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Abstract
1. Tree roots and their fungal symbionts mediate the response of rhizosphere soil 

organic carbon (SOC) decomposition to climate warming, specifically the tem-
perature sensitivity of soil microbial respiration (Q10), which is a critical parameter 
for projecting the magnitude of terrestrial soil C- climate feedbacks. However, the 
intensity of the rhizosphere effects (RE; rhizosphere soils vs. bulk soils) on Q10 in 
forest soils associated with different mycorrhizal groups and their seasonal dy-
namics are poorly understood.

2. Here, we selected nine tree species associated with either arbuscular mycorrhizal 
(AM) or ectomycorrhizal (EM) fungi in subtropical forests of China and collected 
bulk soil and rhizosphere soil in both the warm and cold seasons to explore the RE 
on Q10, respectively.

3. Our results showed a positive RE on Q10 (ranging from 20.1% to 87.5%) for all tree 
species, independent of the season. For EM tree species, the RE on Q10 was 64.5% 
higher in the warm season and 44.4% higher in the cold season, compared with 
AM tree species. The RE on Q10 of AM and EM tree species was 44.8% and 65.0% 
larger in the warm season than that in the cold season, respectively. Fine root 
traits (including biomass, the carbon- to- nitrogen ratio, and soluble sugar content) 
predominantly controlled the RE on Q10 in AM- dominated forests, whereas the 
RE on soil properties (such as NH4+ and C availability) dominantly governed the RE 
on Q10 in EM- dominated forests. Furthermore, the RE on Q10 was also positively 
correlated with the RE on soil microbial phospholipid fatty acids in both AM-  and 
EM- dominated forests.
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1  |  INTRODUC TION

Soil microbial respiration (Rm) represents the second- largest car-
bon (C) release from soil to the atmosphere (60 Pg C year−1) (Karhu 
et al., 2014), which is increasingly recognized as an important posi-
tive feedback to global warming (Song et al., 2019). The magnitude 
of this positive feedback can be expressed as the temperature sen-
sitivity (Q10), which is the factor by which Rm increases with a 10°C 
rise in temperature (Davidson & Janssens, 2006). Previous studies 
have shown that Q10 of Rm is affected by soil nutrient availability, 
the quality and quantity of soil organic carbon (SOC), and soil mi-
crobial properties (Davidson & Janssens, 2006; Karhu et al., 2014; 
Wang et al., 2018). These factors differ significantly between rhi-
zosphere soil and bulk soil (Finzi et al., 2015). As a key root–soil–
microbe resource exchange microdomain, rhizosphere soil only 
occupies a relatively small percentage of total soil volume but may 
contribute nearly 50% of the total CO2 fluxes released from the ter-
restrial surface (Hopkins et al., 2013). Generally, rhizosphere soils 
have higher C content, nutrient concentrations, and microbial activ-
ity than bulk soils (i.e., root- free soils), and the differences between 
rhizosphere soil and bulk soil are usually referred to as rhizosphere 
effects (RE (%) = (rhizosphere soil − bulk soil) / bulk soil × 100%) (Finzi 
et al., 2015; Phillips & Fahey, 2006). It is important to note that most 
Q10 studies have focused on bulk soils, with rhizosphere soils receiv-
ing less attention (Wang et al., 2018, 2019). Only a limited number 
of studies have reported either negative (Bader & Cheng, 2007) or 
positive (Zhao, Tian, Liu, et al., 2022; Zhu & Cheng, 2011) results 
regarding RE on Q10. This knowledge gap is critical as most C- climate 
models usually apply Q10 values of bulk soil to represent the whole 
soil that includes bulk soil and rhizosphere soil, assuming similar 
Q10 values between rhizosphere soil and bulk soil or disregarding 
rhizosphere soil altogether. Thus, if warming differentially affects 
microbial processes in bulk soil compared with rhizosphere soil, it 
could introduce significant uncertainties in SOC cycling estimates. A 
better understanding of root–soil interactions in forest ecosystems 
under climate warming could enhance our ability to assess and pre-
dict rhizosphere SOC cycling and nutrient dynamics.

Arbuscular mycorrhizal (AM) and ectomycorrhizal fungi 
(EM) form symbioses with most tree species (Genre et al., 2020; 

Tedersoo & Bahram, 2019). AM and EM fungi differ in their nu-
trient acquisition strategies, physiology, and morphology (Phillips 
et al., 2013; Zheng et al., 2023), leading to varied effects on rhi-
zosphere SOC cycling (Han et al., 2020; Phillips & Fahey, 2006; 
Yin et al., 2014). AM fungi have limited saprotrophic capacities 
to mineralize complex organic matter and primarily acquire nutri-
ents from inorganic sources (Duan et al., 2024; Genre et al., 2020). 
Consequently, AM tree species rely more on fine roots for nutri-
ent acquisition, investing more C into developing and maintaining 
fine roots compared with EM tree species (Jevon & Lang, 2022; 
Tedersoo & Bahram, 2019). EM fungi are considered more efficient 
at decomposing organic matter through the production of extra-
cellular hydrolytic and oxidative enzymes (Akroume et al., 2019; 
Lindahl et al., 2021; Maillard et al., 2023). This has been well 
demonstrated for organic nitrogen (N), which EM fungi acquire by 
degrading organic matter, suggesting that C may remain in the soil 
as EM fungi obtain C from their host trees (Lindahl & Tunlid, 2015). 
As a result of C liberation facilitated by the organic nutrient mining 
activities of EM fungi, rhizosphere soils of EM tree species may 
exhibit higher C availability. Empirical studies have shown that EM 
tree species exhibit greater root exudation than AM tree species 
(Yin et al., 2014), which enhances substrate availability and micro-
bial activity, directly stimulating SOC decomposition and the RE 
on Q10 in EM- dominated forests. To date, these differences in the 
RE on Q10 between AM and EM tree species have not been experi-
mentally verified, limiting our comprehensive understanding of the 
tight linkage between mycorrhizal types and the positive feedback 
of rhizosphere SOC decomposition to climate warming.

Seasonal variations affect plant photosynthesis rates, root ex-
udates, and rhizosphere microbial activities, which in return regu-
late RE on Q10. Compared with the cold season, the warm season 
exhibits greater root- derived C inputs to rhizosphere soil (Li, Shi, 
et al., 2021; Xiong et al., 2020), eventually stimulating microbial 
activity and enhancing Rm (Finzi et al., 2015; Xu et al., 2023). 
Therefore, we expect that the RE on Q10 should be higher in the 
warm season than that in the cold season, given the increased sub-
strate availability and microbial activity (Cheng & Kuzyakov, 2005; 
Davidson et al., 2006). Moreover, AM and EM fungi respond 
differently to seasonal variations in temperature and humidity 

4. These findings suggest that rhizosphere soils in EM- dominated forests are more 
susceptible to C losses under climate warming than those in AM- dominated forests, 
compared with their respective bulk soils, potentially limiting rhizosphere SOC 
sequestration. The greater vulnerability of EM- dominated forests underscores 
the importance of accounting for root–soil interactions, mycorrhizal associations, 
and seasonal dynamics in C- climate models to improve predictions of SOC cycling 
and its feedback to global warming.

K E Y W O R D S
rhizosphere effect, soil microbial respiration, temperature sensitivity, mycorrhizal types, 
seasonal variations
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(Fei et al., 2022), further influencing the seasonal variations in RE 
on Q10 between mycorrhizal types. Compared with AM tree spe-
cies, EM tree species may release more C belowground to rhizo-
sphere soils through photosynthetic C fixation and root exudates 
during the warm season. This could promote microbial metabolic 
activity and SOC decomposition (Tedersoo & Bahram, 2019; Yin 
et al., 2014), potentially leading to greater seasonal variations 
in RE on Q10 for EM tree species than that for AM tree species. 
However, there remains insufficient evidence to confirm the dif-
ferences in seasonal variations of RE on Q10 between EM and AM 
tree species. Thus, clarifying the seasonal variations of RE on Q10 
in AM-  and EM- dominated forests is essential for understanding 
and modelling SOC cycling under climate warming, ultimately in-
creasing confidence in climate- C feedback projections.

To address this knowledge gap and to identify the differences in 
seasonal variations of RE on Q10 between AM and EM tree species, 
we selected five AM tree species and four EM tree species in sub-
tropical China and collected rhizosphere soil and bulk soil in both the 
warm and cold seasons. Our primary objectives were: (i) to assess 
whether the magnitudes of the RE on Q10 differ between mycorrhi-
zal types in the warm and cold seasons; (ii) to examine the seasonal 
variations (including warm and cold seasons) in the RE on Q10 be-
tween mycorrhizal types; and (iii) to identify the main determinants 
of the RE on Q10 for each mycorrhizal type. To achieve these goals, 
we quantified the RE on Q10 and its potential predictor variables in-
cluding soil chemical properties, microbial properties, enzyme activ-
ities, and fine root traits. We hypothesized that (H1) the RE on Q10 is 
larger in EM- dominated forests than in AM- dominated forests; (H2) 
the primary drivers of the RE on Q10 differ between EM-  and AM- 
dominated forests; and (H3) the RE on Q10 is greater in the warm 
season than in the cold season.

2  |  MATERIAL S AND METHODS

2.1  |  Site information and field sampling

This study was conducted at the Huitong Experimental Station of 
Forest Ecology, Chinese Academy of Sciences (26°50′ N, 109°36′ 
E) in Hunan Province, China. The experimental site is characterized 
by a subtropical monsoon climate with a mean annual temperature 
(MAT) of 16.5°C. A mean minimum temperature of 1.9°C is 
recorded in January and a mean maximum temperature of 29.0°C 
appears in July. The mean annual precipitation (MAP) is 1200 mm, 
and precipitation events occur between April and August. The 
soils are approximately 80 cm deep and classified as Ultisol 
according to the US Soil Taxonomy System (Wang et al., 2013). 
The site is characterized by a subtropical evergreen forest, 
mainly composed of native broadleaved trees and Cunninghamia 
lanceolata plantations.

