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Introduction: Soil microorganisms play crucial roles in determining the fate of 
litter in desert steppes because their activities constitute a major component 
of the global carbon (C) cycle. Human activities lead to increased ecosystem 
nitrogen (N) deposition, which has unpredictable impacts on soil microorganism 
diversity and functions. Nowadays, it is necessary to further study the succession 
of these microorganisms in the process of litter decomposition in desert steppe, 
and explore the effect of N deposition on this process. This issue is particularly 
important to resolve because it contributes to the broader understanding of 
nutrient cycling processes in desert steppes.

Methods: In this study, DNA stable isotope probing (DNA-SIP) was used to 
study changes in soil bacterial and fungal community composition and function 
during 8  weeks of culture of 13C-labeled litter in desert steppes.

Results: The results were as follows: (1) Actinomycetota, Pseudomonadota, and 
Ascomycota are the main microorganisms involved in litter decomposition in 
desert steppes; (2) N deposition (50 kg ha−1 year−1) significantly increased the relative 
abundance of some microorganisms involved in the decomposition process; and 
(3) N deposition likely promotes litter decomposition in desert steppes by increasing 
the abundances of N cycles bacteria (usually carrying GH family functional genes).

Discussion: These findings contribute to a deeper understanding of the C 
assimilation mechanisms associated with litter residue production, emphasizing 
the importance of extensive C utilization.
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1 Introduction

The carbon (C) content in soil, which is threefold higher than the atmospheric content, 
plays a crucial role in the C cycle of terrestrial ecosystems and simultaneously supports 
ecosystem services (Frouz, 2018). Litter decomposition is the basic process of regulating 
nutrient cycling, especially C cycling in terrestrial ecosystems, and constitutes the first stage 

OPEN ACCESS

EDITED BY

Zhanfei He,  
Zhejiang University of Technology, China

REVIEWED BY

Ahmad Ali Pourbabaee,  
University of Tehran, Iran
Petr Hedenec,  
Universiti Malaysia Terengganu, Malaysia

*CORRESPONDENCE

Mei Hong  
 nmczhm1970@126.com

RECEIVED 11 December 2023
ACCEPTED 28 February 2024
PUBLISHED 08 March 2024

CITATION

Ye H, Tu N, Wu Z, He S, Zhao Y, Yue M and 
Hong M (2024) Identification of bacteria and 
fungi responsible for litter decomposition in 
desert steppes via combined DNA stable 
isotope probing.
Front. Microbiol. 15:1353629.
doi: 10.3389/fmicb.2024.1353629

COPYRIGHT

© 2024 Ye, Tu, Wu, He, Zhao, Yue and Hong. 
This is an open-access article distributed 
under the terms of the Creative Commons 
Attribution License (CC BY). The use, 
distribution or reproduction in other forums is 
permitted, provided the original author(s) and 
the copyright owner(s) are credited and that 
the original publication in this journal is cited, 
in accordance with accepted academic 
practice. No use, distribution or reproduction 
is permitted which does not comply with 
these terms.

TYPE Original Research
PUBLISHED 08 March 2024
DOI 10.3389/fmicb.2024.1353629

https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
http://crossmark.crossref.org/dialog/?doi=10.3389/fmicb.2024.1353629&domain=pdf&date_stamp=2024-03-08
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full
mailto:nmczhm1970@126.com
https://doi.org/10.3389/fmicb.2024.1353629
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/microbiology#editorial-board
https://www.frontiersin.org/journals/microbiology#editorial-board
https://doi.org/10.3389/fmicb.2024.1353629


Ye et al. 10.3389/fmicb.2024.1353629

Frontiers in Microbiology 02 frontiersin.org

of soil humus formation (Błońska et al., 2021). Litter decomposition 
is controlled by its chemical composition, non-biological conditions, 
and biological activities (Pioli et al., 2020). Biological factors play a 
dominant role in the process of litter decomposition, and 
non-biological factors can have various effects on biological factors 
(Dong et al., 2021). Because soil microorganisms are the primary 
participants in litter decomposition, their abundance and functions 
determine decomposition rates (Barel et al., 2019).

Fungi are capable of producing various extracellular enzymes that 
facilitate the degradation of recalcitrant lignocelluloses; thus, they 
comprise the most active decomposers of complex plant biopolymers 
(Wang W. et al., 2020). Fungi are primarily involved in the utilization of 
lignocelluloses and decompose such compounds into smaller molecules, 
which can then be used by bacteria (Miao et al., 2022). The numerous 
bacterial strains isolated from soil are capable of cellulose degradation. 
There is evidence that the abundance of soil bacteria gradually increases 
during litter decomposition, suggesting that the role of bacteria in litter 
decomposition processes has been underestimated (Dong et al., 2021). 
Thus, there is a need to explore the role of soil microbial communities in 
the biological mechanisms underlying litter decomposition.

Desert steppes, climatogenic ecotones located in arid ecosystems, 
constitute typical steppes. These are important grasslands in Eurasia; 
they comprising ~11% of Inner Mongolia’s steppe area (Qiu et al., 
2022). Their characteristics include low vegetation coverage, low 
rainfall, and poor soil quality (Wang et al., 2022). They are currently 
in a period of severe degradation due to climate change and increased 
anthropogenic activities such as extensive agriculture and industry 
(Ma et  al., 2022). Litter decomposition is an important factor of 
nutrient return in desert steppes; its decomposition process controls 
nutrients and the C cycle (Hoorens et  al., 2003). In recent years, 
human activities have led to a tendency for increasing atmospheric 
nitrogen (N) deposition in China. From 2011 to 2015, the average 
estimated N deposition in this area was ~20 kg ha−1 year−1 (Liu et al., 
2013; Yu et al., 2019). Continued atmospheric deposition of N has 
intensified with anthropogenic activities and has also been observed 
in dry lands (Ma et  al., 2022). Although there is a lack of direct 
evidence to explain the mechanisms by which N addition influences 
litter decomposition, several hypotheses have been proposed: enzyme 
inhibition, copiotrophic, N-mining, and ecological stoichiometry 
(Finn et  al., 2015). Additionally, a 4 years study showed that N 
deposition significantly promoted litter decomposition in desert 
steppes (Ye et al., 2022). In N-limited regions, the addition of small or 
moderate amounts of N can accelerate litter decomposition. However, 
N addition above a certain threshold can inhibit litter decomposition 
(Yin et al., 2022).

N deposition can lead to changes in nutrient uptake and 
photosynthetic efficiency by plants, ultimately affecting the C:N ratio 
of plant litter; importantly, litter with higher N content and lower C:N 
ratio decomposes faster (Song et al., 2017). Low quality leaf litter with 
high C:N ratio and low base cation content support the fungal-
dominated energy channel with slow nutrient turnover while high-
quality litter with low C:N ratio and high base cation content support 
the bacterial-controlled channel with fast decomposition and nutrient 
release (Wardle et al., 2004; Pietsch et al., 2014). Soil bacteria are 
mostly associated with decomposition of easily degradable 
compounds such as starch or glucose (Fierer et al., 2007), while soil 
fungi are important for decomposition of more recalcitrant 
compounds such as lignin (Urbanová et al., 2015; Algora Gallardo 

et al., 2021). However, some studies have indicated that the effects of 
N addition on litter decomposition are driven by changes in soil 
microbial community composition, rather than changes in litter 
quality (Maaroufi et al., 2017). Atmospheric N deposition reportedly 
has negative effects on the growth, composition, and function of soil 
microorganisms in all terrestrial ecosystems; these effects increase 
according to the N deposition rate and duration (Zhang et al., 2018). 
However, desert steppes have experienced an extended duration of N 
limitation, and many uncertainties remain concerning the effects of 
N addition on soil microorganisms in desert steppes (Wang H. et al., 
2020; Jia et  al., 2021). The relative abundances of specific soil 
microbial phyla are influenced by N addition, favoring the preferential 
metabolic activities of copiotrophic microorganisms with respect to 
labile organic C, rather than the participation of oligotrophic 
microorganisms in recalcitrant organic C metabolism (Fierer et al., 
2012; Finn et  al., 2015). Thus far, it is unclear which soil 
microorganisms are involved in litter decomposition in desert 
steppes; the effects of N deposition on these microorganisms are 
also unknown.

