rubrobacteriaceae and Micromonosporaceae decreased under the 
combination treatment (Supplementary Figure S3).

Assembly processes of soil bacterial 
communities

The relative contribution of deterministic and stochastic processes 
was evaluated based on the null model. The majority of βNTI values 
fell between −2 and 2, suggesting that assembly of soil bacterial 
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communities were largely controlled by stochastic processes 
(Figure 3A). The proportion of stochasticity in the CK, W, P, WP was 
74.18, 78.05, 82.91, and 89.82%, respectively (Figure 3B). Specifically, 
homogenizing dispersal dominated the bacterial communities in 
warming plots, homogenizing dispersal and undominated processes 
were equally important in precipitation increase plots, and 
undominated stochastic processes (drift and others) were more 
important in the combination plots. Dispersal limitation was observed 

only in the control plots (Figure 3C). The Mantel test revealing the 
relationship between βNTI and changes of environmental parameters 
was conducted. Results indicated that pairwise comparisons of βNTI 
were positively correlated with change degree of plant Shannon 
diversity index, soil pH, soil ammonium content, and negatively 
correlated with soil available phosphorus content (Figure  3D). In 
addition, a significant positive correlation between βNTI and change 
degree of 16S rrn was found (Figure 3D).

FIGURE 1

Plant aboveground biomass (A) and diversity (B-D) under different treatments. CK-control, W-warming, P-precipitation increase, WP-the combination 
of warming and precipitation increase. Data are shown as mean  ±  standard error. Different lowercase letters indicate significant differences between 
treatments at the 0.05 level (Duncan’s multiple comparison).

TABLE 1 Comparison of soil variables between treatments.

CK W P WP

SW/% 19.25 ± 0.18c 17.05 ± 0.31d 22.06 ± 0.34a 20.74 ± 0.48b

pH 7.83 ± 0.02a 7.70 ± 0.03b 7.72 ± 0.02b 7.78 ± 0.03ab

TC (g kg−1) 40.66 ± 1.15a 41.52 ± 0.34a 42.23 ± 0.59a 40.25 ± 0.78a

TN (g kg−1) 3.38 ± 0.07a 3.47 ± 0.07a 3.59 ± 0.07a 3.40 ± 0.06a

TP (g kg−1) 0.23 ± 0.01a 0.23 ± 0.02a 0.22 ± 0.02a 0.25 ± 0.00a

AP (mg kg−1) 2.32 ± 0.47b 2.77 ± 1.05ab 3.72 ± 0.40a 2.92 ± 0.63ab

NH4
+-N (mg kg−1) 3.99 ± 0.29b 3.85 ± 0.16b 4.68 ± 0.82ab 5.21 ± 0.88a

NO3
−-N (mg kg−1) 2.73 ± 0.42b 3.31 ± 0.88ab 5.73 ± 1.87a 5.80 ± 2.16a

CK-control, W-warming, P-precipitation increase, WP-the combination of warming and precipitation increase. SW-soil water content, TC-total carbon content, TN-total nitrogen content, 
TP-total phosphorus content, AP-available phosphorus content. Different lowercase letters indicate significant differences among treatments at the 0.05 level (Duncan’s multiple comparison).
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Effects of warming and precipitation 
increase on bacterial functional genes and 
life-history strategies

The soil bacteria in the combination treatment exhibited a 
higher abundance of genes related to nitrogen cycling, including 
nitrogen fixation, ureolysis, and nitrification (Figures  4A–D). 
Moreover, the abundance of genes encoding P mineralization and 
P uptake and transport system was also enhanced by the 
combination treatment. Conversely, the individual precipitation 
treatment enhanced the abundance of genes encoding 
P-starvation response regulation (Figures 4E–H). Additionally, 
the abundance of genes encoding antitoxin under the combination 
treatment was significantly higher than that under the other three 
treatments (Figure  4I). We  did not observe any significant 
difference in the abundance of genes encoding sporulation 
among treatments (Figure 4J). However, the individual warming 
treatment showed lower abundance of resuscitation promoting 
genes (Figure 4K). Furthermore, the weighted mean ribosomal 
operon copy numbers increased significantly under the 
combination treatment, while slightly decreased under the 
individual warming and precipitation increase treatment 
(Figure 4L).

Environmental factors associated with 
bacterial community structure and 
life-history strategies

We observed significant positive correlations between bacterial 
Shannon diversity and plant diversity (Figure  5). And, bacterial 
community composition was significantly correlated with soil pH 
and AGB according to the mantel test (Figure 5). Weighted mean 
ribosomal operon copy numbers were positively correlated with soil 
pH and AGB (Figure 5). Additionally, soil NO3

−-N was positively 
correlated with AGB and SW. SEM revealed that climate warming did 
not affect plant diversity and biomass, soil properties, and soil 
bacterial community structure directly or indirectly. Precipitation 
increases only affected soil properties directly. The combination of 
warming and precipitation increase affected plant diversity, soil 
properties and soil bacterial community composition by direct routes 
(Figure 6).