In July 2019 and January 2020, we selected five AM tree spe-
cies and four EM tree species from subtropical Chinese forests 
and collected rhizosphere soil and bulk soil. The AM tree species 

included C. lanceolata, Liquidambar formosana, Machilus pauhoi, 
Podocarpus macrophyllus, and Schima superba (Soudzilovskaia 
et al., 2020; Steidinger et al., 2019). The EM tree species were 
Castanopsis fargesii, Cyclobalanopsis glauca, Lithocarpus glaber, and 
Quercus fabri (Koele et al., 2012). We established replicate plots 
(100–150 m2) in four pure forests dominated by each target tree 
species, resulting in 36 study plots. We used the ‘root tracing 
from trunk’ method to identify fine roots (diameter < 2 mm) of the 
selected species (Liu et al., 2015). Subsequently, the fine roots 
attached to the trees were dug out and then gently shaken, and 
soils still adhering to the fine roots were carefully sampled and 
considered as rhizosphere soils (Phillips & Fahey, 2006). Further, 
soils that did not adhere to the roots were also collected and 
treated as bulk soils. The fine roots of the selected tree species 
were collected simultaneously. Rhizosphere soil samples were 
collected from five randomly selected individuals of each target 
tree species in July 2019 (warm season) and January 2020 (cold 
season) and combined to form a composite sample for each for-
est plot. Correspondingly, root- free soils (i.e., bulk soils) were also 
sampled and combined into a composite sample for each forest 
plot. A total of 72 bulk soil samples (36 per season) and 72 rhi-
zosphere soil samples (36 per season) were used for laboratory 
analysis. The samples were stored at cold temperature until trans-
ported to the laboratory. After removing root debris and gravel, 
soil samples were passed through 2 mm sieves, and subsequently 
divided into two halves. One part was stored at 4°C for measur-
ing microbial properties and soil mineral N content and for incu-
bation within 48 h. The other part was air- dried for soil chemical 
property analysis.

2.2  |  Determination of soil chemical properties

Soil mineral N (NO3− and NH4+) was extracted with 2 M KCl and 
analysed using a continuous flow analyser (AA3, Seal Analytical, 
Germany). Available phosphorus (AP) was extracted with hydro-
chloric acid and ammonium fluoride and measured using the mo-
lybdenum blue method (Lu, 2000). The concentrations of total 
phosphorus (TP) and total potassium (TK) were determined using 
the procedures described by Lu (2000). For soil total nitrogen (TN) 
and SOC measurements, soil samples were passed through 0.2 mm 
sieve and measured by combustion using an elemental analyser 
(Elementar, Germany). Soil exchangeable cations (e.g., Na+, Mg2+, 
K+, and Ca2+) were extracted with ammonium acetate solution 
(pH = 7) and quantified using an atomic absorption spectrometer 
(Varian AA240, USA). The pH value was determined using a pH 
meter with a 1:2.5 soil/water suspension. The labile organic C 
(LOC) content was quantified using the method described by Blair 
et al. (1995), and the amount of recalcitrant organic C (ROC) was 
calculated based on the differences between SOC and LOC. We 
measured the water- extractable organic C (WEOC) concentration 
using a C analyser (Vario TOC cube; Elementar, Germany) according 
to De Feudis et al. (2017).
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2.3  |  Measurements of soil microbial properties

We measured the activities of seven soil extracellular enzymes using a 
microplate spectrophotometer, including β- glucosidase (βGC), cellulase 
(CL), polyphenol oxidase (PPO), urease (UE), N- acetylglucosaminidase 
(NAG), leucine aminopeptidase (LAP), and acid phosphatase (ACP). 
We quantified the microbial community composition using phospho-
lipid fatty acid (PLFA) analysis (Buyer & Sasser, 2012). Then, PLFAs 
were analysed using an Agilent 6890 Gas Chromatograph fitted with 
a microbial identification system (MIDI Inc., DE, USA). The PLFA 
biomarkers were assigned to specific microbial groups according to 
Fan et al. (2020) and Xu et al. (2020), such as gram- positive bacteria 
(GP), gram- negative bacteria (GN), actinomycete (Actin), saprotrophic 
fungi (SF), and arbuscular mycorrhizal fungi (AMF). High- throughput 
sequencing was used to evaluate microbial taxonomic composition. 
The V3- V4 targeting region of the bacterial 16S rRNA gene was 
amplified using the 338F/806R primer pair (Caporaso et al., 2012; 
Dennis et al., 2013), and the ITS- 1 region of the fungal rDNA gene 
was amplified using ITS1- F and ITS2 primer pair (Wang et al., 2017). 
The PCR products were sequenced using an Illumina's MiSeq platform 
at Allwegene Technologies (Beijing, China). Sequencing reads were 
analysed using QIIME (Caporaso et al., 2012). Operational taxonomic 
units (OTUs) were clustered using the algorithm UParse at the 97% 
similarity threshold (Edgar, 2013). The Unite and Silva databases were 
assigned as references for fungi and bacteria, respectively (Kõljalg 
et al., 2013; Quast et al., 2013). The predominant bacterial and fungal 
taxa were categorized into two ecological guilds, r-  and K- strategists, 
based on sequencing data (Fierer et al., 2007; Li, Yang, et al., 2021; 
Yao et al., 2017). We used the FUNGuid algorithm to predict fungal 
function guilds, including pathogenic, symbiotic (e.g., EM fungi), and 
saprotrophic groups (Nguyen et al., 2016). Detailed information about 
microbial r-  and K- strategists is provided in Table S1.

2.4  |  Analyses of fine root properties

In each plot, 10 randomly selected soil cores (5 cm diameter, 10 cm 
depth) were sampled from around each target tree to estimate the fine 
root biomass. The fine roots were carefully separated from soil cores, 
cleaned, and oven- dried at 65°C until reaching a constant mass. Element 
concentrations of C and N were determined by an elemental analyser 
(Elementar, Germany). The concentrations of soluble sugars and starch 
were determined using the anthrone colorimetric method described 
by Piper et al. (2022). The concentrations of total P, condensed tannin, 
soluble phenolics, and total phenolics were analysed with colorimetric 
methods (Chao et al., 2019; Lu, 2000). The lignin concentration was 
measured spectrophotometrically as described by Chao et al. (2019).

2.5  |  Quantification of soil microbial respiration

Rhizosphere soils and bulk soils were adjusted gravimetrically to 60% 
of their water- holding capacity (WHC). Four replicates of fresh soil 

samples (40 g dry weight each) were placed in 500 mL jars with sealed 
lids. All soils were equilibrated for 3 days at 20°C to eliminate pulses 
in microbial metabolisms caused by the disturbances of sieving and 
moisture modifications. Subsequently, soil samples were incubated 
at 16.5°C (i.e., MAT) and 21.5°C (i.e., MAT + 5°C) for 12 days, respec-
tively. Short- term incubation can maintain soil conditions (e.g., soil 
microbial community and labile nutrients) in a relatively stable state 
(Zhang et al., 2020). According to Wang et al. (2018), we conducted 
a sequential incubation procedure. Take 16.5°C incubation tempera-
ture as an example, the temperature was gradually increased from 
11.5 to 21.5°C and subsequently decreased from 21.5 to 11.5°C 
within 24 h to simulate the diurnal temperature changes in the field. 
The temperature range of 16.5–26.5°C represents the 21.5°C incu-
bation temperature. The time- weighted average temperature was 
equal to the setting incubation temperature for 12 days. Small vials 
(80 mL) containing 20 mL of 1 M NaOH solution were periodically 
placed in each jar to trap the released CO2 for one temperature cycle 
(i.e., 24 h). The Rm rates were measured three times by titrating the 
NaOH with 0.5 M HCl to pH 8.3 using an automatic titrator (Mettler 
Toledo G20, Switzerland). During incubation, deionized water was 
added to maintain the soil moisture content at 60% WHC.

2.6  |  Calculations and statistical analyses

The following formula was used to calculate Q10 of Rm: Q10 = 
(RTh / RTl)

10 / (Th – Tl),

where RTh and RTl represent the mean Rm rates (μg C g−1 SOC day−1) at 
Th (21.5°C) and Tl (16.5°C), respectively.

The following equation was used to calculate the RE (the per-
centage differences in ecosystem function variables between paired 
rhizosphere soil and bulk soil): RE (%) = (VR – VB) / VB × 100%,

where VR and VB represent the measured variables of rhizosphere soils 
and bulk soils, respectively.

Data were checked for normality of residuals (Shapiro–Wilk test) 
and homogeneity of variances (Levene's test). The differences be-
tween rhizosphere soils and bulk soils for each measured variable 
were compared using paired- sample t- tests, but the Wilcoxon signed- 
rank test was applied to compare paired nonnormally distributed 
data. A repeated- measures ANOVA was employed to evaluate the 
effects of mycorrhizal types, seasons, and their interactive effects 
on the fine root properties and the RE on measured variables, and a 
post hoc test with the least significant difference was subsequently 
performed for pairwise comparisons. In cases when the normality 
test or homogeneity was not respected, variables were tested using 
nonparametric test (e.g., Mann–Whitney U test). Linear mixed- effect 
model analysis was conducted to assess the single variable relation-
ships between the RE on measured variables and fine root properties 

Q10 =
(

RTh∕RTl
)10∕(Th−Tl)

,

RE (%) =
(

VR − VB

)

∕VB × 100% ,
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with the RE on Q10. The model included the above- mentioned pre-
dictors as fixed effects and tree species as a random effect using the 
‘nlme’ and ‘lme4’ packages (Bates et al., 2015; Pinheiro et al., 2019). If 
frequentist models were found as singular, we instead used an identi-
cally structured Bayesian linear mixed- effect model with the default 
prior as implemented in ‘blme’ package (Chung et al., 2013; Smith & 
Peay, 2021). We performed a multiple linear regression model (MLR) 
to quantify the effects of the potential predictors on the RE on Q10. 
Before conducting regression analysis, all response variables and 
predictors were standardized using the Z- scores, and the ‘forward.
sel’ procedure was used to avoid redundancy and multicollinearity 
(Oksanen et al., 2020). The relative importance of each explanatory 
predictor was determined in this model using the method of relative 
weights (Kabacoff, 2011). The following five identifiable importance 
fractions were calculated: fine root properties (including fine root 
biomass, C:N ratio, total P, soluble sugars, soluble phenolics, and 
total phenolics), the RE on soil properties (including WEOC, LOC, 
C:N ratio, pH, and NH4+), the RE on enzyme activities (including CL, 
βGC, and PPO), the RE on microbial richness (including bacterial and 
fungal richness), and the RE on K- /r-  traits (including saprotrophic 
fungi PLFA, GN PLFA, the relative abundances of EM fungi and r- 
strategy bacteria). These analyses were conducted using the ‘car’ and 
‘MASS’ packages. We constructed a piecewise structural equation 
model (piecewiseSEM) to further disentangle the regulatory mech-
anisms of explanatory factors on the RE on Q10 for AM tree species 
and EM tree species. The above- mentioned factor categories, which 
were constructed as composite variables, were incorporated into the 
piecewise SEM as fixed effects (Liu et al., 2022). Seasons, treated as 
ordinal categorical variables, were encoded as 1 for warm season and 
2 for cold season. Within the model, we considered ‘tree species’ as 
a random effect. Subsequently, we reported marginal R2 (R2

M
) which 

represents the proportion of variance elucidated by fixed effects, and 
conditional R2 (R2

C
) indicative of the proportion of variance explained 

by both fixed and random effects, for each response variable. The 
analysis was performed using the R ‘piecewiseSEM’ (Lefcheck, 2016) 
and ‘nlme’ (Pinheiro et al., 2019) packages. The goodness- of- fit for 
piecewiseSEM was evaluated using the Fisher's C statistic with 
p > 0.05, low Akaike information criterion, and Bayesian information 
criterion values. All analyses were conducted in R 3.5.2.

