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Climate and land use are major determinants of biodiversity, and declines in spe-
cies richness in cold and human exploited landscapes can be caused by lower rates of 
biotic interactions. Deadwood fungi and bacteria interact strongly with their hosts 
due to long-lasting evolutionary trajectories. However, how rates of biotic interac-
tions (specialization) change with temperature and land-use intensity are unknown for 
both microbial groups. We hypothesize a decrease in species richness and specialization 
of communities with decreasing temperature and increasing land use intensity while 
controlling for precipitation. We used a full-factorial nested design to disentangle land 
use at habitat and landscape scale and temperature spanning an area of 300 × 300 km 
in Germany. We exposed four deadwood objects representing the main tree species 
in Central Europe (beech, oak, spruce, pine) in 175 study plots. Overall, we found 
that fungal and bacterial richness, community composition and specialization were 
weakly related to temperature and land use. Fungal richness was slightly higher in 
near-natural than in urban landscapes. Bacterial richness was positively associated with 
mean annual temperature, negatively associated with local temperature and highest in 
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grassland habitats. Bacterial richness was positively related to the covariate mean annual precipitation. We found strong effects 
of host-tree identity on species richness and community composition. A generally high level of fungal host-tree specializa-
tion might explain the weak response to temperature and land use. Effects of host-tree identity and specialization were more 
pronounced in fungi. We suggest that host tree changes caused by land use and climate change will be more important for 
fungal communities, while changes in climate will affect bacterial communities more directly. Contrasting responses of the 
two taxonomic groups suggest a reorganization of deadwood microbial communities, which might have further consequences 
on diversity and decomposition in the Anthropocene.

Keywords: climate change, land-use intensification, microbes, network analysis, saproxylic, urbanization

Introduction

Climate and land use are major drivers of species diversity at 
various spatial scales (Storch et al. 2007). In many taxonomic 
groups, species richness decreases with decreasing temperature 
(Lomolino 2001) and increasing land-use intensity (Murphy 
and Romanuk 2014, Newbold  et  al. 2015). However, the 
mechanisms are often poorly understood but are key to 
improving predictions about how climate change and land-
use intensification will affect species richness (Urban  et  al. 
2016). Along with climate and land-use gradients, a decline 
in the richness of species which strongly interact with a host 
(ecological specialization) can be mechanistically linked to 
lower levels of biotic specialization (Pellissier et al. 2018).

Fungi and bacteria are tremendously speciose and are the 
main decomposers of deadwood (Boddy and Watkinson 1995, 
Johnston et al. 2016). They are thus particularly important 
for the global carbon and nutrient cycle (Bani et al. 2018), 
considering that the amount of carbon stored in deadwood 
is equivalent to about 8% of the global forest carbon stocks 
(Pan et al. 2011). Strong co-evolution of deadwood-depen-
dent fungal and bacterial species with their hosts has caused 
a high level of specialization (Floudas et al. 2012, Moll et al. 
2021). However, fungi show a slightly stronger specialization 
than bacteria (Moll et al. 2021). Still, our knowledge of how 
temperature and land use affect fungal and bacterial species 
richness and how this is linked to changes in biotic interac-
tions (specialization) is limited.

In this study, we used a full-factorial design to disentangle 
temperature and land-use effects on fungal and bacterial rich-
ness, community composition and host tree specialization 
along climate and land-use gradients in southern Germany. 
We expect that the level of specialization within fungal and 
bacterial communities decreases with decreasing temperature 
and increasing land-use intensity caused by increasing envi-
ronmental variability for the following reasons. First, theory 
predicts an increase of generalist species, thereby reducing 
community specialization with decreasing mean temperature 
at different spatial scales (latitudinal and altitudinal niche 
breadth hypothesis, MacArthur 1972), caused by a higher 
temperature variability in cold environments (Rasmann et al. 
2014). Second, land-use intensification causes environmen-
tal variability via disturbance and perturbation of habi-
tats (Polasky et al. 2011, Tittensor et al. 2014, Dudley and 
Alexander 2017, Curtis et al. 2018) and hence, anthropogenic 

habitats should support generalist species, thereby decreasing 
specialization within communities. This assumption is sup-
ported by an empirical study suggesting that the observed 
decline in specialist species can be attributed to habitat 
destruction and degradation (Clavel et al. 2011). Variability 
of environmental conditions, e.g. in terms of temperature 
and land-use intensity, is crucial for niche evolution; the 
evolution of specialization has been attributed to stable envi-
ronmental conditions, while generalist species are thought to 
have evolved under variable heterogeneous environmental 
conditions (van Tienderen 1991). Environmental unpredict-
ability causes variability in species population sizes and hence 
supports the evolution of generalists (Whittaker 1975). This 
evolutionary mechanism should translate into the structuring 
of communities observed today (ecological mechanism) and 
can be tested via specialization measures of communities in a 
given environment.