Different bacterial taxa exhibited varied responses to 
environmental factors (Supplementary Figure S4). Notably, the 
relative abundance of Xanthobacteraceae, Beijerinckiaceae, and 
Burkholderiaceae was positively correlated with aboveground 
biomass. The relative abundance of Xanthobacteraceae was also 
positively correlated with soil pH. Furthermore, soil nitrate nitrogen 

FIGURE 2

Comparison of bacterial community diversity and composition among treatments. (A) Alpha diversity, (B) Principal Co-ordinates Analysis (PCoA) plots, 
(C) relative abundance of bacterial taxa at the phylum level (graphed by STAMP, Welch’s T test at the 0.05 level). CK-control, W-warming, 
P-precipitation increase, WP-the combination of warming and precipitation increase.
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content was positively correlated with the relative abundance of 
Xanthobacteraceae, Sphingomonadaceae, and Rhizobiaceae, while it 

was negatively correlated with the relative abundance of 
Pseudonocardiaceae and Micromonosporaceae.

FIGURE 3

βNTI of paired samples (A), the proportion of stochasticity (B) and ecological processes (C) for each treatment. Relationships between βNTI and the 
change degree of soil properties and life-history strategies (D). CK-control, W-warming, P-precipitation increase, WP-the combination of warming and 
precipitation increase.
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Discussion

The combination of warming and 
precipitation increase significantly changed 
soil bacterial community diversity and 
composition

Consistent with most of previous publications (Weedon et al., 
2012; Zi et al., 2018; Mu et al., 2021), we found no substantial effects 
of individual warming on soil bacterial community alpha diversity, 
which further confirmed the relative stability of soil bacterial diversity 
in alpine meadow ecosystem under OTC warming champers. Actually, 
warming effects on soil microbial communities usually depend on the 
warming device and magnitude. A warming experiment using 
infrared radiator in a tallgrass prairie in the US Great Plains showed 
that soil bacterial diversity decreased after over 7 years +3°C warming 
(Wu et al., 2022). The temperature increase within the OTCs was 
usually smaller than 0.5°C, which might insufficiently result in 
changes in soil microenvironment. However, warming changed the 
overall bacteria community composition, even though the relative 
abundance of top  10 most abundant phyla remained unchanged 

compared with the control plots, which was in agreement with the 
results of another study on the Tibetan Plateau (Mu et al., 2021). 
Therefore, we  speculated that these changes under the warming 
treatment might be due to some rare species. Similar to the results of 
warming, precipitation increase (+20%) alone had no significant effect 
on soil bacterial community diversity and composition. In a desert 
ecosystem northern China, increase in precipitation (+30 and 60%) 
were also unable to change soil bacterial diversity and community 
composition (Wu et  al., 2020). The changes of soil bacterial 
communities are very complex and affected comprehensively by soil 
properties, vegetation composition and some stochastic events. Long-
term continuous monitoring will be necessary to explore changes of 
soil bacterial communities in response to climate changes.

Different from the results of individual warming and precipitation 
increase, we found a significantly decrease of bacterial community 
diversity under the combination treatment, which indicated that the 
simultaneous of multiple climate change factors had stronger effects 
on soil bacterial communities. In addition, plant diversity was 
positively correlated with soil bacterial community diversity, which 
has been reported by previous studies (Zeng et al., 2016; Wu et al., 
2020). Diverse plant species could enrich the substrate of soil microbes 

FIGURE 4

Functional genes related to nitrogen (A–D) and phosphorus cycling (E–H), dormancy potential (I–K), and weighted mean ribosomal operon copy 
numbers (L) under different treatments. Data are shown as mean  ±  standard error. Different lowercase letters indicate significant differences among 
treatments at the 0.05 level (Duncan’s multiple comparison).
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(van der Heijden et al., 2008). The decrease of plant diversity might 
be an explanation for the significant decrease of soil bacterial diversity 
under the combination treatment. Co-occurrence relationships 
among bacterial species are important factors of community diversity 
and composition. The increase of the relative abundance of 
Proteobacteria under the combination treatment might lead to the 
loses of some rare species.

It has been reported that the abundance of functional genes 
associated with nitrogen cycling changed after 14 years of warming 
treatment in an annual grassland ecosystem that experienced 
Mediterranean-climate (Gao Y. et  al., 2021). This finding is 
inconsistent with the neutral effects of warming observed in this study, 
and the discrepancy may be due to differences in climate type and 
warming duration. Moreover, the changes in bacterial community 
composition and functional genes (nitrogen and phosphorus cycling) 
were more prominent in the combination treatment in the present 
study. The plant productivity and soil available nitrogen increased 
under the combination treatment, which could stimulate microbial 
activity. As substrates for nitrification, the increase in ammonium 
nitrogen in the interaction treatment could improve the abundance of 
functional genes associated with nitrification. Higher abundance of 
genes encoding organic phosphorus mineralization and phosphorus 
uptake and transport systems could be  one explanation for the 
increase in available phosphorus (Wang et al., 2020).

FIGURE 5

Combined heatmap showing correlations between the paired plant 
and soil characteristics, and their relations with bacterial community 
diversity, composition, and gene copy number. *Indicates significant 
correlation at the 0.05 level, **indicates significant correlation at the 
0.01 level, and ***indicates significant correlation at the 0.001 level. 
SW-soil water content, pH-soil pH, TC-soil total carbon content, 
TN-soil total nitrogen content, TP-soil total phosphorus content, 
AP-soil available phosphorus content, NH4

+-N-soil ammonium 
nitrogen content, NO3

−-N-soil nitrate nitrogen content, Richness-
plant richness, AGB-aboveground biomass, Diversity_P-plant 
diversity, Diversity_B-Bacterial diversity.