3  |  RESULTS

3.1  |  Variations in the fine root properties

Fine root traits showed significant variation across the nine tree 
species (Table S2). In the warm season, the concentrations of N and 
condensed tannins were larger in AM tree species than those in EM 
tree species, whereas C:N ratio, soluble sugars, and total and soluble 
phenolic concentrations were higher in EM tree species (p < 0.05; 
Table S2). In the cold season, the fine roots of AM tree species had 
higher lignin and total P concentrations, and lower soluble phenolic 
concentration compared with EM tree species (p < 0.05; Table S2).

3.2  |  Variations in the REs on soil chemical and 
microbial properties

We observed positive RE on soil properties for all nine tree species, 
except for pH, AP, and NO3− (Tables S3–S5). The RE on soil prop-
erties (including TN, SOC, C:N ratio, WEOC, LOC, and ROC) and 
RE on microbial traits (including PPO, βGC, CL, GP, SF, and fungal 
PLFAs) were strongly influenced by mycorrhizal types and seasons 
(p < 0.05). Compared with AM tree species, EM tree species had sig-
nificantly higher RE on TN, SOC, WEOC, LOC, ROC, βGC, CL, GP, 
GN, Actin, SF, bacterial and fungal PLFAs in the warm season, and 
displayed significantly greater RE on LOC, AP, and NO3− in the cold 
season (p < 0.05; Tables S3–S5). The RE on PPO and RE on UE for EM 
tree species were significantly greater than those of AM tree species 
in both the warm and cold seasons (p < 0.05; Table S5).

3.3  |  Variations in the RE on Q10

Overall, rhizosphere soils had significantly greater Q10 values of Rm 
than bulk soils across nine tree species in both the warm and cold 
seasons (p < 0.05; Figure 1), indicating a positive RE (ranging from 
20.1% to 87.5%). Mycorrhizal types and seasons significantly af-
fected the RE on Q10 (p < 0.01), with a marginally significant inter-
active effect of mycorrhizal types and seasons (p = 0.062; Figure 1). 
Compared with AM tree species, the RE on Q10 of EM tree species 
was 64.5% higher in the warm season and 44.4% higher in the cold 
season (p < 0.01; Figure 1). In the warm season, the RE on Q10 of AM 
and EM tree species was 44.8% and 65.0% greater than that in the 
cold season, respectively (p < 0.05; Figure 1).

3.4  |  Relationships between the RE on Q10 and 
predictors

The RE on Q10 was strongly associated with fine root properties, the 
RE on soil properties, and RE on microbial properties (Figures S1–
S3). Specifically, the RE on Q10 of both AM and EM tree species sig-
nificantly increased with the RE on soil properties, such as TN, SOC, 
WEOC, and ROC (p < 0.05; Figure S1a,b,d,f). The RE on C:N ratio, 
LOC, NH4+, and pH showed positive associations with the RE on Q10 
in EM tree species (p < 0.05; Figure S1c,e,g,h). Furthermore, in both 
AM and EM tree species, the RE on Q10 exhibited positive relation-
ships with fine root biomass, the concentrations of condensed tan-
nins, and soluble sugars (p < 0.05; Figure S1k,n,o). The RE on Q10 was 
positively correlated with fine root N concentration but negatively 
associated with fine root C:N ratio and lignin content in AM tree 
species (p < 0.05; Figure S1i,j,l), and the RE on Q10 of EM tree spe-
cies was negatively related to total phenolic content of fine roots 
(p < 0.05; Figure S1p). The RE on Q10 was positively related with the 
RE on PPO, βGC, and CL activities in both AM and EM tree spe-
cies (p < 0.05; Figure S2a,c,d), was positively associated with the 
RE on UE, ACP, and NAG activities in EM tree species (p < 0.05; 
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6  |    ZHAO et al.

Figure S2b,e,f). The RE on Q10 of both AM and EM tree species was 
significantly associated with the increased RE on microbial PLFAs 
(p < 0.05; Figure S2g–m), but had no significant correlations with the 
RE on K- strategist bacteria and K- strategist fungi (Table S6).

3.5  |  Dominant drivers of the RE on Q10 in different 
mycorrhizal tree species

The results of MLR and piecewiseSEM collectively demonstrated 
that the dominant determinants of the RE on Q10 differed between 
mycorrhizal types (Figures 2 and 3). For AM tree species, the MLR 
result showed that fine root properties and the RE on K- /r-  traits 
together explained 67.3% of the total explained variation in the RE 
on Q10 (R2 = 0.83), with the unique effects being 42.0% and 25.3%, 
respectively (Figure 2a). PiecewiseSEM analysis also revealed that 
the RE on Q10 was primarily and directly influenced by fine root 
properties and the RE on K- /r-  traits, with the standardized direct 
effect of 0.66 and 0.19, respectively (Figure 3a). In addition, fine root 
properties indirectly affected the RE on Q10 by regulating the RE 
on soil properties, RE on enzyme activities, and RE on K- /r-  traits 
(Figure 3a,c). For EM tree species, MLR result showed that the 
unique effects of fine root properties, the RE on soil properties, 

RE on K- /r-  traits, and RE on enzyme activities were 18.8%, 35.2%, 
20.5%, and 17.3% of the total explained variation in the RE on Q10 
(R2 = 0.81), respectively (Figure 2b). PiecewiseSEM analysis con-
firmed that the RE on soil properties exhibited the highest direct ef-
fect on the RE on Q10, and also exerted indirect effects via affecting 
the RE on K- /r-  traits and RE on microbial richness (Figure 3b,d). Fine 
root properties directly affected the RE on Q10 in EM- dominated 
forests (Figure 3b,d). Irrespective of the mycorrhizal types, seasons 
had an insignificant direct effect on the RE on Q10, and indirectly 
affected it by altering other environmental variables (Figure 3a,b).

4  |  DISCUSSION

4.1  |  Differences in the RE on Q10 between 
mycorrhizal types

We observed a positive RE on Q10 across diverse tree species in both 
the warm and cold seasons (Figure 1), indicating that SOC decompo-
sition rates in rhizosphere soils are more responsive to climate warm-
ing compared with bulk soils. Our results align with previous studies 
that rhizosphere soil exhibited more active SOC decomposition pro-
cesses than bulk soil (Finzi et al., 2015; Zhao, Tian, Liu, et al., 2022), 

F I G U R E  1  The rhizosphere effect (RE) on the temperature sensitivity of soil microbial respiration (Q10) among nine tree species in the 
warm and cold seasons. Bars represent the means of each tree species and error bars represent the standard deviation of four replicates. 
* and ** indicate significant differences of each tree species between rhizosphere soils and corresponding bulk soils at the p < 0.05 and 
p < 0.01 level based on paired t- tests, respectively. Inset shows arbuscular mycorrhizal (AM) versus ectomycorrhizal (EM) cross- species 
means, with p < 0.01 indicating significant differences between mycorrhizal types in the warm and cold seasons, respectively. Lowercase 
letters represent significant differences between seasons in AM tree species (p < 0.05), and uppercase letters denote significant differences 
between seasons in EM tree species (p < 0.05).
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    |  7ZHAO et al.

due to higher microbial activity and greater C availability in rhizo-
sphere hotspots that can stimulate microbial decomposition 
(Tables S3–S5). This is supported by significantly positive relation-
ships between RE on Q10 and RE on C availability (Figure S1b,d–f), 
RE on C- acquiring enzyme activities (Figure S2a,c,d), and RE on mi-
crobial PLFAs (Figure S2g–m) across all tree species, consistent with 
the Michaelis–Menten kinetics and microbial activation hypothesis 
(Cheng & Kuzyakov, 2005; Davidson et al., 2006). Therefore, we evi-
denced that SOC decomposition rates in rhizosphere soil are more 
sensitive to climate warming than in bulk soil, which should be incor-
porated into C- climate models.

Consistent with our first hypothesis (H1), we found that EM tree 
species induced a higher RE on Q10 compared with AM tree species 
(Figure 1), which was attributed to the higher C availability, greater 
microbial biomass, and elevated enzyme activities in rhizosphere 
soil of EM tree species (Figure 4; Tables S3–S5). EM tree roots can 
exude more C than AM tree roots (Yin et al., 2014), increasing sub-
strate availability and leading to higher Q10 in rhizosphere soil of EM 
tree species, consistent with Michaelis–Menten kinetics (Davidson 
et al., 2006; Zhu & Cheng, 2011). This aligns with our data as we also 

found that EM tree species had greater RE on C availability than AM 
tree species (Figure 4; Tables S3–S5), and the RE on C availability 
positively influenced RE on Q10 (Figure S1b,d,f; Figure 4). Moreover, 
the organic nutrient mining activities of EM fungi, which selec-
tively target N and P over C, may explain the higher C availability 
in rhizosphere soil of EM tree species (Figure 4; Table S3; Lindahl & 
Tunlid, 2015). This interpretation is further supported by the overall 
higher RE on extracellular enzyme activities in EM tree species com-
pared with AM tree species (Table S5; Lindahl et al., 2021; Maillard 
et al., 2023). This explanation is strengthened by the significant 
positive relationships between RE on Q10 and RE on UE, NAG, and 
ACP in EM- dominated forests, but not in AM- dominated forests 
(Figure S2b,e,f). Thus, the higher substrate availability in rhizosphere 
soils of EM- dominated forests may stimulate microbial activities 
that further accelerate SOC decomposition (Moore et al., 2020; 
Wang et al., 2016), supporting the microbial activation hypothesis 
(Cheng & Kuzyakov, 2005), and ultimately generating higher RE on 
Q10 in EM- dominated forests (Figure 4). The positive relationships 
between the RE on microbial PLFAs and RE on C- acquiring enzyme 
activities (PPO, βGC, and CL) with the RE on Q10 further support 

F I G U R E  2  Relative importance of the different predictors on the rhizosphere effect (RE) on temperature sensitivity of soil microbial 
respiration (Q10) for arbuscular mycorrhizal (AM, a) and ectomycorrhizal (EM, b) tree species based on multiple linear regression model 
using the method of relative weights. Donut charts represent the sum of the relative importance of each group of predictors, expressed 
as the percentage of explained variance. Brichness, bacterial richness; C:N, the carbon- to- nitrogen ratio; CL, cellulase; EMF, the relative 
abundance of EM fungi; Frichness, fungal richness; GN, gram- negative bacteria phospholipid fatty acid (PLFA); LOC, labile organic C; PPO, 
polyphenol oxidase; r- B, the relative abundance of r- strategy bacteria; SF, saprotrophic fungi PLFA; WEOC, water- extractable organic C; 
βGC, β- glucosidase.
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8  |    ZHAO et al.

this suggestion (Figure S2). This explanation is reinforced by the 
results showing that the RE on soil properties (e.g., WEOC, LOC, 
and NH4+) exhibited greater direct effects on the RE on K- /r-  traits 
and microbial richness in EM- dominated forests compared with AM- 
dominated forests (Figure 3).