Because more than 99% of microorganisms cannot be cultured, 
the ability to directly link microbial phylogeny with functionality is 
limited (Miao et al., 2022). The DNA stable isotope probing (DNA-
SIP), a new method that does not rely on traditional culture 
approaches, can be used to elucidate relationships between microbial 
activity (function) and characteristics in environmental samples (Ziels 
et al., 2018). DNA-SIP relies on the incorporation of heavy isotopes in 
microbial DNA during growth on labeled substrates, thus acting as a 
‘filter’ to enrich the DNA of active populations (Chen and Murrell, 
2010). To investigate the bacterial and fungal communities involved 
in litter decomposition in desert steppes and their response to N 
deposition, we applied 13C-litter to soil, then traced 13C in bacterial 
and fungal communities at the genus level using 13C-DNA-SIP. The 
specific objectives were (1) to identify the active bacterial and fungal 
taxa involved in litter decomposition in desert steppes and their 
succession at various stages of decomposition, (2) to evaluate how N 
deposition influences litter-utilizing bacterial and fungal communities, 
(3) to determine how participation in functional changes within 
bacterial and fungal communities is related to litter decomposition via 
metagenomic analysis, and (4) to explore microbiological mechanisms 
underlying the effects of N deposition on litter decomposition in 
desert steppes.

2 Materials and methods

2.1 Experimental site

The experiment was performed at Siziwang Banner (41°46′43.6″ 
N, 111°53′41.7″ E; elevation: 1456 m), in Inner Mongolia, Northern 
China. The average annual precipitation in the region is approximately 
280 mm, and precipitation during the growing season (May to 
September) constitutes >70% of the total precipitation. The annual 
average temperature in the study region is 3.4°C. The soil in this 
region is classified as Haplic Calcisol (Food and Agricultural 
Organization Soil Classification System of the United Nations) and 
has a sandy loam texture. Soil pH (8.38), organic C (18.84 g kg−1), total 
N (1.88 g kg−1), NH4

+-N (1.38 mg kg−1), NO3
−-N (9.46 mg kg−1) and 

available P and K (5.88 and 281.31 mg kg−1, respectively) were initially 
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determined. The plant community at the study site is dominated by 
Stipa breviflora Griseb.

2.2 Experimental design

Simulated N deposition experiments were established in 
December 2015. The amount of N added in this experiment was 
designed according to the amount of N deposition in this area and the 
amount of N added in similar experiments in the world. The N 
deposition in this area is ~15.00–17.00 kg N ha−1 year−1 (Zhang, 2021; 
Li, 2022). The experimental design included three N deposition 
conditions: control (N0, no N added), N addition of 30 kg ha−1 year−1 
(N30), and N addition of 50 kg ha−1 year−1 (N50). The N deposition 
was simulated via wet deposition of NH4NO3 in the concentrated 
rainfall season from May to September. Specifically, NH4NO3 was 
mixed with purified muddy water and equally dispersed on each plot; 
the N0 treatment only received an equal amount of purified water. 
From October of the same year to April of the following year, NH4NO3 
was mixed with the soil and evenly broadcasted by hand to simulate 
dry deposition; the same amount of soil was added to the N0 
treatment. The monthly N application rate was determined by the 
percentage of the average monthly precipitation over the previous 
5 years relative to the total annual precipitation (0.51, 1.17, 1.13, 2.82, 
6.36, 18.25, 27.32, 13.04, 15.33, 6.91, 5.79, and 1.37% from January to 
December, respectively). These experiments were conducted using a 
randomized complete block design (Figure 1), with four replicates for 
each treatment. Each plot had an area of 7 m × 7 m, with 1 m spacing 
between plots.

2.3 13C marker

In the peak season of vegetative growth during August 2021, an 
open space with flat terrain and uniform vegetation was selected in 
the experimental area. Six sample areas of 0.5 m (length) × 0.5 m 
(width) were established; three were used for 13C-pulse isotope 
labeling (labeled area) and three were used to calculate 13C natural 
abundance (unlabeled area). The minimum distance between sample 

areas was 2 m to limit interference by other factors related to pulse 
labeling. The dimensions of each labeling chamber were 
0.5 m × 0.5 m × 0.5 m (L × W × H). The chamber was placed on the soil 
surface and sealed. Each chamber was equipped with an infrared gas 
analyzer to monitor the CO2 concentration. An air pump and an 
absorption bottle with NaOH were installed above the chamber to 
absorb CO2 in the atmosphere, and two mini fans were installed in the 
chamber. For each injection of 13CO2 (13C atomic abundance 99%), an 
electric fan was used to achieve thorough mixing, such that the CO2 
concentration in the chamber remained in the range of 400–420 ppm. 
The labeling time was 8:00–17:00. After labeling had been completed, 
the labeling chamber was removed.

S. breviflora, a representative plant in desert steppes that 
constitutes ~65.11% of the total biomass, was collected from labeled 
and unlabeled areas. The aboveground part of the plant (beginning at 
1 cm above the soil surface) was harvested, placed in a mesh bag, and 
transported to the laboratory. The collected samples were divided into 
two parts. One part was lyophilized and ground into powder; the δ13C 
values of 13C labeled and unlabeled plant samples were determined 
using an element analyzer connected to an isotope ratio mass 
spectrometer. The other part of the labeled plant material was used as 
a 13C-labeled substrate (i.e., 13C-labeled litter) in the culture 
experiments. The δ13C value of 13C-labeled litter was 431.09‰; the 
δ13C value of unlabeled litter was −24.90‰.

2.4 13C-labeled litter decomposition test

The 0–10 cm soil samples were collected from 12 plots of N 
deposition, corresponding to four replicates for each of the three 
treatment types (N0, N30, and N50). For each treatment, soil 
samples were collected using the “five-point method,” and the four 
replicate samples for each N treatment type were thoroughly mixed. 
The soil samples were packed in glass bottles, each containing a dry 
weight of 400.00 g of soil. 13C-labeled litter (1.00 g) was added to 
each bottle; 1.00 g of unlabeled litter was added to the control. 
Deionized water was then added to the glass bottle until the soil 
moisture reached 40% of the field capacity. Destructive samples 
were collected at 0 (0 W), 1 (1 W), 2 (2 W), 4 (4 W), and 8 (8 W) 
weeks of culture.

2.5 DNA preparation and SIP gradient 
fractionation

Total DNA was extracted from each 0.5 g soil sample using a 
FastDNA spin kit for soil (MP Biomedicals, Cleveland, OH, 
United States), and DNA concentrations were determined using a 
NanoDrop ND-2000 ultraviolet-visible light spectrophotometer 
(NanoDrop Technologies, Wilmington, DE, United States). Genomic 
DNA (3 μg) was added to cesium chloride (CsCl) solution (buoyant 
density, 1.71 g mL−1) in an ultracentrifuge tube. An OptimaXPN-100 
ultracentrifuge was then used to centrifuge each mixture at 45,000 rpm 
for 48 h. After centrifugation, the DNA was divided into 16 layers 
(approximately 290 μL per layer). The buoyant density of CsCl was 
measured for each layer. The fractionated DNA was precipitated with 
polyethylene glycol 6,000, washed twice with 70% ethanol, and 
re-dissolved in 30 μL of sterilized ultrapure water (Wang J. et al., 2020).