FIGURE 6

Structural equation models (SEM) revealing direct and indirect factors that affect soil bacterial community diversity and composition under the 
individual warming, precipitation increase, and combination of warming and precipitation increase. Solid arrows indicate significant effects (*p  <  0.05, 
**p  <  0.01, and ***p  <  0.001), the dashed arrows indicate non-significant effects. Numbers on arrows represent the standard path coefficient. R2 next to 
the response variable represents the proportion of variation explained by dependent variables.
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Environmental factors that influence microbial community 
composition vary depending on the ecosystem, treatment, and 
sampling scale. In grasslands, soil properties are significantly 
correlated with soil microbial communities, while in shrublands, 
plants are more important in explaining changes in soil 
microbial communities (Chen W. et al., 2021). In crop fields, the 
Bray-Curtis distances of bacterial communities are strongly 
correlated with soil available phosphorus (Zhang et al., 2022). 
Soil organic matter and salinity are important factors affecting 
the bacterial community in riparian and coastal wetlands (Chi 
et al., 2021). Furthermore, many studies have emphasized the 
importance of soil pH in influencing bacterial community 
composition (Fierer and Jackson, 2006; Bartram et al., 2014), 
with pH being the dominant factor affecting the reconstruction 
of bacterial communities (Xun et  al., 2015). In our study, 
we found a significant correlation between bacterial community 
composition and soil pH, with soil pH being positively 
correlated with the relative abundance of Xanthobacteraceae, 
which have been reported to have the ability to fix nitrogen 
(Oren, 2014). Therefore, soil pH might directly or indirectly 
drive the structure of bacterial communities by changing the 
availability of soil nutrients and affecting plant growth (Lammel 
et al., 2018).

The combination of warming and 
precipitation increase improved 
copiotrophic bacteria in soil

Understanding how microbial communities respond and adapt 
to climate changes is critical for predicting the consequences of 
these changes. Soil microorganisms can adjust their life-history 
strategies in response to climate changes, as demonstrated in 
previous studies (Li et  al., 2022). According to the “tolerant-
sensitive-opportunistic” strategies, bacterial ecological strategies 
changed in response to drying and rewetting stress, and relative 
abundance of bacterial taxa with tolerant strategies increased while 
with sensitive and opportunistic strategies decreased (Evans and 
Wallenstein, 2014). Zi et  al. (2018) reported that oligotrophic 
groups such as Nitrospirae increased with warming due to the 
reduced nutrient mobility and mineralization. In this study, 
we  used the copiotroph-oligotroph classification and found a 
significant increase in gene copy number in the combination 
treatment, suggesting a shift toward copiotrophs. Copiotrophic 
bacteria with higher weighted mean ribosomal operon copy 
numbers grow faster than oligotrophic bacteria, leading to faster 
turnover of soil nutrients and improved nutrient availability 
(Roller et  al., 2016; Chen Y. et  al., 2021). We  found significant 
positive correlations between weighted mean ribosomal operon 
copy numbers and aboveground biomass. Previous studies have 
shown that life-history strategies of soil microbial communities 
shift from oligotrophic to copiotrophic with vegetation restoration 
(Yang et al., 2023), indicating that vegetation characteristics may 
be  important regulators of microbial life-history strategies. 
Microbes with different life-history strategies feed on different 
resource types, and trade-offs of microbial life-history strategies 

influence microbial residues accumulation and the turnover of soil 
organic matter (Shao et al., 2021).

Stochastic processes dominated the 
assembly of soil bacterial community

Deterministic and stochastic processes based on the niche 
theory have been widely used to understand the processes 
underlying changes in bacterial community composition. Guo 
et  al. (2018) found that warming significantly decreased the 
stochasticity of soil bacterial community assemblages in a prairie 
ecosystem. In a semiarid grassland, the ratio of stochasticity first 
increased and then decreased with increasing nitrogen application 
levels from 0 to 64 g·N·m−2 (Liu et al., 2021). Our study found that 
stochasticity was dominant under control, individual warming, 
precipitation increasing, and the combination treatment, which is 
consistent with the results of Ning et  al. (2020). While, the 
proportion of stochasticity increased under the combination 
treatment, mainly referring to drift and other undominated 
processes. Studies have proved that communities with low 
diversity have a higher probability of gene drift (Hanson 
et al., 2012).

Factors regulating the balance of stochastic and deterministic 
processes vary across different ecosystems. In the present study, βNTI 
was significantly correlated with the difference in plant diversity, soil 
pH, soil ammonium content, as well as soil available phosphorus 
content. Previous studies have shown that the assembly processes of 
microbial communities are strongly linked to soil organic carbon and 
pH (Dini-Andreote et al., 2015; Fan et al., 2018; Tripathi et al., 2018). In 
coastal estuarine wetlands, βNTI was found to be positively correlated 
with soil salinity (Zhang et al., 2021), while in wetlands, the assembly 
processes of bacterial communities were influenced by soil water 
content (Gao G. F. et al., 2021). Temperature and Fe2+ were identified as 
key regulators of the balance between deterministic and stochastic 
processes in sediment from hot springs (He et al., 2021). Moreover, 
βNTI was found to be  significantly associated with 16S rrn in the 
present study, which implied that the balance of assembly processes 
might affect the life-history strategies of soil bacterial community.