4.2  |  Factors controlling mycorrhizal association 
effects on the RE on Q10

Our findings supported our second hypothesis (H2), showing 
that the primary determinants of the RE on Q10 differed between 

mycorrhizal types. Although RE on Q10 was significantly related to 
various predictors, fine root properties predominantly governed the 
RE on Q10 in AM- dominated forests (Figures 3 and 4). In contrast, 
the RE on soil properties dominated the RE on Q10 in EM- dominated 
forests. AM plants typically exhibit an inorganic nutrient economy, 
relying primarily on root pathways for nutrient acquisition due to 
the limited saprotrophic capacity of AM fungi (Chen et al., 2016; 
Phillips et al., 2013; Yan et al., 2022). Compared with EM tree spe-
cies, AM tree species invest relatively more energy into the de-
velopment and maintenance of fine roots (Jevon & Lang, 2022; 
Tedersoo & Bahram, 2019), reinforcing the significant role of fine 
root properties in regulating the RE on Q10 in AM- dominated forests 

F I G U R E  3  Piecewise structural equation models (piecewiseSEM) revealing the direct and indirect effects of predictors on the rhizosphere 
effect (RE) on temperature sensitivity of soil microbial respiration (Q10) in arbuscular mycorrhizal (AM, a) and ectomycorrhizal (EM, b) tree 
species. We grouped the different categories of predictors (fine root properties, the RE on soil properties, RE on enzyme activities, RE on 
microbial richness, and RE on K- /r-  traits) in the same box to denote composite variables. Single- headed and double- headed arrows indicate 
causal links and covariations, respectively. Red and blue arrows represent significantly negative and positive relationships, respectively. Grey 
arrows represent non- significant relationships (p > 0.1). The numbers adjoining the arrows are standardized path coefficients. The arrow 
thickness is proportional to the strength of the relationship. R2

C
 (conditional R2) indicates the proportion of variance explained by the fixed 

and random effects, and R2
M

 (marginal R2) indicates the proportion of variance explained by the fixed effects. Standardized effects (direct 
and indirect standardized effects) of predictive variables on the RE on Q10 in AM (c) and EM (d) tree species were displayed, respectively. 
AIC, Akaike information criterion; BIC, Bayesian information criterion; df, degree of freedom. #0.05 < p < 0.1 (marginally significant), *p < 0.05, 
**p < 0.01, ***p < 0.001. The abbreviation of measured variables could be found in Figure 2.
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(Figures 2a, 3a and 4). We found that fine root biomass and solu-
ble sugar content were positively associated with the RE on Q10 in 
AM- dominated forests (Figure 3a; Figure S1k,o). This suggests that 
root exudates and detritus directly stimulate microbial turnover 
and exoenzyme production, accelerating SOC decomposition and 
enhancing the RE on Q10 in AM- dominated forests (Figure 4). This 
is supported by positive relationships between the RE on micro-
bial PLFAs and RE on C- acquiring enzyme activities with the RE on 
Q10 in AM- dominated forests (Figure S2a,c,d,g–m). These findings 
are in line with a recent study conducted in a C. lanceolata forest 
(Zhao, Tian, Liu, et al., 2022). Additionally, the negative relationship 
between the RE on Q10 and fine root C:N ratios in AM- dominated 
forests (Figure 3a; Figure S1j) can be explained by two factors. First, 
fine roots with high C:N ratios may reduce exudation rates or in-
tensify N competition between plants and microorganisms (Akatsuki 
& Makita, 2020; Dijkstra et al., 2021), partially limiting the micro-
bial activity and SOC decomposition. A recent study also depicted 
that the RE on SOC decomposition was negatively correlated with 
root C:N ratios across 14 tree species (Han et al., 2020). Second, 
fine roots with low C:N ratios may induce microbial N limitations, 
hindering substrate decomposition as predicted by stoichiometric 
decomposition theory (Bonanomi et al., 2021; Sinsabaugh & Follstad 
Shah, 2012). The positive effects of fine root N concentration on 
the RE on Q10 (Figure S1i) and rhizosphere priming effect supported 

this explanation (Vargas et al., 2020). Recalcitrant compounds in 
fine roots, such as lignin and phenolics, have antagonistic effects on 
RE on Q10 in AM- dominated forests (Figure 3a; Figure S1l), as these 
compounds resist enzymatic attack and inhibit decomposition pro-
cesses (Jiang et al., 2021). These findings provide crucial insights into 
understanding how fine root traits affect rhizosphere SOC cycling in 
AM- dominated forests under global warming (Figure 4).

In contrast, the RE on soil properties played a dominant role in 
modulating RE on Q10 in EM- dominated forests (Figures 2b, 3b and 4). 
EM plants have an organic nutrient economy and generally depend 
on their fungal symbionts producing hyphae for nutrient acquisition 
(Phillips et al., 2013; Tedersoo & Bahram, 2019). EM fungi outper-
form AM fungi in secreting a wide range of extracellular enzymes 
that oxidize substrates and release nutrients needed for metabolic 
functions (Kyaschenko et al., 2017; Phillips et al., 2013; Tedersoo & 
Bahram, 2019), leading to higher nutrient availabilities and micro-
bial activities in rhizosphere soils of EM tree species (Tables S3–S5; 
Figure 4). The high availabilities of labile C and N in rhizosphere 
soils stimulate rhizospheric microbial metabolic processes (Karhu 
et al., 2022; Zhang et al., 2021; Zhao, Tian, Sun, et al., 2022), in-
creasing SOC decomposition and inducing a positive RE on Q10 in 
EM- dominated forests (Figures 3b and 4). Ammonium nitrogen is the 
preferred N source for most microbes (Geisseler & Scow, 2014), and 
NH4+ enrichment positively affects microbial biomass and is a key 

F I G U R E  4  A conceptual diagram showing the potential regulation mechanism of the rhizosphere effect (RE) on the temperature 
sensitivity of soil microbial respiration (Q10) in arbuscular mycorrhizal-  (AM) and ectomycorrhizal-  (EM) dominated forests. AM tree 
species invest relatively more into development and maintenance of fine roots and largely depend on fine roots to acquire nutrients. In 
AM- dominated forests, the input of root- derived components can directly stimulate rhizospheric microbial activity (especially r- strategy 
microbes) and enzyme production to compensate for the limited saprotrophic capacities of AM fungi. Hence, fine root properties dominantly 
regulated the RE on Q10 in AM- dominated forests. In contrast, EM fungi can produce a wide range of extracellular enzymes to attack 
substrates, resulting in the higher nutrient availabilities and microbial activities in rhizosphere soils of EM tree species. Therefore, the RE on 
soil properties (particularly labile C and N) predominantly governed the RE on Q10 in EM- dominated forests. The symbol ‘+’ represents the 
positive effect.
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determinant of EM fungal community (Liu et al., 2020; Pellitier & 
Zak, 2021). Consistent with this deduction, the RE on NH4+, RE on C 
availability (LOC and WEOC), and RE on enzyme activities positively 
affect RE on Q10 in EM- dominated forests (Figure 3b; Figures S1 
and S2), likely due to EM fungi organic nutrient mining activities, as 
stated above. The above- mentioned positive effects may trigger a 
feedback loop that accelerates SOC decomposition and improves 
soil nutrients and microbial properties, resulting in positive RE on 
Q10 in EM- dominated forests (Figure 4; Tables S3–S5). As such, our 
findings link the RE on soil nutrient availabilities to C emissions in 
EM- dominated forests, suggesting that EM tree species may impede 
rhizospheric SOC accumulation under climate warming due to two 
potential independent and mutually non- exclusive mechanisms—a 
higher rhizodeposition for EM tree species than AM tree species and 
the organic nutrient acquisition activities of EM fungi (Figure 4).

As expected, the RE on Q10 was positively associated with the 
RE on GN PLFA and RE on SF PLFA in both AM-  and EM- dominated 
forests (Figure 3; Figure S2h,j). Gram- negative bacteria and sapro-
trophic fungi were classified as r- strategists, which preferentially 
utilize labile C and exhibit a fast growth rate and high metabolic 
activity in a high- resource environment (Fierer et al., 2007; Shao 
et al., 2021; Yao et al., 2017). High substrate availabilities in rhizo-
sphere micro- ecosystems favour r- strategists and stimulate enzyme 
synthesis, which could enhance SOC mineralization and generate 
higher RE on Q10, supporting the ‘microbial activation hypothesis’ 
(Cheng & Kuzyakov, 2005; Koranda et al., 2011; Ling et al., 2022). 
This point was supported by the significantly positive relationships 
between the RE on Q10 and RE on C- acquiring enzyme activities 
in this work (Figure S2a,c,d). Previous studies also reported that r- 
strategists were positively associated with Q10 values in bulk soils 
(Li et al., 2024; Yang et al., 2022), indirectly supporting our findings. 
Our results highlight that the temperature responses of rhizospheric 
microbial groups might cause pronounced feedbacks between SOC 
dynamics and global warming, providing a more nuanced insight 
of the complexity of climate–plant–microbe interactions in forest 
ecosystems.

4.3  |  Significant role of seasons in regulating the 
RE on Q10

Supporting our third hypothesis (H3), our results showed that the RE 
on Q10 was higher in the warm season than that in the cold season 
(Figure 1), indicating that rhizospheric SOC decomposition is more 
responsive to temperature fluctuations during the tree- growing sea-
son than in bulk soils. During the warm season, trees have higher 
productivity, leading to increased allocation of belowground pho-
tosynthates and fine root production, which increases root- derived 
C inputs to rhizosphere soils (Li, Shi, et al., 2021; Xiong et al., 2020). 
Thus, increased substrate availability in the warm season can pro-
mote SOC decomposition, leading to higher RE on Q10, consist-
ent with Michaelis–Menten kinetics (Davidson et al., 2006; Zhu & 
Cheng, 2011). Supporting this explanation, we observed higher fine 

root biomass and RE on C availability (SOC, LOC, WEOC, and ROC) 
in the warm season compared with the cold season (Tables S2 and 
S3). Moreover, increased C inputs may stimulate rhizosphere mi-
crobes to produce more enzymes for SOC decomposition, thereby 
generating higher RE on Q10 in the warm season, supporting the 
microbial activation hypothesis (Cheng & Kuzyakov, 2005). This is 
consistent with the higher RE on C- acquiring enzyme activities (PPO, 
βGC, and CL) observed in the warm season compared with the cold 
season (Table S5). In addition, AM and EM tree species showed simi-
lar seasonal variations in the RE on Q10, and the RE on Q10 of EM 
tree species was higher than AM tree species in both the warm and 
cold seasons (Figure 1). This may be because EM tree species dis-
played higher RE on C availability (SOC, LOC, and ROC) and micro-
bial properties (PPO, CL, GP, GN, and SF PLFAs) in both the warm 
and cold seasons than AM tree species (Tables S3–S5), as stated 
above. Interestingly, the effect of mycorrhizal types on RE on Q10 
was less pronounced in the cold season compared with the warm 
season. Just like trees, EM fungi might be less active during the cold 
season, when C fluxes from the trees are scarcer, and thus have lim-
ited organic nutrient mining activities, limiting the formation of labile 
organic C in rhizosphere soils outside of the tree- growing season.