FIGURE 1

Experimental design. N0, control treatment; N30, N addition 
treatment (30  kg  ha−1 year−1); N50, N addition treatment 
(50  kg  ha−1 year−1).
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2.6 Real-time quantitative polymerase 
chain reaction

Bacterial 16S rRNA and fungal internal transcribed spacer (ITS) 
rRNA were analyzed via quantitative polymerase chain reaction 
(qPCR) on a Light-Cycler Roche 480 (Roche Molecular Systems, 
Pleasanton, CA, United States). Each 20 μL reaction contained 10 μL 
of 2× GoTaq® qPCR Master Mix (Promega Biotech Co., Ltd., Beijing, 
China), 2 μL of DNA sample, 0.4 μL of each primer (10 mM), and 
7.2 μL of DNA-free water. Purified amplicons were pooled in 
equimolar amounts and subjected to paired-end sequencing on an 
Illumina MiSeq PE300/NovaSeq PE250 platform (Illumina, San 
Diego, CA, United States), in accordance with standard protocols 
established by Majorbio Bio-Pharm Technology Co., Ltd. (Shanghai, 
China). Sequence data related to this study have been deposited in the 
National Center for Biotechnology Information (NCBI) database 
(Accession number: PRJNA1015017).

2.7 Shotgun metagenomic sequencing and 
analysis

Total genomic DNA (i.e., unstratified genomic DNA) was 
extracted from 0 W (initial time) soil samples using the E.Z.N.A.® Soil 
DNA Kit (Omega Bio-tek, Norcross, GA, United States). This analysis 
was conducted via paired-end sequencing on an Illumina MiSeq 
PE300/NovaSeq PE250 platform (Illumina), in accordance with the 
standard protocols established by Majorbio Bio-Pharm Technology 
Co., Ltd. (Shanghai, China). Sequence data related to this study have 
been deposited in the NCBI database (Accession number: 
PRJNA979949).

3 Results

3.1 Bacterial and fungal DNA stratification 
analysis

Sixteen gradient fractions of DNA (buoyant density, 1.6643–
1.7638 g mL−1) from labeled (13C-litter) and unlabeled (12C-litter) 
samples were assayed by qPCR to determine the abundances of 
bacterial 16S and fungal ITS genes. In each N treatment, bacterial 
DNA from 12C-litter was enriched in the light fraction with a buoyant 
density of 1.7058–1.7061 g mL−1, whereas bacterial DNA from 13C-
litter was enriched in the heavy fraction with a buoyant density of 
1.7100–1.7189 g mL−1 (Figure 2, Ba). Bacterial DNA in heavy fractions 
(fractions, 8–9) from the 12C and 13C-litter microcosms was used for 
high-throughput sequencing. Fungal DNA from 12C-litter was 
enriched in the light fraction with a buoyant density of 1.7003–
1.7048 g mL−1, whereas fungal DNA from 13C-litter was enriched in 
the heavy fraction with a buoyant density of 1.6995–1.7073 g mL−1 
(Figure 2, Fu). Fungal DNA in heavy fractions (fractions 8–10) from 
the 12C and 13C-litter microcosms was used for high-throughput 
sequencing. Pairwise comparisons of bacterial and fungal samples in 
heavy fractions from labeled and unlabeled samples revealed 
significant differences along the first two principal coordinates 
[principal coordinates analysis (PCoA); Supplementary Figure S1], 

confirming successful labeling of the target microorganisms during 
incubation with 13C-litter. Therefore, we regarded microorganisms 
distributed in heavy fractions from 13C-litter microcosms as 
13C-assimilating taxa.

3.2 13C-assimilating bacterial and fungal 
community structure and diversity

Long-term N addition influenced 13C-labeled bacterial and fungal 
community structures and led to their convergence (PCoA; Figure 3). 
PERMANOVA analysis showed that the bacterial community 
structure significantly differed between N treatments at 1 W and 8 W 
(p < 0.05); the fungal community structure significantly differed 
among N treatments at 2 W, 4 W, and 8 W (p < 0.05). During litter 
decomposition, there were no significant differences in bacterial and 
fungal community diversity among N treatments (p > 0.05; 
Supplementary Figure S2). Decomposition increased bacterial and 
fungal community richness at 8 W (Chao1, Sobs), compared with the 
levels at 0 W (0 W, p < 0.05).

Bacteria in the Actinomycetota (28.85–62.99%) dominated the 
heavy DNA fractions from 1 W–8 W of 13C-litter decomposition 
(Figure  4 Ba), followed by Pseudomonadota (12.56–32.87%), 
Chloroflexota (5.11–10.37%), Gemmatimonadota (3.45–10.81%), and 
Acidobacteriota (1.27–5.06%). The relative abundances of 
Actinomycetota in N0 and N30 treatments decreased from 0 W to 2 W 
and showed an increasing trend from 2 W to 8 W. In the N50 
treatment, the lowest relative abundance of Actinomycetota appeared 
at 1 W. Fungi in the Ascomycota (91.76–94.64%) dominated the heavy 
DNA fractions at 8 W of 13C-litter decomposition (Figure  4 Fu). 
Notably, Ascomycota (67.27–83.18%) was the most abundant phylum 
at 0 W, implying that most Ascomycota fungi are not involved in 
litter decomposition.

Additionally, linear discriminant analysis effect size (LEfSe) 
analysis identified 122 genera with significantly different abundances 
among the N0, N30, and N50 treatments (p < 0.05 and LDA 
score > 2.0, Figure  5A). Only two genera exhibited significantly 
different abundances among N0, N30, and N50 treatments at 
0 W. However, at 1 W of 13C-litter decomposition, compared with the 
N0 treatment, there were more species with significant differences in 
N30 and N50 treatments, mainly from Actinomycetota and 
Pseudomonadota (Supplementary Table S1). Specifically, Georgenia, 
unclassified_f_Geodermatophilaceae, and Promicromonospora were 
significantly enriched in the N50 treatment. At 2 W of decomposition, 
the presence of fungi differed significantly between N treatments in 
terms of species, which were mainly from the Ascomycota. The N30 
treatment primarily involved Trichoderma, Preussia, and unclassifie
d_o__Chaetothyriales, whereas the N50 treatment mainly comprised 
Penicillium, Gibberella, and unclassified_o__Sordariales 
(Supplementary Table S1). At 2 W of decomposition, bacteria with 
significantly increased relative abundances in the N30 and N50 
treatments compared with the N0 treatment were mainly in the 
Actinomycetota and Pseudomonadota phyla. The N30 treatment 
primarily involved Massilia, Skermanella, and Acidibacter, whereas 
the N50 treatment mainly comprised unclassified_o__Frankiales, 
Devosia, and Ellin6067. JCM_18997 within the Actinomycetota was 
significantly more abundant in the N50 treatment than in the other 
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two treatments at 2 W and 4 W of litter decomposition. At 8 W of 
13C-litter decomposition, Pseudorobillarda, Wojnowiciella, and 
Luteibacter exhibited the highest abundances in the N50 treatment; 
they were absent during the initial decomposition phase (0 W) in all 
N treatments.

LEfSe analysis identified 72 genera with significantly different 
abundances at 0 W, 1 W, 2 W, 4 W, and 8 W among the three treatments 
(p < 0.05 and LDA score > 2.0, Figure 5B). More microorganisms were 
involved in litter decomposition with increased N addition, 
emphasizing the need for N addition to promote litter decomposition 
in desert steppes. To confirm that N deposition increased the relative 
abundances of these microorganisms, we conducted metagenomic 
analysis in the field to verify changes in the relative abundances of 
these microorganisms and identify their specific roles.