Conclusion

The structure, life-history strategies, and functions of soil 
bacterial communities in the alpine grassland ecosystem were 
significantly affected by the combination of warming and 
precipitation increase, rather than the individual treatments. 
Specifically, the combination treatment decreased bacterial diversity, 
enhanced functional genes related to nitrogen and phosphorus 
transformation, and increased the weighted mean ribosomal operon 
copy numbers. Soil bacterial diversity was positively correlated with 
plant diversity, and community composition was associated with soil 
pH. Life-history strategies might be regulated by plant aboveground 
biomass. Assembly processes of soil bacterial communities were 
dominated by stochastic process, and the proportion of stochasticity 
increased under the combination treatment.

https://doi.org/10.3389/fmicb.2023.1237850
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org


Wei et al. 10.3389/fmicb.2023.1237850

Frontiers in Microbiology 11 frontiersin.org

Data availability statement

The data presented in the study are deposited in the NCBI 
repository, accession number PRJNA949428 (https://www.ncbi.nlm.
nih.gov/bioproject/PRJNA949428).

Author contributions

XW: investigation, writing—original draft, and visualization. BH: 
investigation. BW: writing—review and editing. XS: conceptualization, 
funding acquisition, and supervision. YQ: funding acquisition and 
writing—review and editing. All authors contributed to the article and 
approved the submitted version.

Funding

This work was supported by the Fundamental Research Funds of 
Chinese Academy of Forestry (CAFYBB2022XA002 and 
CAFYBB2022QD001-3), and the National Natural Science 
Foundation of China (31971746 and 32171685).

Conflict of interest

The authors declare that the research was conducted in the 
absence of any commercial or financial relationships that could 
be construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the authors 
and do not necessarily represent those of their affiliated 
organizations, or those of the publisher, the editors and the 
reviewers. Any product that may be evaluated in this article, or claim 
that may be made by its manufacturer, is not guaranteed or endorsed 
by the publisher.

Supplementary material

The Supplementary material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fmicb.2023.1237850/
full#supplementary-material

References
Bartram, A. K., Jiang, X., Lynch, M. D., Masella, A. P., Nicol, G. W., Dushoff, J., et al. (2014). 

Exploring links between pH and bacterial community composition in soils from the Craibstone 
experimental farm. FEMS Microbiol. Ecol. 87, 403–415. doi: 10.1111/1574-6941.12231

Chase, J. M., and Myers, J. A. (2011). Disentangling the importance of ecological 
niches from stochastic processes across scales. Philos. T. R. Soc. B. 366, 2351–2363. doi: 
10.1098/rstb.2011.0063

Chen, Y., Neilson, J. W., Kushwaha, P., Maier, R. M., and Barberan, A. (2021). Life-
history strategies of soil microbial communities in an arid ecosystem. ISME J. 15, 
649–657. doi: 10.1038/s41396-020-00803-y

Chen, X., and Zhou, T. (2016). Uncertainty in crossing time of 2°Cwarming threshold 
over China. Sci. Bull. 61, 1451–1459. doi: 10.1007/s11434-016-1166-z

Chen, W., Zhou, H., Wu, Y., Li, Y., Qiao, L., Wang, J., et al. (2021). Plant-mediated 
effects of long-term warming on soil microorganisms on the Qinghai-Tibet Plateau. 
Catena 204:105391. doi: 10.1016/j.catena.2021.105391

Chi, Z., Wang, W., Li, H., Wu, H., and Yan, B. (2021). Soil organic matter and salinity 
as critical factors affecting the bacterial community and function of Phragmites australis 
dominated riparian and coastal wetlands. Sci. Total Environ. 762:143156. doi: 10.1016/j.
scitotenv.2020.143156

Cregger, M. A., Sanders, N. J., Dunn, R. R., and Classen, A. T. (2014). Microbial 
communities respond to experimental warming, but site matters. Peer J. 2:e358. doi: 
10.7717/peerj.358

Dawson, T. P., Jackson, S. T., House, J. I., Prentice, I. C., and Mace, G. M. (2011). 
Beyond predictions: biodiversity conservation in a changing climate. Science 332, 53–58. 
doi: 10.1126/science.1200303

Delgado-Baquerizo, M., Eldridge, D. J., Ochoa, V., Gozalo, B., Singh, B. K., and 
Maestre, F. T. (2017). Soil microbial communities drive the resistance of ecosystem 
multifunctionality to global change in drylands across the globe. Ecol. Lett. 20, 
1295–1305. doi: 10.1111/ele.12826

Dini-Andreote, F., Stegen, J. C., van Elsas, J. D., and Salles, J. F. (2015). Disentangling 
mechanisms that mediate the balance between stochastic and deterministic processes 
in microbial succession. PNAS 112, 1326–1332. doi: 10.1073/pnas.1414261112

Dumbrell, A. J., Nelson, M., Helgason, T., Dytham, C., and Fitter, A. H. (2010). 
Relative roles of niche and neutral processes in structuring a soil microbial community. 
ISME J. 4, 337–345. doi: 10.1038/ismej.2009.122

Evans, S. E., and Wallenstein, M. D. (2014). Climate change alters ecological strategies 
of soil bacteria. Ecol. Lett. 17, 155–164. doi: 10.1111/ele.12206