4.4  |  Limitations and future research

There are several limitations that should be addressed in future re-
search. First, the relatively limited number of tree species included 
in this study, due to logistical constraints and permissions, may 
prevent us from fully capturing the effects of mycorrhizal types 
on root–soil–microorganism interactions under climate warming. 
The findings should be cautiously generalized to other forest eco-
systems with different tree species and climate conditions. Second, 
tree species of the same mycorrhizal type but from different fami-
lies may exhibit variations in plant traits (e.g., leaf habits, root lifes-
pans, and root activities). These species- specific traits may obscure 
the effects of mycorrhizal types on rhizosphere processes, due to 
large intraspecific and interspecific variations within each mycor-
rhizal association. Despite these limitations, clarifying the specific 
correlations between mycorrhizal associations with rhizospheric 
biochemical processes is helpful to develop better representations 
of root–soil–microorganism interactions in this study. Future studies 
should consider incorporating a larger number of tree species from 
each mycorrhizal association to enable more precise evaluations of 
the pivotal role of tree- associated mycorrhizal types in regulating 
rhizosphere SOC cycling under climate warming.

5  |  CONCLUSIONS

Our study shows that microbial respiration rates in rhizosphere 
soil are more temperature- responsive than those in bulk soils in 
both AM-  and EM- dominated forests. Treating soil as a homoge-
neous unit in ecological research and modelling can significantly 
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underestimate the impact of climate–carbon feedback by over-
looking the distinct biochemical properties of rhizosphere soils. 
Compared with their respective bulk soils, rhizosphere SOC 
losses in EM- dominated forests exhibit greater susceptibility to 
temperature increases than those in AM- dominated forests, in-
dicating a heightened vulnerability of soil ecosystem processes in 
EM- dominated forests to climate warming. Additionally, the RE on 
Q10 was more pronounced in the warm season than that in the cold 
season, underscoring the importance of seasonal variations in re-
fining our understanding of SOC dynamics and plant–soil feedback 
under climate warming. We also detected that the dominant driv-
ers regulating the RE on Q10 were mycorrhiza- dependent: fine root 
traits predominantly governed the RE on Q10 in AM- dominated 
forests, while the RE on soil properties dominated the RE on Q10 in 
EM- dominated forests. Overall, our findings emphasize the crucial 
roles of rhizosphere processes for accurate predictions in forest 
SOC cycles, and highlight the necessity to evaluate the direction 
of mycorrhizal links to rhizosphere C trajectories under changing 
climate conditions.

AUTHOR CONTRIBUTIONS
Qingkui Wang and Xuechao Zhao conceived the ideas; Xuechao 
Zhao collected soil samples, conducted the laboratory analysis 
and analysed the data; Xuechao Zhao and Qingkui Wang wrote 
the manuscript with assistance from Peng Tian, François Maillard, 
Shengen Liu, Zhaolin Sun, and Nadejda A. Soudzilovskaia. All 
authors contributed to subsequent revisions and gave final approval 
for publication.

ACKNOWLEDG EMENTS
This research was supported by the National Natural Science 
Foundation of China (grant no. 32171752 and 32401553), the 
National Key Research and Development Programme of China (grant 
no. 2023YFF130440205), Postdoctoral Fellowship Programme 
of CPSF (grant no. GZC20230018), and Anhui Provincial Natural 
Science Foundation (2308085QC102). We thank Xiaojun Yu, Ke 
Huang, Kaiyan Zhai, and Yankuan Zhang for assistance in field 
sampling and laboratory work, and Xuechao Zhao is grateful to 
Jianmei Wang for insightful discussions and encouragement. We are 
grateful to the editor and reviewers for their insightful comments 
and suggestions.

CONFLIC T OF INTERE S T S TATEMENT
The authors declare that they have no conflict of interest.

DATA AVAIL ABILIT Y S TATEMENT
Data available from the Dryad Digital Repository: https:// doi. org/ 
10. 5061/ dryad. h9w0v t4t3 (Zhao et al., 2024).

ORCID
Xuechao Zhao  https://orcid.org/0000-0002-6669-5998 
Peng Tian  https://orcid.org/0000-0003-4190-6231 
Zhaolin Sun  https://orcid.org/0000-0001-7332-1399 

R E FE R E N C E S
Akatsuki, M., & Makita, N. (2020). Influence of fine root traits on in situ 

exudation rates in four conifers from different mycorrhizal asso-
ciations. Tree Physiology, 40, 1071–1079. https:// doi. org/ 10. 1093/ 
treep hys/ tpaa051

Akroume, E., Maillard, F., Bach, C., Hossann, C., Brechet, C., Angeli, N., 
Zeller, B., Saint- André, L., & Buée, M. (2019). First evidences that 
the ectomycorrhizal fungus Paxillus involutus mobilizes nitrogen 
and carbon from saprotrophic fungus necromass. Environmental 
Microbiology, 21, 197–208. https:// doi. org/ 10. 1111/ 1462-  2920. 
14440 

Bader, N. E., & Cheng, W. (2007). Rhizosphere priming effect of Populus 
fremontii obscures the temperature sensitivity of soil organic car-
bon respiration. Soil Biology and Biochemistry, 39, 600–606. https:// 
doi. org/ 10. 1016/j. soilb io. 2006. 09. 009

Bates, D., Mächler, M., Bolker, B., & Walker, S. (2015). Fitting linear 
mixed- effects models using lme4. Journal of Statistical Software, 67, 
1–48. https:// doi. org/ 10. 18637/  jss. v067. i01

Blair, G. J., Lefroy, R. D. B., & Lisle, L. (1995). Soil carbon fractions based 
on their degree of oxidation, and the development of a carbon 
management index for agricultural systems. Australian Journal of 
Agricultural Research, 46, 1459–1466. https:// doi. org/ 10. 1071/ 
AR995 1459

Bonanomi, G., Idbella, M., Zotti, M., Santorufo, L., Motti, R., Maisto, G., 
& De Marco, A. (2021). Decomposition and temperature sensitivity 
of fine root and leaf litter of 43 mediterranean species. Plant and 
Soil, 464, 453–465. https:// doi. org/ 10. 1007/ s1110 4-  021-  04974 -  1

Buyer, J. S., & Sasser, M. (2012). High throughput phospholipid fatty acid 
analysis of soils. Applied Soil Ecology, 61, 127–130. https:// doi. org/ 
10. 1016/j. apsoil. 2012. 06. 005

Caporaso, J. G., Lauber, C. L., Walters, W. A., Berg- Lyons, D., Huntley, J., 
Fierer, N., Owens, S. M., Betley, J., Fraser, L., Bauer, M., Gormley, N., 
Gilbert, J. A., Smith, G., & Knight, R. (2012). Ultra- high- throughput 
microbial community analysis on the Illumina HiSeq and MiSeq 
platforms. The ISME Journal, 6, 1621–1624. https:// doi. org/ 10. 
1038/ ismej. 2012. 8

Chao, L., Liu, Y., Freschet, G. T., Zhang, W., Yu, X., Zheng, W., Guan, X., 
Yang, Q., Chen, L., Dijkstra, F. A., & Wang, S. (2019). Litter carbon 
and nutrient chemistry control the magnitude of soil priming ef-
fect. Functional Ecology, 33, 876–888. https:// doi. org/ 10. 1111/ 
1365-  2435. 13278 

Chen, W., Koide, R. T., Adams, T. S., DeForest, J. L., Cheng, L., & Eissenstat, 
D. M. (2016). Root morphology and mycorrhizal symbioses together 
shape nutrient foraging strategies of temperate trees. Proceedings 
of the National Academy of Sciences of the United States of America, 
113, 8741–8746. https:// doi. org/ 10. 1073/ pnas. 16010 06113 

Cheng, W., & Kuzyakov, Y. (2005). Root effects on soil organic mat-
ter decomposition. In R. W. Zobel & S. F. Wright (Eds.), Roots and 
soil management: Interactions between roots and the soil. Agronomy 
monograph no. 48 (pp. 119–143). American Society of Agronomy, 
Crop Science Society of America, Soil Science Society of America.

Chung, Y., Rabe- Hesketh, S., Dorie, V., Gelman, A., & Liu, J. (2013). A non-
degenerate penalized likelihood estimator for variance parameters 
in multilevel models. Psychometrika, 78, 685–709. https:// doi. org/ 
10. 1007/ s1133 6-  013-  9328-  2

Davidson, E. A., & Janssens, I. A. (2006). Temperature sensitivity of soil 
carbon decomposition and feedbacks to climate change. Nature, 
440, 165–173. https:// doi. org/ 10. 1038/ natur e04514

Davidson, E. A., Janssens, I. A., & Luo, Y. (2006). On the variability of 
respiration in terrestrial ecosystems: Moving beyond Q10. Global 
Change Biology, 12, 154–164. https:// doi. org/ 10. 1111/j. 1365-  2486. 
2005. 01065. x

De Feudis, M., Cardelli, V., Massaccesi, L., Hofmann, D., Berns, A. E., 
Bol, R., Cocco, S., Corti, G., & Agnelli, A. (2017). Altitude affects 
the quality of the water- extractable organic matter (WEOM) from 

 13652435, 0, D
ow

nloaded from
 https://besjournals.onlinelibrary.w

iley.com
/doi/10.1111/1365-2435.14728 by U

niversiteit H
asselt, W

iley O
nline L

ibrary on [08/01/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.5061/dryad.h9w0vt4t3
https://doi.org/10.5061/dryad.h9w0vt4t3
https://orcid.org/0000-0002-6669-5998
https://orcid.org/0000-0002-6669-5998
https://orcid.org/0000-0003-4190-6231
https://orcid.org/0000-0003-4190-6231
https://orcid.org/0000-0001-7332-1399
https://orcid.org/0000-0001-7332-1399
https://doi.org/10.1093/treephys/tpaa051
https://doi.org/10.1093/treephys/tpaa051
https://doi.org/10.1111/1462-2920.14440
https://doi.org/10.1111/1462-2920.14440
https://doi.org/10.1016/j.soilbio.2006.09.009
https://doi.org/10.1016/j.soilbio.2006.09.009
https://doi.org/10.18637/jss.v067.i01
https://doi.org/10.1071/AR9951459
https://doi.org/10.1071/AR9951459
https://doi.org/10.1007/s11104-021-04974-1
https://doi.org/10.1016/j.apsoil.2012.06.005
https://doi.org/10.1016/j.apsoil.2012.06.005
https://doi.org/10.1038/ismej.2012.8
https://doi.org/10.1038/ismej.2012.8
https://doi.org/10.1111/1365-2435.13278
https://doi.org/10.1111/1365-2435.13278
https://doi.org/10.1073/pnas.1601006113
https://doi.org/10.1007/s11336-013-9328-2
https://doi.org/10.1007/s11336-013-9328-2
https://doi.org/10.1038/nature04514
https://doi.org/10.1111/j.1365-2486.2005.01065.x
https://doi.org/10.1111/j.1365-2486.2005.01065.x