3.3 Metagenomes analysis

Metagenomic analysis was performed on each treated soil sample 
before the DNA-SIP experiment (i.e., at 0 W). Compared with the 
DNA-SIP experiment, 95 genera were identified in the metagenomic 
analysis, and the effects of N addition were identical to effects in the 
DNA-SIP experiment (Supplementary Table S2). The functional genes 
of 95 genera were selected to establish a subgene set. Because the litter-
degrading capacities of microbial consortia are closely related to genes 
encoding carbohydrate-active enzymes (CAZy), metagenomic data 
were annotated using the CAZy database. LEfSe analysis identified 14 
functional genes with significantly different abundances among the 
N0, N30, and N50 treatments (p < 0.05 and LDA score >2.0) (Figure 6). 
N30 treatment significantly increased the abundance of genes in the 

FIGURE 2

Relative abundances of bacterial (Ba) and fungal (Fu) DNA based on CsCl buoyant density values. N0, control treatment; N30, N addition treatment 
(30  kg  ha−1 year−1); N50, N addition treatment (50  kg  ha−1 year−1); 12C, control (litter decomposition at 0  weeks); 13C, 13C-litter; 1  W, 2  W, 4  W, and 8  W, litter 
decomposition at 1, 2, 4, and 8  weeks, respectively. Normalized data show the ratio of the gene copy number in each DNA gradient fraction to the 
highest abundance from each treatment. Whiskers denote the standard error of the mean (n  =  3).
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glycoside hydrolase (GH) family (GH13_3, GH46, GH5_7); N50 
treatment significantly increased the abundance of genes in the GH 
family (GH15, GH94, GH6, GH114) and the abundances of genes in 
the carbohydrate-binding module (CBM, CBM22) and glycoside 
transferase (GT, GT46) families. GH family genes were mainly derived 
from Actinomycetota and Pseudomonadota (Supplementary Table S3). 
CBM family genes were mainly derived from Actinomycetota. GT 
family genes were mainly derived from Pseudomonadota. Thus, N 
deposition may enhance litter decomposition in desert steppes by 
promoting the GH pathway.

Compared with N0 and N30 treatments, the N50 treatment also 
increased the abundances of genes related to the C cycle, such as the 
pentose phosphate pathway, citrate cycle (tricarboxylic acid cycle), C 
fixation pathways in prokaryotes, glycolysis (gluconeogenesis), starch 
and sucrose metabolism, glyoxylate and dicarboxylate metabolism, 
and inositol phosphate metabolism (Figure 7). Additionally, the data 

showed higher relative abundances of N cycle genes (N metabolism) 
in the N50 treatment, compared with the N30 and N0 treatments 
(Figure 7). The N50 treatment resulted in higher relative abundances 
of genes related to amino acid metabolism (except tryptophan 
metabolism) and glycan biosynthesis and metabolism (except 
N-glycan biosynthesis), compared with the N30 and N0 treatments 
(Figure  7). These results indicate that continuous N addition 
stimulates the enrichment of soil microbial genes related to N and C 
fixation, thereby facilitating litter decomposition and soil 
C accumulation.

4 Discussion

Soil bacteria and fungi participate in the transformation and 
stabilization of plant litter-derived C (Liang et al., 2017; Guo et al., 

FIGURE 3

Principal coordinates analysis of 13C-labeled bacterial communities (Ba) and fungal communities (Fu) involved in litter decomposition based on 
operational taxonomic unit levels determined by abundance-based Jaccard distance. N0, control treatment; N30, N addition treatment 
(30  kg  ha−1 year−1); N50, N addition treatment (50  kg  ha−1 year−1); 12C, control (litter decomposition at 0  weeks); 13C, 13C-litter; 1  W, 2  W, 4  W, and 8  W, litter 
decomposition at 1, 2, 4, and 8  weeks, respectively.

FIGURE 4

Bubble chart of relative abundances of 13C-assimilating bacteria and fungi (Phylum). Bacterial (Ba) and fungal (Fu) community composition represented 
by the most abundant phylum (top 10) in the heavy DNA fractions from the 13C-litter decomposition experiment. C, carbon; N, nitrogen; N0, control 
treatment; N30, N addition treatment (30  kg  ha−1 year−1); N50, N addition treatment (50  kg  ha−1 year−1); 12C, control (litter decomposition at 0  weeks); 13C, 
13C-litter; 1  W, 2  W, 4  W, and 8  W, litter decomposition at 1, 2, 4, and 8  weeks, respectively.
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2022). In the present study, after 1 W of 13C-litter incubation, there 
were significant differences in bacterial community composition 
among N treatments (Figure 3). Bacteria may show high affinity to 
available organic substrates, especially polysaccharides, which 
decompose first in the early stage of litter decomposition; thus, 
bacterial abundances differed first among N treatments (Romaní et al., 
2006; Müller et al., 2017). From 2 W to 4 W of 13C-litter incubation, 
there were significant differences in fungi community composition 
among N treatments (Figure 3). Eukaryotic fungal cells are larger and 
more complex than prokaryotic bacterial cells, with a smaller surface 
area-to-volume ratio (Moore et  al., 2005; Müller et  al., 2017). 
Therefore, a longer duration of measurement is needed to determine 
13C enrichment and turnover in fungi. Analysis of decomposition at 
2 W and 4 W showed that bacterial β-diversity did not significantly 
differ among N treatments. After 8 W of decomposition, there were 
significant differences in bacterial and fungal communities among N 
treatments. The consensus view is that fungi primarily decompose 
high-molecular and/or lignified compounds, whereas bacteria 
subsequently decompose polysaccharides and polymeric compounds 
(Romaní et al., 2006). These processes may explain why there were no 
differences in the bacterial community at 2 W and 4 W, but a difference 
was observed at 8 W of decomposition. At the phylum level, 
Actinomycetota and Ascomycota were predominantly involved in 13C-
litter utilization in desert steppes (Figure  4). Actinomycetota can 
efficiently grow on recalcitrant polymers such as lignocellulose (Adhi 
et al., 1989). They also have stronger decomposition ability in soils 
with relatively poor nutrients because their functional genes promote 

decomposition and more prominent interspecific interactions (Adhi 
et al., 1989; Bao et al., 2021). In most previous studies, fungi from the 
Ascomycota and a few members of Basidiomycota were dominant in 
the early stages of litter decomposition (Zheng et  al., 2021). The 
abundance of Ascomycota fungi gradually decreases during 
decomposition because they are gradually replaced by Basidiomycota 
fungi, especially saprotrophic cord formers (Voříšková and Baldrian, 
2013). This conclusion is universal among desert steppes. Notably, 
Actinomycetota (relative abundance 51.21–61.09%) and Ascomycota 
(relative abundance 65.95–80.91%) were most abundant at 0 W, 
implying that most Actinomycetota and Ascomycota microorganisms 
are not involved in litter decomposition.

At 2 W of 13C-litter decomposition, the relative abundances of 
Gibberella, Mortierella, and Penicillium were significantly higher in the 
N50 treatment than in the N0 and N30 treatments (Figure  5A). 
Mortierella and Penicillium are associated with N cycling (Chen et al., 
2023). In the N50 treatment, the relative abundance of Knufia was 
significantly higher at 1 W compared with the other decomposition 
time points, whereas the relative abundance of Chaetomium was 
significantly higher at 8 W compared with other time points. 
Chaetomium has been confirmed as an important participant in 
organic matter decomposition and a major contributor of microbial-
derived C during litter decomposition (Wang et al., 2023). Although 
some microorganisms were identified as taxa with significantly 
increased relative abundances, those relative abundances were also 
high at 0 W (Supplementary Table S1). Bacteria with these patterns 
included uncultured_f__Gemmatimonadaceae, Asanoa, 

Linear discriminant analysis effect size (LEfSe) analysis showed differentially abundant genera between heavy fractions from the 13C-litter 
decomposition experiment (p  <  0.05 and LDA score >2.0). The negative x-axis represents the fungal community, and its LDA score is regarded as its 
absolute value. The positive x-axis corresponds to the bacterial community. (A) LDA of N treatments. (B) LDA of decomposition time. N0, control 
treatment; N30, N addition treatment (30  kg  ha−1 year−1); N50, N addition treatment (50  kg  ha−1 year−1); 12C, control (litter decomposition at 0  weeks); 13C, 
13C-litter; 1  W, 2  W, 4  W, and 8  W, litter decomposition at 1, 2, 4, and 8  weeks, respectively.