To test these expectations, we experimentally exposed 
four deadwood objects representing the main tree species in 
central Europe (beech, oak, spruce, pine) in 175 study plots 
across a large climate and land-use gradient. We character-
ized fungal and bacterial communities via high-throughput 
sequencing and determined species richness and specializa-
tion (H2′ index). We tested the following hypotheses: Species 
richness and specialization 1) decrease with decreasing tem-
perature, and 2) decrease with increasing land-use intensity.

Material and methods

Study design

In April 2019, we placed deadwood objects along a climate 
and land-use gradient in Bavaria, Germany. To establish these 
gradients, five climate zones based on mean annual tempera-
ture (< 7.5°C, 7.5–8°C, 8–8.5°C, 8.5–9°C, > 9°C) from 
1981 to 2010 (Deutscher Wetterdienst 2020) and three land-
use categories (near-natural: > 85% natural vegetation includ-
ing a minimum of 50% forest, n = 58; agricultural: > 40% 
arable land and managed grassland, n = 58; urban: > 14% 
housing, industry and traffic structure, n = 59) were defined 
and assigned to a matrix of grid cells (5.8 × 5.8 km) across 
Bavaria. Grid cells were selected to represent all 15 possible 
combinations of climate and land-use categories with four 
replicates, resulting in 60 grid cells (following: 'study region').
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Within each of the 60 study regions, three study plots (3 
× 30 m) were embedded, representing the most dominant 
habitat types (out of forest, grassland, arable fields, and settle-
ments), resulting in 175 study plots in total (one study region 
contained only two study plots, Supporting information). 
The number of study plots was distributed as follows: for-
est: 53, grassland: 45, arable: 43, settlement: 34 (Supporting 
information for distribution across habitat types). For reasons 
of standardization, study plots were established on an open 
area with herbaceous vegetation, such as forest clearings, 
meadows, crop field margins, and green spaces within settle-
ments or cities. The study area covers an area of 300 × 300 
km and 1000 m in elevation. More details about the study 
design can be found in Redlich et al. (2021).

As deadwood, the four dominant tree genera in German 
forests were chosen, i.e. beech Fagus sylvatica, oak Quercus 
sp., spruce Picea abies, and pine Pinus sylvestris. All deadwood 
branches originated from the Steigerwald Forest, northern 
Bavaria, to ensure equal starting conditions in microbial 
communities. On each study plot, one branch (10 cm in 
diameter, 50 cm length) of each of the four tree genera was 
vertically positioned on a pole, with direct soil contact, for 
one growing season (April–September 2019).

Environmental parameters

The information on mean annual temperature (MAT) for each 
study plot was extracted from gridded monthly datasets with 
a horizontal resolution of 1 km using the nearest source to 
destination approach. Subsequently, long-term averages were 
calculated for the period 1991 to 2020. The raw input datasets 
were provided free of charge by the German Meteorological 
Service (DWD) and are described in Kaspar et al. (2013). To 
characterize small-scale habitat-related temperature, we used 
iButton thermologgers (type DS1923, Hygrochron iBut-
ton, Whitewater, WI, USA) on each study plot (average day 
and night temperature from April to September 2019). Each 
datalogger was mounted on a wooden pole at 1.10 m height, 
facing north and with a roof panel to protect against direct 
sun exposure. These measurements are hereafter referred to 
as ‘local temperature’. Furthermore, we used the covariate 
mean annual sum of precipitation (MAP) to account for off-
set effects. MAP was assessed analogously to MAT, using data 
from the German Meteorological Service (DWD), described 
in Kaspar et al. (2013). We also considered the four habitat 
types (forest, grassland, arable field, settlements) embedded 
within near-natural, agricultural, or urban landscapes.

Microbial sample processing

To assess the microbiome in the deadwood, we removed the 
bark from each branch with a sterilized knife before drill-
ing three holes (diameter ca 0.5 cm) horizontally into the 
middle of the branch. The knife and drill were sterilized 
after each sample using a Bunsen burner and 99% etha-
nol. Five grams of the extracted powdery debris were pul-
verized using liquid nitrogen in a swing mill (MM400, 