12  |    ZHAO et al.

rhizosphere and bulk soil in European beech forests. Geoderma, 
302, 6–13. https:// doi. org/ 10. 1016/j. geode rma. 2017. 04. 015

Dennis, K. L., Wang, Y., Blatner, N. R., Wang, S., Saadalla, A., Trudeau, 
E., Roers, A., Weaver, C. T., Lee, J. J., Gilbert, J. A., Chang, E. B., 
& Khazaie, K. (2013). Adenomatous polyps are driven by microbe- 
instigated focal inflammation and are controlled by IL- 10- producing 
T cells. Cancer Research, 73, 5905–5913. https:// doi. org/ 10. 1158/ 
0008-  5472. CAN-  13-  1511

Dijkstra, F. A., Zhu, B., & Cheng, W. (2021). Root effects on soil organic 
carbon: A double- edged sword. New Phytologist, 230, 60–65. 
https:// doi. org/ 10. 1111/ nph. 17082 

Duan, S., Feng, G., Limpens, E., Bonfante, P., Xie, X., & Zhang, L. (2024). 
Cross- kingdom nutrient exchange in the plant–arbuscular mycor-
rhizal fungus–bacterium continuum. Nature Reviews Microbiology, 
22, 773–790. https:// doi. org/ 10. 1038/ s4157 9-  024-  01073 -  7

Edgar, R. C. (2013). UPARSE: Highly accurate OTU sequences from mi-
crobial amplicon reads. Nature Methods, 10, 996–998. https:// doi. 
org/ 10. 1038/ nmeth. 2604

Fan, Y., Zhong, X., Lin, T. C., Lyu, M., Wang, M., Hu, W., Yang, Z., Chen, 
G., Guo, J., & Yang, Y. (2020). Effects of nitrogen addition on DOM- 
induced soil priming effects in a subtropical plantation forest and a 
natural forest. Biology and Fertility of Soils, 56, 205–216. https:// doi. 
org/ 10. 1007/ s0037 4-  019-  01416 -  0

Fei, S., Kivlin, S. N., Domke, G. M., Jo, I., LaRue, E. A., & Phillips, R. P. 
(2022). Coupling of plant and mycorrhizal fungal diversity: Its occur-
rence, relevance, and possible implications under global change. New 
Phytologist, 234, 1960–1966. https:// doi. org/ 10. 1111/ nph. 17954 

Fierer, N., Bradford, M. A., & Jackson, R. B. (2007). Toward an ecological 
classification of soil bacteria. Ecology, 88, 1354–1364. https:// doi. 
org/ 10. 1890/ 05-  1839

Finzi, A. C., Abramoff, R. Z., Spiller, K. S., Brzostek, E. R., Darby, B. A., 
Kramer, M. A., & Phillips, R. P. (2015). Rhizosphere processes are 
quantitatively important components of terrestrial carbon and 
nutrient cycles. Global Change Biology, 21, 2082–2094. https:// doi. 
org/ 10. 1111/ gcb. 12816 

Geisseler, D., & Scow, K. M. (2014). Long- term effects of mineral fertiliz-
ers on soil microorganisms—A review. Soil Biology and Biochemistry, 
75, 54–63. https:// doi. org/ 10. 1016/j. soilb io. 2014. 03. 023

Genre, A., Lanfranco, L., Perotto, S., & Bonfante, P. (2020). Unique 
and common traits in mycorrhizal symbioses. Nature Reviews 
Microbiology, 18, 649–660. https:// doi. org/ 10. 1038/ s4157 
9-  020-  0402-  3

Han, M., Sun, L., Gan, D., Fu, L., & Zhu, B. (2020). Root functional traits 
are key determinants of the rhizosphere effect on soil organic mat-
ter decomposition across 14 temperate hardwood species. Soil 
Biology and Biochemistry, 151, 108019. https:// doi. org/ 10. 1016/j. 
soilb io. 2020. 108019

Hopkins, F., Gonzalez- Meler, M. A., Flower, C. E., Lynch, D. J., Czimczik, 
C., Tang, J., & Subke, J. A. (2013). Ecosystem- level controls on root- 
rhizosphere respiration. New Phytologist, 199, 339–351. https:// doi. 
org/ 10. 1111/ nph. 12271 

Jevon, F. V., & Lang, A. K. (2022). Tree biomass allocation differs by my-
corrhizal association. Ecology, 103, e3688. https:// doi. org/ 10. 1002/ 
ecy. 3688

Jiang, L., Wang, H., Li, S., Fu, X., Dai, X., Yan, H., & Kou, L. (2021). 
Mycorrhizal and environmental controls over root trait–decom-
position linkage of woody trees. New Phytologist, 229, 284–295. 
https:// doi. org/ 10. 1111/ nph. 16844 

Kabacoff, R. I. (2011). R in action: Data analysis and graphics with R. 
Manning.

Karhu, K., Alaei, S., Li, J., Merilä, P., Ostonen, I., & Bengtson, P. (2022). 
Microbial carbon use efficiency and priming of soil organic mat-
ter mineralization by glucose additions in boreal forest soils with 
different C:N ratios. Soil Biology and Biochemistry, 167, 108615. 
https:// doi. org/ 10. 1016/j. soilb io. 2022. 108615

Karhu, K., Auffret, M. D., Dungait, J. A. J., Hopkins, D. W., Prosser, J. I., 
Singh, B. K., Subke, J. A., Wookey, P. A., Ågren, G. I., Sebastià, M. 
T., Gouriveau, F., Bergkvist, G., Meir, P., Nottingham, A. T., Salinas, 
N., & Hartley, I. P. (2014). Temperature sensitivity of soil respira-
tion rates enhanced by microbial community response. Nature, 513, 
81–84. https:// doi. org/ 10. 1038/ natur e13604

Koele, N., Dickie, I. A., Oleksyn, J., Richardson, S. J., & Reich, P. B. (2012). 
No globally consistent effect of ectomycorrhizal status on foliar 
traits. New Phytologist, 196, 845–852. https:// doi. org/ 10. 1111/j. 
1469-  8137. 2012. 04297. x

Kõljalg, U., Nilsson, R. H., Abarenkov, K., Tedersoo, L., Taylor, A. F. 
S., Bahram, M., Bates, S. T., Bruns, T. D., Bengtsson- Palme, J., 
Callaghan, T. M., Douglas, B., Drenkhan, T., Eberhardt, U., Dueñas, 
M., Grebenc, T., Griffith, G. W., Hartmann, M., Kirk, P. M., Kohout, P., 
… Larsson, K. H. (2013). Towards a unified paradigm for sequence- 
based identification of fungi. Molecular Ecology, 22, 5271–5277. 
https:// doi. org/ 10. 1111/ mec. 12481 

Koranda, M., Schnecker, J., Kaiser, C., Fuchslueger, L., Kitzler, B., Stange, 
C. F., Sessitsch, A., Zechmeister- Boltenstern, S., & Richter, A. 
(2011). Microbial processes and community composition in the rhi-
zosphere of European beech—The influence of plant C exudates. 
Soil Biology and Biochemistry, 43, 551–558. https:// doi. org/ 10. 
1016/j. soilb io. 2010. 11. 022

Kyaschenko, J., Clemmensen, K. E., Karltun, E., & Lindahl, B. D. (2017). 
Below- ground organic matter accumulation along a boreal forest 
fertility gradient relates to guild interaction within fungal commu-
nities. Ecology Letters, 20, 1546–1555. https:// doi. org/ 10. 1111/ ele. 
12862 

Lefcheck, J. S. (2016). piecewiseSEM: Piecewise structural equation 
modelling in R for ecology, evolution, and systematics. Methods in 
Ecology and Evolution, 7, 573–579. https:// doi. org/ 10. 1111/ 2041-  
210X. 12512 

Li, H., Yang, S., Semenov, M. V., Yao, F., Ye, J., Bu, R., Ma, R., Lin, J., 
Kurganova, I., Wang, X., Deng, Y., Kravchenko, I., Jiang, Y., & 
Kuzyakov, Y. (2021). Temperature sensitivity of SOM decomposi-
tion is linked with a K- selected microbial community. Global Change 
Biology, 27, 2763–2779. https:// doi. org/ 10. 1111/ gcb. 15593 

Li, S., Delgado- Baquerizo, M., Ding, J., Hu, H., Huang, W., Sun, Y., Ni, 
H., Kuang, Y., Yuan, M. M., Zhou, J., Zhang, J., & Liang, Y. (2024). 
Intrinsic microbial temperature sensitivity and soil organic car-
bon decomposition in response to climate change. Global Change 
Biology, 30, e17395. https:// doi. org/ 10. 1111/ gcb. 17395 

Li, W., Shi, Y., Zhu, D., Wang, W., Liu, H., Li, J., Shi, N., Ma, L., & Fu, S. 
(2021). Fine root biomass and morphology in a temperate forest 
are influenced more by the nitrogen treatment approach than the 
rate. Ecological Indicators, 130, 108031. https:// doi. org/ 10. 1016/j. 
ecoli nd. 2021. 108031

Lindahl, B. D., Kyaschenko, J., Varenius, K., Clemmensen, K. E., Dahlberg, 
A., Karltun, E., & Stendahl, J. (2021). A group of ectomycorrhizal 
fungi restricts organic matter accumulation in boreal forest. Ecology 
Letters, 24, 1341–1351. https:// doi. org/ 10. 1111/ ele. 13746 

Lindahl, B. D., & Tunlid, A. (2015). Ectomycorrhizal fungi—Potential or-
ganic matter decomposers, yet not saprotrophs. New Phytologist, 
205, 1443–1447. https:// doi. org/ 10. 1111/ nph. 13201 

Ling, N., Wang, T., & Kuzyakov, Y. (2022). Rhizosphere bacteriome struc-
ture and functions. Nature Communications, 13, 836. https:// doi. 
org/ 10. 1038/ s4146 7-  022-  28448 -  9

Liu, B., Li, H., Zhu, B., Koide, R. T., Eissenstat, D. M., & Guo, D. (2015). 
Complementarity in nutrient foraging strategies of absorptive fine 
roots and arbuscular mycorrhizal fungi across 14 coexisting sub-
tropical tree species. New Phytologist, 208, 125–136. https:// doi. 
org/ 10. 1111/ nph. 13434 