FIGURE 5 (Continued)

FIGURE 6

LEfSe screening of significant differences between CAZy gene families (p  <  0.05 and LDA score >2.0, A). The heat maps show the relative abundances 
(normalized data) of CAZy gene families (B). Family annotations of the genes are based on the carbohydrate-active enzyme database (CAZy). GH: 
glycoside hydrolase, GT: glycosyltransferase, CBM: carbohydrate-binding module. N0, control treatment; N30, N addition treatment (30  kg  ha−1 year−1); 
N50, N addition treatment (50  kg  ha−1 year−1).
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unclassified_o__Gaiellales, unclassified_f__JG30-KF-CM45, and 
Gemmatimonas. Fungi with these patterns included Gibberella, 
Mortierella, unclassified_c__Sordariomycetes, unclassified_f__Cerato
basidiaceae, and Alternaria. Moreover, these microorganisms (except 
for Asanoa and Gemmatimonas) were not detected in subsequent 
metagenomic analyses. Further research is needed to determine 
whether these microorganisms are truly involved in the decomposition 
of desert steppe litter. Importantly, most labeled microorganisms 
belong to undescribed taxonomic groups; therefore, further research 
is needed to explore the diversity of litter C microbial utilizers in soils.

Compared with the metagenomic analysis, 95 genera of 
microorganisms appeared in both analyses (Supplementary Table S2). 
Several genera, such as Lysobacter (Luo et al., 2017), Cellulomonas, 
Dactylosporangium (Gao et al., 2022), Altererythrobacter (Na et al., 
2019) and Massilia (Liu et al., 2021), had putative contributions to 
organic matter degradation in the current study. For example, 
Lysobacter, a member of Pseudomonadota, was identified as a common 
organic matter utilizer and is known to possess strong cellulolytic 
ability for breaking down biomacromolecules (Luo et al., 2017; Fu 
et al., 2022). Massilia may have the ability to produce chitinase (Liu 
et  al., 2021). Both Lysobacter and Altererythrobacter are resource-
limited populations; their abundances can be  increased by 
environmental improvement (Xu et al., 2018; Na et al., 2019). Some 
studies have shown that shifts in the relative abundance of 
Altererythrobacter exhibited a unimodal relationship with the rate of 
N addition (Huang J. et al., 2021). Furthermore, some microorganisms 
possess cellulose degradation ability, such as Luteimonas, Lysobacter, 
and Promicromonospora. For example, Luteimonas produces cellulase 
and hemicellulase, accelerating cellulose decomposition (He et al., 

2022). Promicromonospora can decompose cellulose, cellobiose, xylan, 
or lignocellulosic materials in soil (Yang et al., 2022). Bradyrhizobium 
promotes the conversion of non-labile phosphorus (P) to labile P 
forms through microbial immobilization and subsequent 
mineralization. Additionally, Bradyrhizobium harbors an N-fixing 
gene, suggesting that this genus could play an important role in 
coupled N/P cycling in soils with sufficient C (Luo et al., 2017; Huang 
Y. et al., 2021). The abundances of these microorganisms increase with 
N addition (Supplementary Table S2), and they carry functional genes 
in the GH and CBM families (Supplementary Table S3). 
Microorganisms carrying functional GH family genes can produce 
carbohydrate enzymes, which facilitate the hydrolysis of glycosidic 
bonds in complex sugars into carbohydrates. However, our results 
showed that N addition significantly increased genes in the GH family 
(GH15, GH94, GH6, GH114) and genes in the CBM (CBM, CBM22) 
and GT (GT, GT46) families (Figure 6B). This also represents one 
pathway through which N deposition promotes litter decomposition 
in desert steppes. A similar conclusion can be derived from the KEGG 
results, where both C cycle and glycan biosynthesis and metabolism 
functions were enhanced in the N50 treatment (Figure 7).

Several genera, such as unclassified_f__Gemmatimonadaceae, 
Microlunatus, Mesorhizobium, Steroidobacter, Nitrospira, Georgenia, 
Ramlibacter, Brachybacterium, and Arenimonas, had putative 
contributions to the N cycle. The abundances of genes related to N 
cycling and amino acid metabolism increased in the N50 treatment 
(Figure  7). These increases mainly occurred because of increased 
abundances of these microorganisms, which also provide a source of 
N for litter decomposition in desert steppes. Desert steppe soils 
contain diverse N cycles bacteria such as Gemmatimonadaceae (Ni 

FIGURE 7

Abundances of C and N cycle-related functional genes based on the KEGG database (normalized data). KEGG, Kyoto Encyclopedia of Genes and 
Genomes. N0, control treatment; N30, N addition treatment (30  kg  ha−1 year−1); N50, N addition treatment (50  kg  ha−1 year−1).
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et al., 2023), Mesorhizobium (Zhang et al., 2023), Steroidobacter (Zhao 
et al., 2022), Georgenia (Zhou et al., 2019), Arenimonas (Zhang et al., 
2020). They are also the major group involved in the decomposition 
of desert steppe litter, and they carry GH family genes (e.g., GH6, 
GH15, GH23, GH94, and GH114). Notably, N deposition increased 
the abundances of these microorganisms (Supplementary Table S2), 
which is the primary reason for the highest abundance of GH family 
genes in the N50 treatment (Figure 6B). This result is consistent with 
previous research findings that N deposition can increase the 
abundances of N cycles bacteria in desert steppe soils (Zhou et al., 
2019). N cycles bacteria must consume large amounts of C during 
nitrification and denitrification processes, which may explain why N 
deposition promotes litter decomposition in desert steppes.

5 Conclusion

In this study, the effects of N deposition on microbial species 
involved in litter decomposition in desert steppes were investigated 
using DNA-SIP in combination with high-throughput sequencing 
techniques. Metagenomic technology was used to conduct a 
preliminary exploration of microbial mechanisms underlying the 
impact of N deposition on litter decomposition in desert steppes. The 
current study showed that: (1) Actinomycetota, Pseudomonadota, and 
Ascomycota are mainly involved in litter decomposition in desert 
steppes; (2) N deposition (50 kg ha−1 year−1) significantly increased the 
relative abundance of some microorganisms involved in the 
decomposition process; and (3) N deposition may promote litter 
decomposition in desert steppes by increasing the abundances of N 
cycles bacteria (usually carrying GH family functional genes). These 
findings contribute to a deeper understanding of the C assimilation 
mechanisms associated with litter residue production, emphasizing 
the importance of extensive C utilization.

Data availability statement

The datasets presented in this study can be  found in online 
repositories. The names of the repository/repositories and accession 
number(s) can be found below: PRJNA1015017 and PRJNA979949.

Author contributions

HY: Data curation, Formal analysis, Writing – original draft. NT: 
Data curation, Writing – original draft. ZW: Data curation, Writing 

– original draft. SH: Data curation, Writing – original draft. YZ: 
Formal analysis, Writing – original draft. MY: Formal analysis, 
Writing – original draft. MH: Conceptualization, Funding acquisition, 
Writing – review & editing.