Fan, K., Weisenhorn, P., Gilbert, J. A., Shi, Y., Bai, Y., and Chu, H. (2018). Soil pH 
correlates with the co-occurrence and assemblage process of diazotrophic communities 
in rhizosphere and bulk soils of wheat fields. Soil Biol. Biochem. 121, 185–192. doi: 
10.1016/j.soilbio.2018.03.017

Feng, M., Adams, J. M., Fan, K., Shi, Y., Sun, R., Wang, D., et al. (2018). Long-term 
fertilization influences community assembly processes of soil diazotrophs. Soil Biol. 
Biochem. 126, 151–158. doi: 10.1016/j.soilbio.2018.08.021

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

Fierer, N., Bradford, M. A., and Jackson, R. B. (2007). Toward an ecological 
classification of soil bacteria. Ecology 88, 1354–1364. doi: 10.1890/05-1839

Fierer, N., and Jackson, R. B. (2006). The diversity and biogeography of soil bacterial 
communities. PNAS 103, 626–631. doi: 10.1073/pnas.0507535103

Gao, Y., Ding, J., Yuan, M., Chiariello, N., Docherty, K., Field, C., et al. (2021). Long-
term warming in a Mediterranean-type grassland affects soil bacterial functional 
potential but not bacterial taxonomic composition. NPJ Biofilms Microbiomes 7:17. doi: 
10.1038/s41522-021-00187-7

Gao, G. F., Peng, D., Zhang, Y., Li, Y., Fan, K., Tripathi, B. M., et al. (2021). Dramatic 
change of bacterial assembly process and co-occurrence pattern in Spartina alterniflora 
salt marsh along an inundation frequency gradient. Sci. Total Environ. 755:142546. doi: 
10.1016/j.scitotenv.2020.142546

Guo, X., Feng, J., Shi, Z., Zhou, X., Yuan, M., Tao, X., et al. (2018). Climate warming 
leads to divergent succession of grassland microbial communities. Nat. Clim. Chang. 8, 
813–818. doi: 10.1038/s41558-018-0254-2

Han, B., Li, J. J., Liu, K. S., Zhang, H., Wei, X. T., and Shao, X. Q. (2021). Variations in soil 
properties rather than functional gene abundances dominate soil phosphorus dynamics under 
short-term nitrogen input. Plant Soil 469, 227–241. doi: 10.1007/s11104-021-05143-0

Hanson, C. A., Fuhrman, J. A., Horner-Devine, M. C., and Martiny, J. B. (2012). 
Beyond biogeographic patterns: processes shaping the microbial landscape. Nate. Rev. 
Microbiol. 10, 497–506. doi: 10.1038/nrmicro2795

He, Q., Wang, S., Hou, W., Feng, K., Li, F., Hai, W., et al. (2021). Temperature and 
microbial interactions drive the deterministic assembly processes in sediments of hot 
springs. Sci. Total Environ. 772:145465. doi: 10.1016/j.scitotenv.2021.145465

Heisler, J. L., and Weltzin, J. F. (2006). Variability matters: towards a perspective on 
the influence of precipitation on terrestrial ecosystems. New Phytol. 172, 189–192. doi: 
10.1111/j.1469-8137.2006.01876.x

IPCC (2021). Climate change 2021: the physical science basis: summary for policy 
makers. Cambridge: Cambridge University Press Cambridge.

Jiang, S., Xiao, B., Fan, X., Li, Y., Ma, X., Wang, J., et al. (2022). Roles of plants in 
controlling the response of soil bacterial community to climate warming on the Qinghai-
Tibetan Plateau. Eur. J. Soil Biol. 110:103401. doi: 10.1016/j.ejsobi.2022.103401

Jiao, S., Yang, Y. F., Xu, Y. Q., Zhang, J., and Lu, Y. H. (2020). Balance between 
community assembly processes mediates species coexistence in agricultural soil 
microbiomes across eastern China. ISME J. 14, 202–216. doi: 10.1038/s41396-019-0522-9

https://doi.org/10.3389/fmicb.2023.1237850
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA949428
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA949428
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1237850/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2023.1237850/full#supplementary-material
https://doi.org/10.1111/1574-6941.12231
https://doi.org/10.1098/rstb.2011.0063
https://doi.org/10.1038/s41396-020-00803-y
https://doi.org/10.1007/s11434-016-1166-z
https://doi.org/10.1016/j.catena.2021.105391
https://doi.org/10.1016/j.scitotenv.2020.143156
https://doi.org/10.1016/j.scitotenv.2020.143156
https://doi.org/10.7717/peerj.358
https://doi.org/10.1126/science.1200303
https://doi.org/10.1111/ele.12826
https://doi.org/10.1073/pnas.1414261112
https://doi.org/10.1038/ismej.2009.122
https://doi.org/10.1111/ele.12206
https://doi.org/10.1016/j.soilbio.2018.03.017
https://doi.org/10.1016/j.soilbio.2018.08.021
https://doi.org/10.1038/nrmicro.2017.87
https://doi.org/10.1890/05-1839
https://doi.org/10.1073/pnas.0507535103
https://doi.org/10.1038/s41522-021-00187-7
https://doi.org/10.1016/j.scitotenv.2020.142546
https://doi.org/10.1038/s41558-018-0254-2
https://doi.org/10.1007/s11104-021-05143-0
https://doi.org/10.1038/nrmicro2795
https://doi.org/10.1016/j.scitotenv.2021.145465
https://doi.org/10.1111/j.1469-8137.2006.01876.x
https://doi.org/10.1016/j.ejsobi.2022.103401
https://doi.org/10.1038/s41396-019-0522-9