Liu, L., Huang, X., Zhang, J., Cai, Z., Jiang, K., & Chang, Y. (2020). 
Deciphering the relative importance of soil and plant traits on the 
development of rhizosphere microbial communities. Soil Biology 

 13652435, 0, D
ow

nloaded from
 https://besjournals.onlinelibrary.w

iley.com
/doi/10.1111/1365-2435.14728 by U

niversiteit H
asselt, W

iley O
nline L

ibrary on [08/01/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.1016/j.geoderma.2017.04.015
https://doi.org/10.1158/0008-5472.CAN-13-1511
https://doi.org/10.1158/0008-5472.CAN-13-1511
https://doi.org/10.1111/nph.17082
https://doi.org/10.1038/s41579-024-01073-7
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.1038/nmeth.2604
https://doi.org/10.1007/s00374-019-01416-0
https://doi.org/10.1007/s00374-019-01416-0
https://doi.org/10.1111/nph.17954
https://doi.org/10.1890/05-1839
https://doi.org/10.1890/05-1839
https://doi.org/10.1111/gcb.12816
https://doi.org/10.1111/gcb.12816
https://doi.org/10.1016/j.soilbio.2014.03.023
https://doi.org/10.1038/s41579-020-0402-3
https://doi.org/10.1038/s41579-020-0402-3
https://doi.org/10.1016/j.soilbio.2020.108019
https://doi.org/10.1016/j.soilbio.2020.108019
https://doi.org/10.1111/nph.12271
https://doi.org/10.1111/nph.12271
https://doi.org/10.1002/ecy.3688
https://doi.org/10.1002/ecy.3688
https://doi.org/10.1111/nph.16844
https://doi.org/10.1016/j.soilbio.2022.108615
https://doi.org/10.1038/nature13604
https://doi.org/10.1111/j.1469-8137.2012.04297.x
https://doi.org/10.1111/j.1469-8137.2012.04297.x
https://doi.org/10.1111/mec.12481
https://doi.org/10.1016/j.soilbio.2010.11.022
https://doi.org/10.1016/j.soilbio.2010.11.022
https://doi.org/10.1111/ele.12862
https://doi.org/10.1111/ele.12862
https://doi.org/10.1111/2041-210X.12512
https://doi.org/10.1111/2041-210X.12512
https://doi.org/10.1111/gcb.15593
https://doi.org/10.1111/gcb.17395
https://doi.org/10.1016/j.ecolind.2021.108031
https://doi.org/10.1016/j.ecolind.2021.108031
https://doi.org/10.1111/ele.13746
https://doi.org/10.1111/nph.13201
https://doi.org/10.1038/s41467-022-28448-9
https://doi.org/10.1038/s41467-022-28448-9
https://doi.org/10.1111/nph.13434
https://doi.org/10.1111/nph.13434


    |  13ZHAO et al.

and Biochemistry, 148, 107909. https:// doi. org/ 10. 1016/j. soilb io. 
2020. 107909

Liu, S., García- Palacios, P., Tedersoo, L., Guirado, E., van der Heijden, M. G. 
A., Wagg, C., Chen, D., Wang, Q., Wang, J., Singh, B. K., & Delgado- 
Baquerizo, M. (2022). Phylotype diversity within soil fungal func-
tional groups drives ecosystem stability. Nature Ecology & Evolution, 
6, 900–909. https:// doi. org/ 10. 1038/ s4155 9-  022-  01756 -  5

Lu, R. (2000). Methods of soil agricultural chemistry analysis. Chinese 
Agricultural Science and Technology Press.

Maillard, F., Kohler, A., Morin, E., Hossann, C., Miyauchi, S., Ziegler- 
Devin, I., Gérant, D., Angeli, N., Lipzen, A., Keymanesh, K., Johnson, 
J., Barry, K., Grigoriev, I. V., Martin, F. M., & Buée, M. (2023). 
Functional genomics gives new insights into the ectomycorrhizal 
degradation of chitin. New Phytologist, 238, 845–858. https:// doi. 
org/ 10. 1111/ nph. 18773 

Moore, J. A. M., Sulman, B. N., Mayes, M. A., Patterson, C. M., & Classen, 
A. T. (2020). Plant roots stimulate the decomposition of complex, 
but not simple, soil carbon. Functional Ecology, 34, 899–910. https:// 
doi. org/ 10. 1111/ 1365-  2435. 13510 

Nguyen, N. H., Song, Z., Bates, S. T., Branco, S., Tedersoo, L., Menke, J., 
Schilling, J. S., & Kennedy, P. G. (2016). FUNGuild: An open annota-
tion tool for parsing fungal community datasets by ecological guild. 
Fungal Ecology, 20, 241–248. https:// doi. org/ 10. 1016/j. funeco. 
2015. 06. 006

Oksanen, J., Guillaume Blanchet, F., Friendly, M., Kindt, R., Legendre, P., 
McGlinn, D., Minchin, P. R., O'Hara, R. B., Simpson, G. L., Solymos, 
P., Stevens, M. H. H., Szoecs, E., & Wagner, H. (2020). Vegan: 
Community ecology package. R package (version 2.5- 7). http:// 
CRAN.R- proje ct. org/ packa ge= vegan 

Pellitier, P. T., & Zak, D. R. (2021). Ectomycorrhizal fungal decay traits 
along a soil nitrogen gradient. New Phytologist, 232, 2152–2164. 
https:// doi. org/ 10. 1111/ nph. 17734 

Phillips, R. P., Brzostek, E., & Midgley, M. G. (2013). The mycorrhizal- 
associated nutrient economy: A new framework for predicting car-
bon–nutrient couplings in temperate forests. New Phytologist, 199, 
41–51. https:// doi. org/ 10. 1111/ nph. 12221 

Phillips, R. P., & Fahey, T. J. (2006). Tree species and mycorrhizal associ-
ations influence the magnitude of rhizosphere effects. Ecology, 87, 
1302–1313. https:// doi. org/ 10. 1890/ 0012-  9658(2006) 87[1302: 
TSAMAI] 2.0. CO; 2

Pinheiro, J. C., Bates, D. M., DebRoy, S., & Sarkar, D. (2019). Linear and 
nonlinear mixed effects models. R package ‘nlme’, (Version 3.1- 142). 
https:// CRAN. R-  proje ct. org/ packa ge= nlme

Piper, F. I., Moreno- Meynard, P., & Fajardo, A. (2022). Nonstructural car-
bohydrates predict survival in saplings of temperate trees under 
carbon stress. Functional Ecology, 36, 2806–2818. https:// doi. org/ 
10. 1111/ 1365-  2435. 14158 

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., 
Peplies, J., & Glöckner, F. O. (2013). The SILVA ribosomal RNA gene 
database project: Improved data processing and web- based tools. 
Nucleic Acids Research, 41, D590–D596. https:// doi. org/ 10. 1093/ 
nar/ gks1219

Shao, P., Lynch, L., Xie, H., Bao, X., & Liang, C. (2021). Tradeoffs among 
microbial life history strategies influence the fate of microbial res-
idues in subtropical forest soils. Soil Biology and Biochemistry, 153, 
108112. https:// doi. org/ 10. 1016/j. soilb io. 2020. 108112

Sinsabaugh, R. L., & Follstad Shah, J. J. (2012). Ecoenzymatic stoichiom-
etry and ecological theory. Annual Review of Ecology, Evolution, and 
Systematics, 43, 313–343. https:// doi. org/ 10. 1146/ annur ev-  ecols 
ys-  07111 2-  124414

Smith, G. R., & Peay, K. G. (2021). Multiple distinct, scale- dependent links 
between fungi and decomposition. Ecology Letters, 24, 1352–1362. 
https:// doi. org/ 10. 1111/ ele. 13749 

Song, J., Wan, S., Piao, S., Knapp, A. K., Classen, A. T., Vicca, S., Ciais, 
P., Hovenden, M. J., Leuzinger, S., Beier, C., Kardol, P., Xia, J., Liu, 
Q., Ru, J., Zhou, Z., Luo, Y., Guo, D., Adam Langley, J., Zscheischler, 

J., … Zheng, M. (2019). A meta- analysis of 1,119 manipulative ex-
periments on terrestrial carbon- cycling responses to global change. 
Nature Ecology & Evolution, 3, 1309–1320. https:// doi. org/ 10. 1038/ 
s4155 9-  019-  0958-  3

Soudzilovskaia, N. A., Vaessen, S., Barcelo, M., He, J., Rahimlou, S., 
Abarenkov, K., Brundrett, M. C., Gomes, S. I. F., Merckx, V., & 
Tedersoo, L. (2020). FungalRoot: Global online database of plant 
mycorrhizal associations. New Phytologist, 227, 955–966. https:// 
doi. org/ 10. 1111/ nph. 16569 

Steidinger, B. S., Crowther, T. W., Liang, J., Van Nuland, M. E., Werner, G. 
D. A., Reich, P. B., Nabuurs, G. J., de- Miguel, S., Zhou, M., Picard, N., 
Herault, B., Zhao, X., Zhang, C., Routh, D., Peay, K. G., Abegg, M., 
Adou Yao, C. Y., Alberti, G., Almeyda Zambrano, A., … Consortium, 
G. (2019). Climatic controls of decomposition drive the global bio-
geography of forest- tree symbioses. Nature, 569, 404–408. https:// 
doi. org/ 10. 1038/ s4158 6-  019-  1128-  0

Tedersoo, L., & Bahram, M. (2019). Mycorrhizal types differ in ecophysi-
ology and alter plant nutrition and soil processes. Biological Reviews, 
94, 1857–1880. https:// doi. org/ 10. 1111/ brv. 12538 

Vargas, T.d. O., Concilio, A., Woyann, L. G., Santos, R. H. S., & Cheng, W. 
(2020). Rhizosphere priming effect on N mineralization in vegeta-
ble and grain crop systems. Plant and Soil, 452, 281–293. https:// doi. 
org/ 10. 1007/ s1110 4-  020-  04566 -  5

Wang, J., Zhang, T., Li, L., Li, J., Feng, Y., & Lu, Q. (2017). The patterns 
and drivers of bacterial and fungal β- diversity in a typical dryland 
ecosystem of northwest China. Frontiers in Microbiology, 8, 2126. 
https:// doi. org/ 10. 3389/ fmicb. 2017. 02126 

Wang, Q., Liu, S., & Tian, P. (2018). Carbon quality and soil microbial 
property control the latitudinal pattern in temperature sensitiv-
ity of soil microbial respiration across Chinese forest ecosystems. 
Global Change Biology, 24, 2841–2849. https:// doi. org/ 10. 1111/ gcb. 
14105 