Retsch, Haan, Germany). Total environmental (i.e. bacterial 
and fungal) DNA was isolated from 0.25 g of each homog-
enized, powdery wood sample using the Quick-DNA Fecal/ 
Soil Microbe Miniprep kit (D6010) (Zymoresearch, Irvine, 
CA, USA) following the manufacturer’s instructions. PCR 
amplification, sequencing and bioinformatics were per-
formed externally by LGC Genomics, Berlin (Germany). 
Briefly, the fungal ITS (internal transcribed spacer) region 
was amplified using the region-specific primers fITS7 (for-
ward) [GTGARTCATCGAATCTTTG] and ITS4 (reverse) 
[TCCTCCGCTTATTGATATGC] and corresponding 
amplification protocols described by Ihrmark et al. (2012), 
including no template control samples. Likewise, bacterial 
16S gene (V4 region) was amplified using the region-specific 
primers 515F (forward) [GTGYCAGCMGCCGCGGTAA] 
and 806R (reverse) [GGACTACNVGGGTWTCTAAT] 
modified by Caporaso et al. (2011, 2012). Subsequently, dual 
barcoded amplicons were sequenced on an Illumina MiSeq 
system. For data analysis, read libraries were demultiplexed 
allowing one or two mismatches or Ns in the barcode and 
sorted by amplicon inline barcodes (allowing for one mis-
match per barcode) with Illumina bcl2fastq ver. 2.20 soft-
ware. Amplicon barcodes and adapter remnants were clipped 
from the sequences and reads consisting of < 100 bases were 
discarded. Primer sequences were used for identification 
(three mismatches allowed) and separation of fungal and bac-
terial reads before being removed. Forward and reverse reads 
were combined using BBMerge ver. 34.48 (Bushnell  et  al. 
2017). All reads with a similarity > 97% were clustered to an 
OTU (operational taxonomic unit) using Mothur software, 
which also implemented the removal of chimeric sequences 
(Schloss et al. 2009). Each bacterial OTU (with at least two 
observed sequences) was queried against the ribosomal data-
base project (RDP) release 11.4 (Cole  et  al. 2014) using a 
blastn search (NCBI BLAST+ ver. 2.10.0, E ≤ 0.1, percent 
identity ≥ 90%). Fungal OTUs were queried against the 
curated database UNITE ver. 6 (Nilsson et al. 2019). All bac-
terial and fungal hits were counted per sample and integrated 
in a count table, filtering and removing for example amplified 
and sequenced mitochondrial 16S, plant ITS or other non-
target sequences. Further, all singletons were removed (i.e. 
setting community matrix cells with the value of 1 to 0) from 
the dataset prior to statistical analysis (potential sequence 
errors, Brown et al. 2015).

Response variables

To determine fungal and bacterial species richness and 
community composition, we first rarefied each community 
matrix (function rrarefy, package ‘vegan’ by Oksanen  et  al. 
2020). We then calculated species richness for each object 
and plot. To determine a suitable rarefaction depth, we first 
calculated the read sums for each sample. We visualized all 
read sums based on sorted histograms. This allows identi-
fying samples with relatively low read sums, which might 
indicate low sequence quality. Removal of samples with 
relatively low read sums increases data quality for further 
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analysis (Tedersoo et al. 2022). Further, with this procedure, 
we maintain as many samples as possible while keeping the 
rarefaction depth sufficiently high for a representative sam-
pling effort. Minimum read sum per sample considered as 
the threshold for rarefaction was 1345 for fungi and 373 
for bacteria. Based on this procedure, we retained 92% of 
all objects for the fungal analysis and 86% for the bacterial 
analysis. Note that results based on rarefaction to the lowest 
sum of reads and therefore maintaining all objects and plots 
for the analysis showed largely consistent results (data not 
shown). However, it is recommended to remove samples with 
rather low read sums and further avoid a too-low threshold of 
the minimum read sums because it can substantially reduce 
the explained variance (Tedersoo et al. 2022). We therefore 
present the results based on the above-mentioned rarefaction 
procedure. Finally, we are aware that OTUs are not equiva-
lent to species, but we chose the term ‘species’ throughout the 
manuscript for readability.

Based on the rarefied community matrix, community 
specialization was calculated by a network analysis using the 
package ‘bipartite’ (Dormann et al. 2009). Here, the standard-
ized two-dimensional Shannon entropy (H2′, Blüthgen et al. 
2006) serves as a measure of fungal and bacterial community 
specialization on host trees and ranges between 0 (no host-
tree preference) and 1 (total specialization). H2′ calculates the 
interaction frequencies of two groups of different trophic lev-
els (number of species per host tree) in relation to all possible 
interactions, hence being network-size independent. This 
allows comparisons across networks and along ecological gra-
dients, i.e. whether community specialization shifts to a more 
specialized or generalistic resource use with a shift in MAT, 
local temperature, or land use. After calculating H2′, we com-
pared the observed H2′ values with a null model with full 
randomization that kept frequencies and richness constant 
(function r2dtable, 1000 simulations). Specialization differed 
from random (p < 0.05) in all plots and were hence con-
sidered in further analyses. Since branches with insufficient 
reads were excluded from further analysis due to rarefaction 
(above), not all plots contained all four tree species anymore. 
Hence, we standardized the data set to plots characterized by 
the full set of branches for the analyses on plot level (species 
richness per plot, community specialization). Therefore, we 
kept 81% of all plots for fungi and 67% for bacteria. The 
remaining plots were still equally distributed across the envi-
ronmental gradients with sufficient replications (Supporting 
information).