Funding

The author(s) declare that financial support was received for the 
research, authorship, and/or publication of this article. This work was 
supported by the National Natural Science Foundation of China (Nos. 
31860136 and 31560156), the Basic Scientific Research Service Fee 
Project of Colleges and Universities directly under the Inner Mongolia 
Autonomous Region, and the Inner Mongolia Autonomous Region 
Graduate Scientific Research Innovation Project (No. B20210158Z).

Acknowledgments

The authors thank the Siziwang Research Station of Inner 
Mongolia Academy of Agricultural & Animal Husbandry Sciences for 
providing access to the study site.

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.2024.1353629/
full#supplementary-material

References
Adhi, T. P., Korus, R. A., and Crawford, D. L. (1989). Production of major extracellular 

enzymes during lignocellulose degradation by two streptomycetes in agitated submerged 
culture. Appl. Environ. Microbiol. 55, 1165–1168. doi: 10.1128/AEM.55.5.1165-1168.1989

Algora Gallardo, C., Baldrian, P., and López-Mondéjar, R. (2021). Litter-inhabiting 
fungi show high level of specialization towards biopolymers composing plant and fungal 
biomass. Biol. Fertil. Soils 57, 77–88. doi: 10.1007/s00374-020-01507-3

Bao, Y., Dolfing, J., Guo, Z., Chen, R., Wu, M., Li, Z., et al. (2021). Important 
ecophysiological roles of non-dominant Actinobacteria in plant residue decomposition, 
especially in less fertile soils. Microbiome 9:84. doi: 10.1186/s40168-021-01032-x

Barel, J. M., Kuyper, T. W., Paul, J., Boer, W., Cornelissen, J. H. C., and De Deyn, G. B. 
(2019). Winter cover crop legacy effects on litter decomposition act through litter quality 
and microbial community changes. J. Appl. Ecol. 56, 132–143. doi: 
10.1111/1365-2664.13261

Błońska, E., Piaszczyk, W., Staszel, K., and Lasota, J. (2021). Enzymatic activity of soils 
and soil organic matter stabilization as an effect of components released from the 
decomposition of litter. Appl. Soil Ecol. 157:103723. doi: 10.1016/j.apsoil.2020.103723

Chen, Y., and Murrell, J. C. (2010). When metagenomics meets stable-isotope probing: 
progress and perspectives. Trends Microbiol. 18, 157–163. doi: 10.1016/j.tim.2010.02.002

https://doi.org/10.3389/fmicb.2024.1353629
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2024.1353629/full#supplementary-material
https://doi.org/10.1128/AEM.55.5.1165-1168.1989
https://doi.org/10.1007/s00374-020-01507-3
https://doi.org/10.1186/s40168-021-01032-x
https://doi.org/10.1111/1365-2664.13261
https://doi.org/10.1016/j.apsoil.2020.103723
https://doi.org/10.1016/j.tim.2010.02.002


Ye et al. 10.3389/fmicb.2024.1353629

Frontiers in Microbiology 11 frontiersin.org

Chen, M., Xu, J., Li, Z., Li, D., Wang, Q., Zhou, Y., et al. (2023). Long-term nitrogen 
fertilization-induced enhancements of acid hydrolyzable nitrogen are mainly regulated 
by the most vital microbial taxa of keystone species and enzyme activities. Sci. Total 
Environ. 874:162463. doi: 10.1016/j.scitotenv.2023.162463

Dong, X., Gao, P., Zhou, R., Li, C., Dun, X., and Niu, X. (2021). Changing 
characteristics and influencing factors of the soil microbial community during litter 
decomposition in a mixed Quercus acutissima Carruth. and Robinia pseudoacacia L. 
forest in northern China. Catena 196:104811. doi: 10.1016/j.catena.2020.104811

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., Lauber, C. L., Ramirez, K. S., Zaneveld, J., Bradford, M. A., and Knight, R. 
(2012). Comparative metagenomic, phylogenetic and physiological analyses of soil 
microbial communities across nitrogen gradients. ISME J. 6, 1007–1017. doi: 10.1038/
ismej.2011.159

Finn, D., Page, K., Catton, K., Strounina, E., Kienzle, M., Robertson, F., et al. (2015). 
Effect of added nitrogen on plant litter decomposition depends on initial soil carbon and 
nitrogen stoichiometry. Soil Biol. Biochem. 91, 160–168. doi: 10.1016/j.
soilbio.2015.09.001

Frouz, J. (2018). Effects of soil macro-and mesofauna on litter decomposition and soil 
organic matter stabilization. Geoderma 332, 161–172. doi: 10.1016/j.geoderma.2017.08.039

Fu, Y., Luo, Y., Tang, C., Li, Y., Guggenberger, G., and Xu, J. (2022). Succession of the 
soil bacterial community as resource utilization shifts from plant residues to 
rhizodeposits. Soil Biol. Biochem. 173:108785. doi: 10.1016/j.soilbio.2022.108785

Gao, D., An, D., Liu, J., Shi, J., Zhou, X., and Wu, F. (2022). Wheat cover crop alters 
soil microbial community and increases cucumber yield under different potassium 
regimes. Eur. J. Agron. 139:126567. doi: 10.1016/j.eja.2022.126567

Guo, T., Zhang, Q., Song, D., Ai, C., Zhang, S., Yue, K., et al. (2022). Varying microbial 
utilization of straw-derived carbon with different long-term fertilization regimes 
explored by DNA stable-isotope probing. Eur. J. Soil Biol. 108:103379. doi: 10.1016/j.
ejsobi.2021.103379

He, Y., Liu, D., He, X., Wang, Y., Liu, J., Shi, X., et al. (2022). Characteristics of bacterial 
and fungal communities and their impact during cow manure and agroforestry biowaste 
co-composting. J. Environ. Manag. 324:116377. doi: 10.1016/j.jenvman.2022.116377

Hoorens, B., Aerts, R., and Stroetenga, M. (2003). Does initial litter chemistry explain 
litter mixture effects on decomposition? Oecologia 137, 578–586. doi: 10.1007/
s00442-003-1365-6

Huang, Y., Dai, Z., Lin, J., Li, D., Ye, H., Dahlgren, R. A., et al. (2021). Labile carbon 
facilitated phosphorus solubilization as regulated by bacterial and fungal communities 
in Zea mays. Soil Biol. Biochem. 163:108465. doi: 10.1016/j.soilbio.2021.108465

Huang, J., Xu, Y., Yu, H., Zhu, W., Wang, P., Wang, B., et al. (2021). Soil prokaryotic 
community shows no response to 2 years of simulated nitrogen deposition in an arid 
ecosystem in northwestern China. Environ. Microbiol. 23, 1222–1237. doi: 
10.1111/1462-2920.15364

Jia, M., Gao, Z., Gu, H., Zhao, C., Liu, M., Liu, F., et al. (2021). Effects of precipitation 
change and nitrogen addition on the composition, diversity, and molecular ecological 
network of soil bacterial communities in a desert steppe. PLoS One 16:e0248194. doi: 
10.1371/journal.pone.0248194

Li, Y. (ed.) (2022). Dry atmospheric deposition of nitrogen into Inner Mongolia. Hohhot: 
Inner Mongolia Agricultural University.