Wang, Q., Zhao, X., Chen, L., Yang, Q., Chen, S., & Zhang, W. (2019). 
Global synthesis of temperature sensitivity of soil organic carbon 
decomposition: Latitudinal patterns and mechanisms. Functional 
Ecology, 33, 514–523. https:// doi. org/ 10. 1111/ 1365-  2435. 13256 

Wang, Q. K., Wang, S. L., & Zhong, M. C. (2013). Ecosystem carbon stor-
age and soil organic carbon stability in pure and mixed stands of 
Cunninghamia lanceolata and Michelia macclurei. Plant and Soil, 370, 
295–304. https:// doi. org/ 10. 1007/ s1110 4-  013-  1631-  2

Wang, X., Tang, C., Severi, J., Butterly, C. R., & Baldock, J. A. (2016). 
Rhizosphere priming effect on soil organic carbon decomposition 
under plant species differing in soil acidification and root exuda-
tion. New Phytologist, 211, 864–873. https:// doi. org/ 10. 1111/ nph. 
13966 

Xiong, D., Huang, J., Yang, Z., Cai, Y., Lin, T.- C., Liu, X., Xu, C., Chen, S., 
Chen, G., Xie, J., Li, Y., & Yang, Y. (2020). The effects of warming and 
nitrogen addition on fine root exudation rates in a young Chinese- 
fir stand. Forest Ecology and Management, 458, 117793. https:// doi. 
org/ 10. 1016/j. foreco. 2019. 117793

Xu, Y., Chen, Z., Li, X., Tan, J., Liu, F., & Wu, J. (2023). Mycorrhizal fungi 
alter root exudation to cultivate a beneficial microbiome for plant 
growth. Functional Ecology, 37, 664–675. https:// doi. org/ 10. 1111/ 
1365-  2435. 14249 

Xu, Y., Sun, L., Lal, R., Bol, R., Wang, Y., Gao, X., Ding, F., Liang, S., Li, S., 
& Wang, J. (2020). Microbial assimilation dynamics differs but total 
mineralization from added root and shoot residues is similar in agri-
cultural Alfisols. Soil Biology and Biochemistry, 148, 107901. https:// 
doi. org/ 10. 1016/j. soilb io. 2020. 107901

Yan, H., Freschet, G. T., Wang, H., Hogan, J. A., Li, S., Valverde- Barrantes, 
O. J., Fu, X., Wang, R., Dai, X., Jiang, L., Meng, S., Yang, F., Zhang, 
M., & Kou, L. (2022). Mycorrhizal symbiosis pathway and edaphic 
fertility frame root economics space among tree species. New 
Phytologist, 234, 1639–1653. https:// doi. org/ 10. 1111/ nph. 18066 

Yang, S., Wu, H., Wang, Z., Semenov, M. V., Ye, J., Yin, L., Wang, X., 
Kravchenko, I., Semenov, V., Kuzyakov, Y., Jiang, Y., & Li, H. (2022). 

 13652435, 0, D
ow

nloaded from
 https://besjournals.onlinelibrary.w

iley.com
/doi/10.1111/1365-2435.14728 by U

niversiteit H
asselt, W

iley O
nline L

ibrary on [08/01/2025]. See the T
erm

s and C
onditions (https://onlinelibrary.w

iley.com
/term

s-and-conditions) on W
iley O

nline L
ibrary for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons L

icense

https://doi.org/10.1016/j.soilbio.2020.107909
https://doi.org/10.1016/j.soilbio.2020.107909
https://doi.org/10.1038/s41559-022-01756-5
https://doi.org/10.1111/nph.18773
https://doi.org/10.1111/nph.18773
https://doi.org/10.1111/1365-2435.13510
https://doi.org/10.1111/1365-2435.13510
https://doi.org/10.1016/j.funeco.2015.06.006
https://doi.org/10.1016/j.funeco.2015.06.006
http://cran.r-project.org/package=vegan
http://cran.r-project.org/package=vegan
https://doi.org/10.1111/nph.17734
https://doi.org/10.1111/nph.12221
https://doi.org/10.1890/0012-9658(2006)87%5B1302:TSAMAI%5D2.0.CO;2
https://doi.org/10.1890/0012-9658(2006)87%5B1302:TSAMAI%5D2.0.CO;2
https://cran.r-project.org/package=nlme
https://doi.org/10.1111/1365-2435.14158
https://doi.org/10.1111/1365-2435.14158
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1016/j.soilbio.2020.108112
https://doi.org/10.1146/annurev-ecolsys-071112-124414
https://doi.org/10.1146/annurev-ecolsys-071112-124414
https://doi.org/10.1111/ele.13749
https://doi.org/10.1038/s41559-019-0958-3
https://doi.org/10.1038/s41559-019-0958-3
https://doi.org/10.1111/nph.16569
https://doi.org/10.1111/nph.16569
https://doi.org/10.1038/s41586-019-1128-0
https://doi.org/10.1038/s41586-019-1128-0
https://doi.org/10.1111/brv.12538
https://doi.org/10.1007/s11104-020-04566-5
https://doi.org/10.1007/s11104-020-04566-5
https://doi.org/10.3389/fmicb.2017.02126
https://doi.org/10.1111/gcb.14105
https://doi.org/10.1111/gcb.14105
https://doi.org/10.1111/1365-2435.13256
https://doi.org/10.1007/s11104-013-1631-2
https://doi.org/10.1111/nph.13966
https://doi.org/10.1111/nph.13966
https://doi.org/10.1016/j.foreco.2019.117793
https://doi.org/10.1016/j.foreco.2019.117793
https://doi.org/10.1111/1365-2435.14249
https://doi.org/10.1111/1365-2435.14249
https://doi.org/10.1016/j.soilbio.2020.107901
https://doi.org/10.1016/j.soilbio.2020.107901
https://doi.org/10.1111/nph.18066


14  |    ZHAO et al.

Linkages between the temperature sensitivity of soil respiration 
and microbial life strategy are dependent on sampling season. Soil 
Biology and Biochemistry, 172, 108758. https:// doi. org/ 10. 1016/j. 
soilb io. 2022. 108758

Yao, F., Yang, S., Wang, Z., Wang, X., Ye, J., Wang, X., DeBruyn, J. M., 
Feng, X., Jiang, Y., & Li, H. (2017). Microbial taxa distribution is as-
sociated with ecological trophic cascades along an elevation gra-
dient. Frontiers in Microbiology, 8, 2071. https:// doi. org/ 10. 3389/ 
fmicb. 2017. 02071 

Yin, H., Wheeler, E., & Phillips, R. P. (2014). Root- induced changes in nu-
trient cycling in forests depend on exudation rates. Soil Biology and 
Biochemistry, 78, 213–221. https:// doi. org/ 10. 1016/j. soilb io. 2014. 
07. 022

Zhang, H., Yao, X., Zeng, W., Fang, Y., & Wang, W. (2020). Depth de-
pendence of temperature sensitivity of soil carbon dioxide, nitrous 
oxide and methane emissions. Soil Biology and Biochemistry, 149, 
107956. https:// doi. org/ 10. 1016/j. soilb io. 2020. 107956

Zhang, Q., Cheng, L., Feng, J., Mei, K., Zeng, Q., Zhu, B., & Chen, Y. (2021). 
Nitrogen addition stimulates priming effect in a subtropical forest 
soil. Soil Biology and Biochemistry, 160, 108339. https:// doi. org/ 10. 
1016/j. soilb io. 2021. 108339

Zhao, X., Tian, P., Liu, S., Sun, Z., Zeng, Z., & Wang, Q. (2022). Cunninghamia 
lanceolata and understory ferns had positive rhizosphere effects on 
the temperature sensitivity of soil microbial respiration in a sub-
tropical forest. Geoderma, 408, 115593. https:// doi. org/ 10. 1016/j. 
geode rma. 2021. 115593

Zhao, X., Tian, P., Sun, Z., Liu, S., Wang, Q., & Zeng, Z. (2022). Rhizosphere 
effects on soil organic carbon processes in terrestrial ecosystems: 
A meta- analysis. Geoderma, 412, 115739. https:// doi. org/ 10. 1016/j. 
geode rma. 2022. 115739

Zhao, X., Tian, P., Maillard, F., Liu, S., Sun, Z., Wang, Q., & Soudzilovsksia, 
N. A. (2024). Data from: Mycorrhiza- dependent drivers of the pos-
itive rhizosphere effects on the temperature sensitivity of soil mi-
crobial respiration in subtropical forests. Dryad Digital Repository. 
https:// doi. org/ 10. 5061/ dryad. h9w0v t4t3

Zheng, H., Phillips, R. P., Rousk, J., Yue, K., Schmidt, I. K., Peng, Y., Wang, 
S., & Vesterdal, L. (2023). Imprint of tree species mycorrhizal asso-
ciation on microbial- mediated enzyme activity and stoichiometry. 
Functional Ecology, 37, 1366–1376. https:// doi. org/ 10. 1111/ 1365-  
2435. 14311 

Zhu, B., & Cheng, W. (2011). Rhizosphere priming effect increases the 
temperature sensitivity of soil organic matter decomposition. 
Global Change Biology, 17, 2172–2183. https:// doi. org/ 10. 1111/j. 
1365-  2486. 2010. 02354. x

SUPPORTING INFORMATION
Additional supporting information can be found online in the 
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Figure S1. Relationships between the rhizosphere effect (RE) on 
temperature sensitivity of soil microbial respiration (Q10) with the RE 
on soil properties (a–h) and fine root properties (i–p) for arbuscular 
mycorrhizal (AM, blue lines and points) and ectomycorrhizal (EM, red 
lines and points) tree species based on the linear mixed- effect model.
Figure S2. Relationships between the rhizosphere effect (RE) 
on temperature sensitivity of soil microbial respiration (Q10) 
with the RE on enzyme activities (a–f) and microbial properties 
(g–o) for arbuscular mycorrhizal (AM, blue lines and points) and 
ectomycorrhizal (EM, red lines and points) tree species based on the 
linear mixed- effect model.
Figure S3. Relationships between the rhizosphere effect (RE) on 
temperature sensitivity of soil microbial respiration (Q10) with 
the RE on r- strategy bacteria (a) and ectomycorrhizal fungi (b) 
abundances for arbuscular mycorrhizal (AM, blue lines and points) 
and ectomycorrhizal (EM, red lines and points) tree species based on 
the linear mixed- effect model.
Table S1. Assignment of different main microbial functional groups.
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Table S3. Rhizosphere effects on soil chemical properties for nine 
tree species.
Table S4. Rhizosphere effects on soil microbial properties for nine 
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Table S5. Rhizosphere effects on soil enzyme activities for nine tree 
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Table S6. Relationships between the rhizosphere effect (RE) on 
temperature sensitivity of soil microbial respiration (Q10) with the RE 
on K- strategist bacteria, r- strategist fungi, and K- strategist fungi for 
arbuscular mycorrhizal (AM) and ectomycorrhizal (EM) tree species 
based on the linear mixed- effect model.
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