Wei et al. 10.3389/fmicb.2023.1237850

Frontiers in Microbiology 12 frontiersin.org

Kang, S. C., Xu, Y. W., You, Q. L., Flügel, W. A., Pepin, N., and Yao, T. D. (2010). 
Review of climate and cryospheric change in the Tibetan Plateau. Environ. Res. Lett. 
5:015101. doi: 10.1088/1748-9326/5/1/015101

Kearns, P. J., and Shade, A. (2018). Trait-based patterns of microbial dynamics in 
dormancy potential and heterotrophic strategy: case studies of resource-based and post-
press succession. ISME J. 12, 2575–2581. doi: 10.1038/s41396-018-0194-x

Klein, J. A., Harte, J., and Zhao, X. Q. (2004). Experimental warming causes large and 
rapid species loss, dampened by simulated grazing, on the Tibetan Plateau. Ecol. Lett. 7, 
1170–1179. doi: 10.1111/j.1461-0248.2004.00677.x

Lammel, D. R., Barth, G., Ovaskainen, O., Cruz, L. M., Zanatta, J. A., Ryo, M., et al. 
(2018). Direct and indirect effects of a pH gradient bring insights into the mechanisms 
driving prokaryotic community structures. Microbiome 6, 1–13. doi: 10.1186/
s40168-018-0482-8

Li, C., Liao, H., Xu, L., Wang, C., He, N., Wang, J., et al. (2022). The adjustment of life 
history strategies drives the ecological adaptations of soil microbiota to aridity. Mol. Ecol. 
31, 2920–2934. doi: 10.1111/mec.16445

Ling, N., Wang, T., and Kuzyakov, Y. (2022). Rhizosphere bacteriome structure and 
functions. Nat. Commun. 13:836. doi: 10.1038/s41467-022-28448-9

Liu, W., Liu, L., Yang, X., Deng, M., Wang, Z., Wang, P., et al. (2021). Long-term 
nitrogen input alters plant and soil bacterial, but not fungal beta diversity in a semiarid 
grassland. Glob. Chang. Biol. 27, 3939–3950. doi: 10.1111/gcb.15681

Liu, W., Zhang, Z., and Wan, S. (2009). Predominant role of water in regulating soil 
and microbial respiration and their responses to climate change in a semiarid grassland. 
Glob. Chang. Biol. 15, 184–195. doi: 10.1111/j.1365-2486.2008.01728.x

Mann, M. E. (2009). Defining dangerous anthropogenic interference. PNAS 106, 
4065–4066. doi: 10.1073/pnas.0901303106

Mu, Z., Dong, S., Li, Y., Li, S., Shen, H., Zhang, J., et al. (2021). Soil bacterial 
community responses to N application and warming in a Qinghai-Tibetan Plateau 
alpine steppe. Front. Ecol. Evol. 9:709518. doi: 10.3389/fevo.2021.709518

Nakov, T., Beaulieu, J. M., and Alverson, A. J. (2018). Accelerated diversification is 
related to life history and locomotion in a hyperdiverse lineage of microbial eukaryotes 
(Diatoms, Bacillariophyta). New Phytol. 219, 462–473. doi: 10.1111/nph.15137

Nielsen, U. N., and Ball, B. A. (2015). Impacts of altered precipitation regimes on soil 
communities and biogeochemistry in arid and semi-arid ecosystems. Glob. Chang. Biol. 
21, 1407–1421. doi: 10.1111/gcb.12789

Ning, D., Yuan, M., Wu, L., Zhang, Y., Guo, X., Zhou, X., et al. (2020). A quantitative 
framework reveals ecological drivers of grassland microbial community assembly in 
response to warming. Nat. Commun. 11:4717. doi: 10.1038/s41467-020-18560-z

Oren, A. (2014). “The family Xanthobacteraceae” in The prokaryotes. eds. E. 
Rosenberg, E. F. DeLong, S. Lory, E. Stackebrandt and F. Thompson (Berlin: Springer.)

Park, J. Y., Bader, J., and Matei, D. (2016). Anthropogenic Mediterranean warming 
essential driver for present and future Sahel rainfall. Nat. Clim. Chang. 6, 941–945. doi: 
10.1038/nclimate3065

Roller, B. R., Stoddard, S. F., and Schmidt, T. M. (2016). Exploiting rRNA operon copy 
number to investigate bacterial reproductive strategies. Nat. Microbiol. 1:16160. doi: 
10.1038/nmicrobiol.2016.160

Shao, P., Lynch, L., Xie, H., Bao, X., and Liang, C. (2021). Tradeoffs among microbial 
life history strategies influence the fate of microbial residues in subtropical forest soils. 
Soil Biol. Biochem. 153:108112. doi: 10.1016/j.soilbio.2020.108112

Shen, R. F., and Zhao, X. Q. (2015). Role of soil microbes in the acquisition of nutrients 
by plants. Acta Ecol. Sin. 35, 6584–6591. doi: 10.5846/stxb201506051140