Liang, C., Schimel, J. P., and Jastrow, J. D. (2017). The importance of anabolism in 
microbial control over soil carbon storage. Nat. Microbiol. 2:17105. doi: 10.1038/
nmicrobiol.2017.105

Liu, X., Hannula, S. E., Li, X., Hundscheid, M. P. J., Klein Gunnewiek, P. J. A., 
Clocchiatti, A., et al. (2021). Decomposing cover crops modify root-associated 
microbiome composition and disease tolerance of cash crop seedlings. Soil Biol. 
Biochem. 160:108343. doi: 10.1016/j.soilbio.2021.108343

Liu, X., Zhang, Y., Han, W., Tang, A., Shen, J., Cui, Z., et al. (2013). Enhanced nitrogen 
deposition over China. Nature 494, 459–462. doi: 10.1038/nature11917

Luo, G., Ling, N., Nannipieri, P., Chen, H., Raza, W., Wang, M., et al. (2017). Long-
term fertilisation regimes affect the composition of the alkaline phosphomonoesterase 
encoding microbial community of a vertisol and its derivative soil fractions. Biol. Fertil. 
Soils 53, 375–388. doi: 10.1007/s00374-017-1183-3

Ma, Q., Li, Y., Zhu, Y., Liu, X., Yu, H., Li, L., et al. (2022). Precipitation variations, 
rather than N deposition, determine plant ecophysiological traits in a desert steppe in 
northern China. Ecol. Indic. 141:109144. doi: 10.1016/j.ecolind.2022.109144

Maaroufi, N. I., Nordin, A., Palmqvist, K., and Gundale, M. J. (2017). Nitrogen 
enrichment impacts on boreal litter decomposition are driven by changes in soil 
microbiota rather than litter quality. Sci. Rep. 7:4083. doi: 10.1038/s41598-017-04523-w

Miao, Y., Lin, Y., Chen, Z., Zheng, H., Niu, Y., Kuzyakov, Y., et al. (2022). Fungal key 
players of cellulose utilization: microbial networks in aggregates of long-term fertilized 
soils disentangled using 13C-DNA-stable isotope probing. Sci. Total Environ. 832:155051. 
doi: 10.1016/j.scitotenv.2022.155051

Moore, J. C., McCann, K., and De Ruiter, P. C. (2005). Modeling trophic pathways, 
nutrient cycling, and dynamic stability in soils. Pedobiologia 49, 499–510. doi: 10.1016/j.
pedobi.2005.05.008

Müller, K., Marhan, S., Kandeler, E., and Poll, C. (2017). Carbon flow from litter 
through soil microorganisms: from incorporation rates to mean residence times in 
bacteria and fungi. Soil Biol. Biochem. 115, 187–196. doi: 10.1016/j.
soilbio.2017.08.017

Na, X., Yu, H., Wang, P., Zhu, W., Niu, Y., and Huang, J. (2019). Vegetation biomass 
and soil moisture coregulate bacterial community succession under altered precipitation 
regimes in a desert steppe in northwestern China. Soil Biol. Biochem. 136:107520. doi: 
10.1016/j.soilbio.2019.107520

Ni, R., Wang, Y., Lei, Y., and Song, L. (2023). Response of denitrification 
microbiome to the nitrogen flux in Three Gorges Reservoir (TGR) sediments during 
two seasonal water fluctuation events. Environ. Res. 237:117025. doi: 10.1016/j.
envres.2023.117025

Pietsch, K. A., Ogle, K., Cornelissen, J. H. C., Cornwell, W. K., Bönisch, G., 
Craine, J. M., et al. (2014). Global relationship of wood and leaf litter decomposability: 
the role of functional traits within and across plant organs. Glob. Ecol. Biogeogr. 23, 
1046–1057. doi: 10.1111/geb.12172

Pioli, S., Sarneel, J., Thomas, H. J. D., Domene, X., Andrés, P., Hefting, M., et al. (2020). 
Linking plant litter microbial diversity to microhabitat conditions, environmental 
gradients and litter mass loss: insights from a European study using standard litter bags. 
Soil Biol. Biochem. 144:107778. doi: 10.1016/j.soilbio.2020.107778

Qiu, X., Hou, J., Guo, N., Wang, Z., and Wang, C. (2022). Seasonal variations and 
influencing factors of gross nitrification rate in desert steppe soil. Sustain. For. 14:4787. 
doi: 10.3390/su14084787

Romaní, A. M., Fischer, H., Mille-Lindblom, C., and Tranvik, L. J. (2006). 
Interactions of bacteria and fungi on decomposing litter: differential extracellular 
enzyme activities. Ecology 87, 2559–2569. doi: 10.1890/0012-9658(2006)87[2559:IO
BAFO]2.0.CO;2

Song, Y., Song, C., Meng, H., Swarzenski, C. M., Wang, X., and Tan, W. (2017). 
Nitrogen additions affect litter quality and soil biochemical properties in a peatland of 
Northeast China. Ecol. Eng. 100, 175–185. doi: 10.1016/j.ecoleng.2016.12.025

Urbanová, M., Šnajdr, J., and Baldrian, P. (2015). Composition of fungal and bacterial 
communities in forest litter and soil is largely determined by dominant trees. Soil Biol. 
Biochem. 84, 53–64. doi: 10.1016/j.soilbio.2015.02.011

Voříšková, J., and Baldrian, P. (2013). Fungal community on decomposing leaf litter 
undergoes rapid successional changes. ISME J. 7, 477–486. doi: 10.1038/ismej.2012.116

Wang, X., Liang, C., Mao, J., Jiang, Y., Bian, Q., Liang, Y., et al. (2023). Microbial 
keystone taxa drive succession of plant residue chemistry. ISME J. 17, 748–757. doi: 
10.1038/s41396-023-01384-2

Wang, Z., Lv, S., Han, G., Wang, Z., Li, Z., Ren, H., et al. (2022). Heavy grazing reduced 
the spatial heterogeneity of Artemisia frigida in desert steppe. BMC Plant Biol. 22:337. 
doi: 10.1186/s12870-022-03712-8

Wang, H., Ta, N., Jin, K., Ji, B., Schellenberg, M. P., Wei, Z., et al. (2020). Interactive 
effects of nitrogen fertilizer and altered precipitation on fungal communities in arid 
grasslands of northern China. J. Soils Sediments 20, 1344–1356. doi: 10.1007/
s11368-019-02512-2

Wang, W., Zhang, Q., Sun, X., Chen, D., Insam, H., Koide, R. T., et al. (2020). Effects 
of mixed-species litter on bacterial and fungal lignocellulose degradation functions 
during litter decomposition. Soil Biol. Biochem. 141:107690. doi: 10.1016/j.
soilbio.2019.107690

Wang, J., Zhang, X., and Yao, H. (2020). Optimizing ultracentrifugation conditions 
for DNA-based stable isotope probing (DNA-SIP). J. Hazard. Mater. 173:105938. doi: 
10.1016/j.mimet.2020.105938

Wardle, D. A., Bardgett, R. D., Klironomos, J. N., Setälä, H., van der Putten, W. H., and 
Wall, D. H. (2004). Ecological linkages between aboveground and belowground biota. 
Science 304, 1629–1633. doi: 10.1126/science.304.5677.1613

Xu, Q., Dai, R., Ruan, Y., Rensing, C., Liu, M., Guo, S., et al. (2018). Probing active 
microbes involved in Bt-containing rice straw decomposition. Appl. Microbiol. 
Biotechnol. 102, 10273–10284. doi: 10.1007/s00253-018-9394-6

Yang, Y., Li, G., Min, K., Liu, T., Li, C., Xu, J., et al. (2022). The potential role of 
fertilizer-derived exogenous bacteria on soil bacterial community assemblage and 
network formation. Chemosphere 287:132338. doi: 10.1016/j.
chemosphere.2021.132338

Ye, H., Hong, M., Liang, Z.-W., Tu, N.-R., Wu, Z.-D., Wang, L.-Q., et al. (2022). Effects 
of precipitation and nitrogen deposition on litter decomposition of two perennial grasses 
in a desert steppe. Acta Ecol. Sin. 42, 2910–2920. doi: 10.5846/stxb202103230769

Yin, R., Liu, Q., Tian, S., Potapov, A., Zhu, B., Yang, K., et al. (2022). Nitrogen 
deposition stimulates decomposition via changes in the structure and function of 
litter food webs. Soil Biol. Biochem. 166:108522. doi: 10.1016/j.soilbio.2021.108522

Yu, G., Jia, Y., He, N., Zhu, J., Chen, Z., Wang, Q., et al. (2019). Stabilization of 
atmospheric nitrogen deposition in China over the past decade. Nat. Geosci. 12, 
424–429. doi: 10.1038/s41561-019-0352-4

Zhang, K. (ed.) (2021). Composition and distribution of bulk nitrogen deposition in 
Inner Mongolia. Hohhot: Inner Mongolia Agricultural University.