Statistics

All statistical analyses were performed using R ver. 4.3.2 
(www.r-project.org).

To test the relationship between fungal and bacterial rich-
ness vs MAT, local temperature and land use at habitat and 
landscape scale, we used four separate negative-binomial 
generalized linear mixed effect models, one for each micro-
bial group and each resolution level (plot level and object 
level) using the function glmer.nb from the ‘lme4’ package 

(Bates et al. 2015). As main predictors, we used MAT, local 
temperature, habitat type and landscape type. Since MAT 
and local temperature were only moderately correlated 
(spearman’s rho = 0.50 and p < 0.05), both variables were 
included in the models. Elevation was highly correlated 
with MAT (spearman’s rho = −0.83 and p < 0.001) and 
thus excluded from the models. As outlined above, we used 
MAP (log10-transformed for normality) as a covariate in our 
models. Further, we included ‘study region’ at plot level and 
‘study plot’ nested within ‘study region’ as random effect to 
account for the nested design and repeated measures (four 
objects on each plot). We compared the effects between 
fungi and bacteria based on the models’ effect sizes (z-val-
ues). Conditional and marginal R2 were calculated with the 
function r.squaredGLMM in the package ‘MuMIn’ (Bartoń 
2023). Note that R2 outside of the range between 0 and 1 
are possible, indicating rather poor fits. We interpret these 
models with care. Finally, we applied post-hoc tests to assess 
effects among host tree identity, habitat type landscape type 
respectively, using function glht in the package ‘multcomp‘ 
(Hothorn et al. 2008).

Effects of host tree identity, MAT, local temperature and 
land use at habitat and landscape scale on fungal and bac-
terial species composition were analyzed using Bray-Curtis 
dissimilarity matrices (function vegdist, package ‘vegan’, 
Oksanen  et  al. 2020). Based on these matrices (fungi and 
bacteria separately), non-metric multidimensional scaling 
ordination plots (function metaMDS, package ‘vegan’) were 
created. We applied a permutational multivariate analysis of 
variance (permanova, function adonis2, package ‘vegan’) with 
999 permutations to test the relative importance of our set of 
predictors on the composition of fungal and bacterial com-
munities. We compared the effects between fungi and bacte-
ria based on the models’ partial R2-values.

To test the relationship between fungal and bacterial spe-
cialization vs MAT, local temperature and land use at habitat 
and landscape scale, we built a generalized linear mixed model 
(function glmmTMB, package ‘glmmTMB’, Brooks  et  al. 
2017) for both fungi and bacteria using H2′ as response vari-
able. Models were specified as described above for the rich-
ness models at plot level.

To analyze species richness and specialization at plot level 
and the community composition at object level, we also 
explored interaction effects between temperature (MAT, 
local temperature) and land use (landscape-, habitat scale). 
At plot level, we specified two-way interactions (temperature 
variable and land use variable). At object level, we specified 
three-way interactions (between host, temperature variable, 
and land use variable). We did not include interaction terms 
in the original models, as the main effects of interaction 
models would generally be conditional, while our hypoth-
eses rely on marginal effects. Complex interaction models 
with numbers of predictors, as in our study, can be flawed 
and prone to inferential errors (Brambor et al. 2006, Kuhn 
and Johnson 2013). As a conservative approach, we there-
fore considered only those interaction terms in which one of 
the interaction variables was significant in our main models 
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based on marginal (independent) effects. We also refrained 
from presenting p-values for the interaction approach to 
avoid violation of statistical principles, i.e. testing identical 
response and predictor variables in the second model. We 
point towards hypothesis generating, but not traditionally 
confirmatory interpretation of the additional model. Other 
predictors not involved in interaction terms were added as 
covariates to be consistent with the main models, including 
also precipitation as a covariate. Thus, all predictors were rep-
resented as main effects. For example, if only landscape was 
significant in the main marginal model (above), we specified 
the following model: landscape × MAT + landscape × local 
temperature + Habitat + MAP.

Results

Across all study plots, we observed 4136 fungal and 6999 
bacterial putative species (OTUs). Most fungal species 
belonged to the phyla Ascomycota and Basidiomycota 
(Supporting information). The most dominant bacteria 
phyla were Proteobacteria, Actinobacteria and Bacteroidetes 
(Supporting information). The appearance and distribu-
tion of the main fungal and bacterial taxa across our envi-
ronmental gradients were largely consistent (Supporting 
information).