Shi, Y., Li, Y., Xiang, X., Sun, R., Yang, T., He, D., et al. (2018). Spatial scale affects the 
relative role of stochasticity versus determinism in soil bacterial communities in wheat 
fields across the North China Plain. Microbiome 6, 1–12. doi: 10.1186/s40168-018-0409-4

Shi, L. N., Lin, Z. R., Wei, X. T., Peng, C., Yao, Z. Y., Han, B., et al. (2022). Precipitation 
increase counteracts warming effects on plant and soil C: N: P stoichiometry in an alpine 
meadow. Front. Plant Sci. 13:1044173. doi: 10.3389/fpls.2022.1044173

Stegen, J. C., Lin, X., Konopka, A. E., and Fredrickson, J. K. (2012). Stochastic and 
deterministic assembly processes in subsurface microbial communities. ISME J. 6, 
1653–1664. doi: 10.1038/ismej.2012.22

Tripathi, B. M., Stegen, J. C., Kim, M., Dong, K., Adams, J. M., and Lee, Y. K. (2018). 
Soil pH mediates the balance between stochastic and deterministic assembly of bacteria. 
ISME J. 12, 1072–1083. doi: 10.1038/s41396-018-0082-4

van der Heijden, M. G. A., Bardgett, R. D., and van Straalen, N. M. (2008). The unseen 
majority: soil microbes as drivers of plant diversity and productivity in terrestrial 
ecosystems. Ecol. Lett. 11, 296–310. doi: 10.1111/j.1461-0248.2007.01139.x

Vellend, M. (2010). Conceptual synthesis in community ecology. Q. Rev. Biol. 85, 
183–206. doi: 10.1086/652373

Wagg, C., Bender, S. F., Widmer, F., and Van Der Heijden, M. G. (2014). Soil 
biodiversity and soil community composition determine ecosystem multifunctionality. 
PNAS 111, 5266–5270. doi: 10.1073/pnas.1320054111

Wang, H., Bu, L., Song, F., Tian, J., and Wei, G. (2020). Soil available nitrogen and 
phosphorus affected by functional bacterial community composition and diversity as 
ecological restoration progressed. Land Degrad. Dev. 32, 183–198. doi: 10.1002/ldr.3707

Wang, Y. F., Lv, W. W., Xue, K., Wang, S. P., Zhang, L. R., Hu, R. H., et al. (2022). 
Grassland changes and adaptive management on the Qinghai-Tibetan Plateau. Nat. Rev. 
Earth. Environ. 3, 668–683. doi: 10.1038/s43017-022-00330-8

Weedon, J. T., Kowalchuk, G. A., Aerts, R., van Hal, J., van Logtestijn, R., Taş, N., et al. 
(2012). Summer warming accelerates sub-arctic peatland nitrogen cycling without 
changing enzyme pools or microbial community structure. Glob. Chang. Biol. 18, 
138–150. doi: 10.1111/j.1365-2486.2011.02548.x

Wei, X. T., Yu, L., Han, B., Liu, K. S., Shao, X. Q., and Jia, S. G. (2022). Spatial variations 
of root-associated bacterial communities of alpine plants in the Qinghai-Tibet Plateau. 
Sci. Total Environ. 839:156086. doi: 10.1016/j.scitotenv.2022.156086

Wu, K., Xu, W., and Yang, W. (2020). Effects of precipitation changes on soil bacterial 
community composition and diversity in the Junggar desert of Xinjiang. China. Peer J. 
8:e8433. doi: 10.7717/peerj.8433

Wu, L., Zhang, Y., Guo, X., Ning, D., Zhou, X., Feng, J., et al. (2022). Reduction of 
microbial diversity in grassland soil is driven by long-term climate warming. Nat. 
Microbiol. 7, 1054–1062. doi: 10.1038/s41564-022-01147-3

Xun, W., Huang, T., Zhao, J., Ran, W., Wang, B., Shen, Q., et al. (2015). Environmental 
conditions rather than microbial inoculum composition determine the bacterial 
composition, microbial biomass and enzymatic activity of reconstructed soil microbial 
communities. Soil Biol. Biochem. 90, 10–18. doi: 10.1016/j.soilbio.2015.07.018

Yang, Y., Dou, Y., Wang, B., Xue, Z., Wang, Y., An, S., et al. (2023). Deciphering factors 
driving soil microbial life-history strategies in restored grasslands. iMeta 2:e66. doi: 
10.1002/imt2.66

Yang, X., Zhu, K., Loik, M. E., and Sun, W. (2021). Differential responses of soil 
bacteria and fungi to altered precipitation in a meadow steppe. Geoderma 384:114812. 
doi: 10.1016/j.geoderma.2020.114812

Zeng, J., Liu, X., Song, L., Lin, X., Zhang, H., Shen, C., et al. (2016). Nitrogen 
fertilization directly affects soil bacterial diversity and indirectly affects bacterial 
community composition. Soil Biol. Biochem. 92, 41–49. doi: 10.1016/j.soilbio.2015.09.018

Zhang, G., Bai, J., Tebbe, C. C., Zhao, Q., Jia, J., Wang, W., et al. (2021). Salinity 
controls soil microbial community structure and function in coastal estuarine wetlands. 
Environ. Microbiol. 23, 1020–1037. doi: 10.1111/1462-2920.15281