Zhang, T., Chen, H. Y. H., and Ruan, H. (2018). Global negative effects of nitrogen 
deposition on soil microbes. ISME J. 12, 1817–1825. doi: 10.1038/s41396-018-0096-y

https://doi.org/10.3389/fmicb.2024.1353629
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1016/j.scitotenv.2023.162463
https://doi.org/10.1016/j.catena.2020.104811
https://doi.org/10.1890/05-1839
https://doi.org/10.1038/ismej.2011.159
https://doi.org/10.1038/ismej.2011.159
https://doi.org/10.1016/j.soilbio.2015.09.001
https://doi.org/10.1016/j.soilbio.2015.09.001
https://doi.org/10.1016/j.geoderma.2017.08.039
https://doi.org/10.1016/j.soilbio.2022.108785
https://doi.org/10.1016/j.eja.2022.126567
https://doi.org/10.1016/j.ejsobi.2021.103379
https://doi.org/10.1016/j.ejsobi.2021.103379
https://doi.org/10.1016/j.jenvman.2022.116377
https://doi.org/10.1007/s00442-003-1365-6
https://doi.org/10.1007/s00442-003-1365-6
https://doi.org/10.1016/j.soilbio.2021.108465
https://doi.org/10.1111/1462-2920.15364
https://doi.org/10.1371/journal.pone.0248194
https://doi.org/10.1038/nmicrobiol.2017.105
https://doi.org/10.1038/nmicrobiol.2017.105
https://doi.org/10.1016/j.soilbio.2021.108343
https://doi.org/10.1038/nature11917
https://doi.org/10.1007/s00374-017-1183-3
https://doi.org/10.1016/j.ecolind.2022.109144
https://doi.org/10.1038/s41598-017-04523-w
https://doi.org/10.1016/j.scitotenv.2022.155051
https://doi.org/10.1016/j.pedobi.2005.05.008
https://doi.org/10.1016/j.pedobi.2005.05.008
https://doi.org/10.1016/j.soilbio.2017.08.017
https://doi.org/10.1016/j.soilbio.2017.08.017
https://doi.org/10.1016/j.soilbio.2019.107520
https://doi.org/10.1016/j.envres.2023.117025
https://doi.org/10.1016/j.envres.2023.117025
https://doi.org/10.1111/geb.12172
https://doi.org/10.1016/j.soilbio.2020.107778
https://doi.org/10.3390/su14084787
https://doi.org/10.1890/0012-9658(2006)87[2559:IOBAFO]2.0.CO;2
https://doi.org/10.1890/0012-9658(2006)87[2559:IOBAFO]2.0.CO;2
https://doi.org/10.1016/j.ecoleng.2016.12.025
https://doi.org/10.1016/j.soilbio.2015.02.011
https://doi.org/10.1038/ismej.2012.116
https://doi.org/10.1038/s41396-023-01384-2
https://doi.org/10.1186/s12870-022-03712-8
https://doi.org/10.1007/s11368-019-02512-2
https://doi.org/10.1007/s11368-019-02512-2
https://doi.org/10.1016/j.soilbio.2019.107690
https://doi.org/10.1016/j.soilbio.2019.107690
https://doi.org/10.1016/j.mimet.2020.105938
https://doi.org/10.1126/science.304.5677.1613
https://doi.org/10.1007/s00253-018-9394-6
https://doi.org/10.1016/j.chemosphere.2021.132338
https://doi.org/10.1016/j.chemosphere.2021.132338
https://doi.org/10.5846/stxb202103230769
https://doi.org/10.1016/j.soilbio.2021.108522
https://doi.org/10.1038/s41561-019-0352-4
https://doi.org/10.1038/s41396-018-0096-y


Ye et al. 10.3389/fmicb.2024.1353629

Frontiers in Microbiology 12 frontiersin.org

Zhang, H., Huang, M., Zhang, W., Gardea-Torresdey, J. L., White, J. C., Ji, R., et al. 
(2020). Silver nanoparticles alter soil microbial community compositions and metabolite 
profiles in unplanted and cucumber-planted soils. Environ. Sci. Technol. 54, 3334–3342. 
doi: 10.1021/acs.est.9b07562

Zhang, D., Yu, H., Yang, Y., Liu, F., Li, M., Huang, J., et al. (2023). Ecological 
interactions and the underlying mechanism of anammox and denitrification across the 
anammox enrichment with eutrophic lake sediments. Microbiome 11:82. doi: 10.1186/
s40168-023-01532-y

Zhao, S., Wang, X., Pan, H., Wang, Y., and Zhu, G. (2022). High N2O reduction 
potential by denitrification in the nearshore site of a riparian zone. Sci. Total Environ. 
813:152458. doi: 10.1016/j.scitotenv.2021.152458

Zheng, H., Yang, T., Bao, Y., He, P., Yang, K., Mei, X., et al. (2021). Network analysis 
and subsequent culturing reveal keystone taxa involved in microbial litter decomposition 
dynamics. Soil Biol. Biochem. 157:108230. doi: 10.1016/j.soilbio.2021.108230

Zhou, G., Qiu, X., Chen, L., Zhang, C., Ma, D., and Zhang, J. (2019). Succession of 
organics metabolic function of bacterial community in response to addition of 
earthworm casts and zeolite in maize straw composting. Bioresour. Technol. 280, 
229–238. doi: 10.1016/j.biortech.2019.02.015

Ziels, R. M., Sousa, D. Z., Stensel, H. D., and Beck, D. A. C. (2018). DNA-SIP based 
genome-centric metagenomics identifies key long-chain fatty acid-degrading 
populations in anaerobic digesters with different feeding frequencies. ISME J. 12, 
112–123. doi: 10.1038/ismej.2017.143

https://doi.org/10.3389/fmicb.2024.1353629
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org
https://doi.org/10.1021/acs.est.9b07562
https://doi.org/10.1186/s40168-023-01532-y
https://doi.org/10.1186/s40168-023-01532-y
https://doi.org/10.1016/j.scitotenv.2021.152458
https://doi.org/10.1016/j.soilbio.2021.108230
https://doi.org/10.1016/j.biortech.2019.02.015
https://doi.org/10.1038/ismej.2017.143

	Identification of bacteria and fungi responsible for litter decomposition in desert steppes via combined DNA stable isotope probing
	1 Introduction
	2 Materials and methods
	2.1 Experimental site
	2.2 Experimental design
	2.3 13C marker
	2.4 13C-labeled litter decomposition test
	2.5 DNA preparation and SIP gradient fractionation
	2.6 Real-time quantitative polymerase chain reaction
	2.7 Shotgun metagenomic sequencing and analysis

	3 Results
	3.1 Bacterial and fungal DNA stratification analysis
	3.2 13C-assimilating bacterial and fungal community structure and diversity
	3.3 Metagenomes analysis

	4 Discussion
	5 Conclusion
	Data availability statement
	Author contributions

	References