Microbial richness at study-plot level

Fungal species richness was unrelated to MAT or local tem-
perature (Table 1, Fig. 1a–b). In contrast, bacteria species 
richness was positively related to MAT but negatively to local 
temperature (Table 1, Fig. 1c–d). Fungal species richness 
was higher in near-natural landscapes compared to urban 
landscapes (Table 1, Fig. 1k). Bacteria richness was higher 
in grassland and arable than in forest habitats but unaffected 
by landscape (Table 1, Fig. 1j, l). Bacterial richness was 

significantly positively related to the covariate MAP (Table 1, 
Supporting information). R² values of the overall models 
were generally low; model performance was better for bacte-
ria (marginal R²: 27.8%) than fungi (marginal R²: 14.3%). 
Post-hoc test results for all pairwise comparisons among habi-
tats and landscapes can be found in the Supporting informa-
tion. Our models suggest no interactions among temperature 
and land use predictors based on the effect sizes (z-values), 
about 1.55 at maximum (Supporting information).

Microbial richness at object level

The results gained from the model at object level showed 
strong significant differences in richness between tree gen-
era for both fungi and bacteria (Supporting information). 
The post-hoc test revealed significant differences in fungal 
richness between each tree genera. Fungal richness was low-
est in beech branches, followed by pine, oak and was high-
est in spruce (Supporting information). Bacterial richness 
was also lowest in beech branches and lower in pine than 
oak and spruce branches (Supporting information). Effects 
of climate and land use variables on fungal and bacterial 
species richness at object level were largely consistent with 
plot-level models (Table 1, Supporting information). We 
found no relationship between fungal richness and MAT 
and local temperature. Bacterial richness was positively 
related to MAT but negatively to local temperature. Fungal 
richness was lower in urban compared to near-natural land-
scapes. Bacterial richness was significantly higher in grass-
lands compared to forest habitats. Fungal richness at object 
level was negatively related to the covariate MAP, whereas 
bacterial richness showed a positive relationship to MAP 
(Supporting information). The marginal R² value for the 
fungal model was 58.9% (conditional R2 62.9%), while the 
marginal R² value for the bacterial model was 14.6% (con-
ditional R2: 18.8%).

Table 1. Effects of the main predictors mean annual temperature (MAT), local temperature and land use at habitat and landscape scale) and 
the covariate mean annual sum of precipitation (MAP, log10-transformed) on the richness and degree of community specialization on host 
tree (H2′) of fungi and bacteria estimated by generalized linear mixed effects models (negative binomial) and beta-regression models, respec-
tively. Results are described by z-values. Significant values are indicated in bold and by asterisks (* = p < 0.05, ** = p < 0.01,  
*** = p < 0.001). Note that R2s out of the range from 0 to 1 indicate low model performance and poor fits.

Fungi Bacteria
Richness H2′ Richness H2′

Predictors z-value z-value z-value z-value

(Intercept) 3.08** 1.83 −0.08 −2.80**
Main predictors
Temperature MAT in °C 1.18 −0.06 4.01*** 0.69

Local temp. in °C 1.83 −1.14 −3.34** −0.62
Habitat type Grassland vs forest 1.30 −0.13 3.70*** 1.17

Arable vs forest −0.61 −0.09 1.97* 1.92
Settlement vs forest −0.17 −0.22 1.65 0.95

Landscape type Agric. vs near-natural −1.31 −0.42 −0.59 3.26**
Urban vs near-natural −1.97* 0.36 −0.45 1.26

Covariate
Precipitation MAP in mm (log10) −1.51 −0.50 4.10*** 3.39**
Observations 146 146 120 120
Marginal R2/Conditional R2 0.143/0.262 −0.506/−0.907 0.278/0.467 0.572/1.156
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Figure 1. Regression curves showing fungal (a, b) and bacterial (c, d) species richness and community specialization (fungi: e, f; bacteria: g, h)  
at study-plot level predicted by the generalized linear mixed model (glmer.nb: richness; glmmTMB: specialization) and mean annual tempera-
ture (MAT; a, c, e, g) and local temperature (b, d, f, h). Non-significant changes are indicated by dashed lines. Boxplots show fungal (i, k) and 
bacterial (j, l) species richness (log10 transformed) and specialization (fungi: m, o; bacteria: n, p) among habitat (i, j, m, n) and landscape types 
(k, l, o, p) at plot level. Significant values are indicated by z-values and asterisks (* = p < 0.05, ** = p < 0.01, *** = p < 0.001). Detailed results 
can be found in Table 1.
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Community composition

Permanova at object level revealed the host-tree identity as 
the most important factor determining fungal community 
composition (Table 2, Fig. 2a, Supporting information). 
Bacterial community composition was also strongly related 
to host tree identity, but the partial R² value was lower com-
pared to fungi (33.7% for fungi, 8.1% for bacteria, Table 2, 
Fig. 2b). All other predictors showed a low partial R² value. 
MAT explained only 0.2% of fungal and 0.5% of bacterial 
community composition. Effects of land-use variables on bac-
terial communities were slightly higher (Habitat type: 0.9%, 
Landscape type: 0.5%) compared to the fungal community 
(Habitat type: 0.4%, Landscape type: 0.2%). The effect of 
the covariate MAP on the community composition was more 
pronounced for bacteria than fungi (7% for bacteria, 0.3% for 
fungi, Table 2). Based on effect sizes, the additional interaction 
model did not suggest strong three-way interaction (between 
host, temperature, and land use) effects for fungal and bacte-
rial community compositions (Supporting information).