Zhang, M., Chen, S., Ding, S., Yao, X., Wang, Z., and Sang, L. (2022). Effects of 7 years 
of warming and straw application on soil bacterial, fungal, and archaeal community 
compositions and diversities in a crop field. J. Soil Sci. Plant Nut. 22, 2266–2281. doi: 
10.1007/s42729-022-00807-x

Zhang, Y., Dong, S. K., Gao, Q. Z., Liu, S. L., Zhou, H. K., Ganjurjav, H., et al. (2016). 
Climate change and human activities altered the diversity and composition of soil 
microbial community in alpine grasslands of the Qinghai-Tibetan Plateau. Sci. Total 
Environ. 562, 353–363. doi: 10.1016/j.scitotenv.2016.03.221

Zhang, N., Wan, S., Guo, J., Han, G., Gutknecht, J., Schmid, B., et al. (2015). 
Precipitation modifies the effects of warming and nitrogen addition on soil microbial 
communities in northern Chinese grasslands. Soil Biol. Biochem. 89, 12–23. doi: 
10.1016/j.soilbio.2015.06.022

Zhang, X., Zhang, G., Chen, Q., and Han, X. (2013). Soil bacterial communities 
respond to climate changes in a temperate steppe. PLoS One 8:e78616. doi: 10.1371/
journal.pone.0078616

Zhou, S. Y., Lie, Z., Liu, X., Zhu, Y. G., Penuelas, J., Neilson, R., et al. (2023). Distinct 
patterns of soil bacterial and fungal community assemblages in subtropical forest 
ecosystems under warming. Glob Change Biol. 29, 1501–1513. doi: 10.1111/gcb.16541

Zi, H. B., Hu, L., Wang, C. T., Wang, G. X., Wu, P. F., Lerdau, M., et al. (2018). 
Responses of soil bacterial community and enzyme activity to experimental warming of 
an alpine meadow. Eur. J. Soil Sci. 69, 429–438. doi: 10.1111/ejss.12547

https://doi.org/10.3389/fmicb.2023.1237850
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1088/1748-9326/5/1/015101
https://doi.org/10.1038/s41396-018-0194-x
https://doi.org/10.1111/j.1461-0248.2004.00677.x
https://doi.org/10.1186/s40168-018-0482-8
https://doi.org/10.1186/s40168-018-0482-8
https://doi.org/10.1111/mec.16445
https://doi.org/10.1038/s41467-022-28448-9
https://doi.org/10.1111/gcb.15681
https://doi.org/10.1111/j.1365-2486.2008.01728.x
https://doi.org/10.1073/pnas.0901303106
https://doi.org/10.3389/fevo.2021.709518
https://doi.org/10.1111/nph.15137
https://doi.org/10.1111/gcb.12789
https://doi.org/10.1038/s41467-020-18560-z
https://doi.org/10.1038/nclimate3065
https://doi.org/10.1038/nmicrobiol.2016.160
https://doi.org/10.1016/j.soilbio.2020.108112
https://doi.org/10.5846/stxb201506051140
https://doi.org/10.1186/s40168-018-0409-4
https://doi.org/10.3389/fpls.2022.1044173
https://doi.org/10.1038/ismej.2012.22
https://doi.org/10.1038/s41396-018-0082-4
https://doi.org/10.1111/j.1461-0248.2007.01139.x
https://doi.org/10.1086/652373
https://doi.org/10.1073/pnas.1320054111
https://doi.org/10.1002/ldr.3707
https://doi.org/10.1038/s43017-022-00330-8
https://doi.org/10.1111/j.1365-2486.2011.02548.x
https://doi.org/10.1016/j.scitotenv.2022.156086
https://doi.org/10.7717/peerj.8433
https://doi.org/10.1038/s41564-022-01147-3
https://doi.org/10.1016/j.soilbio.2015.07.018
https://doi.org/10.1002/imt2.66
https://doi.org/10.1016/j.geoderma.2020.114812
https://doi.org/10.1016/j.soilbio.2015.09.018
https://doi.org/10.1111/1462-2920.15281
https://doi.org/10.1007/s42729-022-00807-x
https://doi.org/10.1016/j.scitotenv.2016.03.221
https://doi.org/10.1016/j.soilbio.2015.06.022
https://doi.org/10.1371/journal.pone.0078616
https://doi.org/10.1371/journal.pone.0078616
https://doi.org/10.1111/gcb.16541
https://doi.org/10.1111/ejss.12547

	Stronger effects of simultaneous warming and precipitation increase than the individual factor on soil bacterial community composition and assembly processes in an alpine grassland
	Introduction
	Materials and methods
	Study site and experimental design
	Plant and soil sampling
	Measurement of soil properties
	Soil DNA extraction and 16S rRNA genes sequencing
	Data analysis

	Results
	Effects of warming and precipitation increases on plant biomass, diversity, and soil properties
	Effects of warming and precipitation increase on soil bacterial community diversity and composition
	Assembly processes of soil bacterial communities
	Effects of warming and precipitation increase on bacterial functional genes and life-history strategies
	Environmental factors associated with bacterial community structure and life-history strategies

	Discussion
	The combination of warming and precipitation increase significantly changed soil bacterial community diversity and composition
	The combination of warming and precipitation increase improved copiotrophic bacteria in soil
	Stochastic processes dominated the assembly of soil bacterial community

	Conclusion
	Data availability statement
	Author contributions
	Funding
	Conflict of interest
	Publisher’s note
	Supplementary material

	References