Community specialization

Fungal specialization showed no significant relationship 
with climate and land-use variables (Table 1, Fig. 1e, f, m, 
o). Bacterial specialization was significantly higher in agri-
cultural than in near-natural landscapes (Table 1, Fig. 1p, 
Supporting information) and showed a positive relationship 
with the covariate MAP (Table 1, Supporting information). 
The overall performance of the models was weak (Table 1). 
The specialization index of fungi was close to 1.0 (H2′ mean 
value of 0.93 (± 0.05 SD), Fig. 2c). The specialization index 
of bacteria peaked at ca 0.5 (mean H2′ = 0.58 ± 0.14 SD, 

Fig. 2c). For fungi, we did not explore interactions (no 
significant variable in the overall model). The interaction 
terms in bacteria indicated only small effects (Supporting 
information).

Discussion

We hypothesized that species richness and specialization 
decrease with decreasing temperature and increasing land-
use intensity. However, this could only be partially confirmed 
for bacterial species richness, which was positively related to 
MAT, and for fungal richness, which was slightly higher in 
near-natural than urban landscapes. Further, we found no 
support for the hypothesis that specialization decreases with 
increasing land-use intensity. Fungal and bacterial richness 
and community composition were more strongly related to 
host-tree identity than temperature and land use.

Species richness and temperature

We found no significant relationship between fungal species 
richness and temperature. This is in contrast to studies show-
ing a positive relationship between fungal species richness 
and temperature within and across landscapes. For exam-
ple, Bässler et al. (2010) found an increase in fungal species 
richness on fine woody debris (similar to branches used in 
our study) with temperature at landscape scale. In another 
study, Thorn  et  al. (2018) found a decrease in fungal spe-
cies richness on coarse and fine woody debris with increas-
ing elevation, i.e. decreasing temperature across landscapes. 
However, both studies used species richness based on fruit 

Table 2. Permanova results for the effects of host tree identity, mean annual temperature (MAT), local temperature, habitat and landscape 
type on community composition of deadwood-inhabiting fungi and bacteria. We used mean annual sum of precipitation as a covariate. 
Significant values are indicated in bold and by asterisks (* = p < 0.05, ** = p < 0.01, *** = p < 0.001).

Fungi df SumOfSqs partial R2 F Pr(> F)

Main predictors
Host tree 3 94.118 0.337 111.355 0.001***
MAT in °C 1 0.525 0.002 1.864 0.046*
Local temp. in °C 1 0.408 0.001 1.447 0.136
Habitat type 3 1.221 0.004 1.445 0.051
Landscape type 2 0.645 0.002 1.144 0.267
Covariate
MAP (log10) in mm 1 0.938 0.003 3.33 0.002**
Residual 644 181.438 0.65
Total 655 279.293 1

Bacteria
Main predictors
Host tree 3 15.848 0.081 19.458 0.001***
MAT in °C 1 0.51 0.003 1.877 0.043*
Local temp. in °C 1 0.354 0.002 1.305 0.196
Habitat type 3 1.76 0.009 2.16 0.001***
Landscape type 2 1.07 0.005 1.97 0.016**
Covariate
MAP (log10) in mm 1 13.758 0.07 50.674 0.001***
Residual 601 163.169 0.831
Total 612 196.469 1
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body inventories. We instead used species richness based on 
metabarcoding from within the woody substrate. Rieker et al. 
(2022) suggested that the fruiting communities are more sen-
sitive to environmental gradients than the within-substrate 
(mycelial) communities due to the stronger exposure of fruit 
bodies to environmental constraints. This might explain the 
discrepancy between these studies and our findings. Another 
explanation might be that the studies mentioned are based 
on an observational survey at plot level (deadwood originat-
ing from forest stands). In contrast, our study is based on an 
experiment (all deadwood types standardized exposed across 
landscapes). Hence, confounding effects cannot be excluded 
in observational studies, which might explain the discrepancy 
(e.g. temperature changes confounded with changes in host 
species).

In contrast to fungal communities, bacterial species rich-
ness showed a significant positive relationship with MAT. 
Studies of deadwood-inhabiting bacterial diversity at larger 
scale are scarce. However, those studies that do exist found 
environmental conditions (e.g. macroclimate) as weak expla-
nations for deadwood-inhabiting bacterial community com-
position (Lee et al. 2020) and beta-diversity at a larger scale 
(Rieker et al. 2022). A low beta-diversity and low differences 
in community composition might indicate that differences 
among study plots are not very pronounced, which disagrees 
with our findings. However, our study used a considerably 
stronger macroclimate gradient (Material and methods). The 
large extension of the climate gradient might explain this dis-
crepancy and why we found lower species richness in cold 
environments. Moreover, we found a decrease in bacterial 
richness with increasing local temperature. Open habitats, as 
in our study, coincide with higher variability in temperature 
and probably with the prevalence of temperature extremes 
(De Frenne et al. 2019). Extreme microclimatic conditions 
causing stress might restrain some bacteria species from 

colonizing and hence decrease the species richness of com-
munities. A loss of species across taxa under extreme environ-
mental conditions was also described by Lomolino (2001). 
However, our models’ effects and overall performance are 
weak; hence, our results must be interpreted with care. This 
is furthermore reflected by the interaction models where no 
strong effects were observed. We cannot exclude that other, 
yet unmeasured more local factors, like deadwood- or soil 
properties, would be important to explain the observed pat-
terns better. We used standardized wood material from the 
same origin across our spatial setting and therefore assume 
similar wood chemistry throughout the design. Nevertheless, 
our deadwood objects had minor soil contact and soil chemi-
cal properties may vary across our design. Therefore, we can-
not exclude deadwood colonization by fungal and bacterial 
species from the soil (below). This, however, is unlikely to 
be important for the fungal communities assessed in this 
study since community composition within one study plot 
would be more similar than among host trees. Analyzing the 
branches’ chemical- and physical characteristics in future 
might shed more light on the assembly processes.

Species richness and land use

We showed that fungal richness was only influenced by land-
use intensity at landscape scales, although the effect was 
not pronounced, being lower in urban than in near-natural 
landscapes.

The availability of deadwood as a resource is a key deter-
minant of fungal diversity (Bässler et al. 2010, Thorn et al. 
2018). The amount and diversity of deadwood in urban land-
scapes might be reduced by anthropogenic interventions, e.g. 
due to deforestation in anthropogenic areas (Dudley and 
Alexander 2017, Curtis  et  al. 2018). Therefore, in urban 
areas, the availability of deadwood might be reduced and 

Figure 2. (a) and (b) Ordinations based on non-metric multidimensional scaling (NMDS) based on Bray-Curtis dissimilarity matrices (a: 
fungi: k = 3, stress = 0.146; b: bacteria: k = 3, stress = 0.150). Dots indicate communities in individual deadwood objects (beech: light 
green, oak: dark green, spruce: light brown, pine: dark brown). The closer the dots, the higher the proportion of species shared. (c) 
Frequency of observed H2′ values (community specialization) in percent for fungi (blue) and bacteria communities (red).
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depends mainly on the type of green space. Moreover, dead-
wood in urban areas is often removed for safety or aesthetics 
(Fröhlich and Ciach 2020). Taken together, the availability 
of diverse deadwood that fuels species richness on an object 
is expected to be significantly lower in urban than in near-
natural dominated landscapes, which might explain the 
observed pattern (i.e. island biogeography, MacArthur and 
Wilson 1967). This furthermore indicates that fungal species 
might be dispersal limited to some extent at the scale of our 
study. Komonen and Müller (2018) suggested that fungi are 
not dispersal limited at landscape scales. Across landscapes, 
Abrego et al. (2017) found that airborne fungal communities 
differed if distances exceeded 100 km, supporting our find-
ing. However, even though significant, the effects are not very 
pronounced (Fig. 1k). Our results also suggest only a weak 
role of dispersal limitation through similar relationships of 
fungal communities with their hosts (specialization) irrespec-
tive of environmental and geographic variability.

Another explanation for lower fungal richness in urban 
landscapes, although unlikely, is that fungi are constrained by 
environmental conditions preventing species from successful 
colonization and establishment on the exposed deadwood 
objects in urban plots. One important factor in this respect 
might be microclimatic extremes. As outlined above, forests 
buffer microclimate extremes even if there are small clearings 
(Thorn et al. 2020) in contrast to rather wide open habitats 
in urban areas. However, we suggest this mechanism is less 
plausible for the following reasons. We considered a measure 
of local microclimate within our models (local temperature), 
and the habitat categories might serve as proxies for envi-
ronmental conditions not directly measured in our project. 
As all these covariates are not significantly related to fungal 
species richness, we do not expect this mechanism to explain 
the observed pattern.

In contrast to fungi, bacterial species richness showed no 
relationship with land use at landscape scale but was sig-
nificantly higher in grasslands than in forests. Even though 
speculative, the latter finding might be explained by higher 
colonization of deadwood by soil-inhabiting bacteria in 
grassland. A study from Germany showed that soil inhab-
iting bacterial diversity is also higher in grassland than in 
forests, mainly due to differences in soil pH (Kaiser et al. 
2016). Further, genes related to lignin degradation seem 
more abundant in bacterial communities occurring in grass-
land (Kaiser  et  al. 2016), which could thus allow a larger 
number of taxa of grassland soil bacteria to utilize dead-
wood than forest soil inhabiting bacteria. However, further 
studies are needed on how deadwood will be colonized in 
different environmental conditions. Moreover, the contrast-
ing effects between the microbial taxa observed in our study 
suggest differences in assembly processes between bacteria 
and fungi depending on the land-use type. Finally, it is 
important to note that many more studies exist for dead-
wood fungi than deadwood bacteria. More comparative 
studies are therefore needed to better understand assembly 
mechanisms at different spatial scales among deadwood 
microbial taxa.

Specialization of communities along temperature 
and land-use gradients

Fungal specialization showed no significant relationship 
with temperature and land use. Previous studies showed 
that deadwood-inhabiting fungi are highly specialized with 
their hosts (Lee et al. 2020, Moll et al. 2021). However, no 
study focused on how specialization might change along 
pronounced environmental gradients. Our results support 
a high specialization level in fungi that remains unchanged 
across large environmental gradients. Our community com-
position analysis at object level supports the results based on 
the specialization index (H2′). Here we show highly distinct 
communities depending on host tree identity. These find-
ings suggest that, despite their strong relationship to certain 
host tree species, fungal species are characterized by broad 
environmental niches (e.g. thermal niches). This additionally 
suggests a strong co-evolution of fungi with their hosts under 
various environmental conditions (Floudas et al. 2012).

Similar to fungi, bacterial specialization did not show 
significant effects with temperature, even though bacteria 
seem less specialized than fungi. The latter finding supports 
an earlier study, demonstrating that fungi are more special-
ized to their host than bacteria when averaging across differ-
ent tree species, local environmental conditions and regions 
(Moll et al. 2021). We cannot explain why bacteria special-
ization is higher in agricultural than in near-natural land-
scapes. Therefore, further studies are needed to focus on how 
strongly bacteria species are related to certain substrates (e.g. 
soil vs wood) and how selection and preferences for specific 
substrates change with environmental factors. 

Importance of precipitation for bacterial richness 
and specialization

We found that bacteria richness and specialization were sig-
nificantly positively correlated with MAP. Further, the bacte-
ria community composition was significantly driven by MAP. 
Effect sizes of MAP were larger than for MAT. Even though 
moisture has been shown to affect bacterial communities at 
log scale (Hoppe et al. 2014, Moll et al. 2018), our study is 
the first, to our knowledge, to consider a large MAP gradi-
ent with a focus on deadwood bacteria. One explanation for 
species richness and specialization associated positively with 
MAP might be that moisture can be temporarily limited in 
areas with a low precipitation level. Drier and more variable 
moisture conditions might act as a habitat filter, thereby 
reducing the number of species and favoring generalists as we 
expected for MAT (Introduction). However, further studies 
are needed on how climate variability and constraints affect 
the assembly of generalist and specialist species. However, for 
microbial species, our ecological knowledge that would allow 
assigning a species to a generalist or specialist is still limited.

Conclusions

Fungal and bacterial communities are more strongly driven 
by host-tree identity than temperature and land use due 
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to a high level of specialization. However, specialization is 
more pronounced for fungi than bacteria. Fungi, therefore, 
sustain their high host specificity even in extreme climates 
and anthropogenically modified landscapes. Bacterial rich-
ness, community composition and specialization responded 
more strongly to climate and land use than fungi. These find-
ings suggest different responses of both microbial communi-
ties in times of global change. However, it is suggested that 
both microbial groups interact strongly within deadwood 
(Odriozola et al. 2021). Consequently, disruption of micro-
bial communities caused by global change could have severe 
consequences on deadwood diversity and subsequent decom-
position processes. Hence more studies are needed to illumi-
nate the role of bacteria communities and their interaction 
with fungi on decomposition processes under global change.

Acknowledgements – We would like to thank all landowners who 
allowed us to conduct our experiments on their land. We thank 
all students and technical staff for their support in the field and 
laboratory. We gratefully acknowledge the ability to use datasets 
from Deutscher Wetterdienst (DWD). This study was conducted 
within the framework of the joint project LandKlif (www.landklif.
biozentrum.uni-wuerzburg.de/). This publication was supported by 
the Open Access Publication Fund of the University of Wuerzburg.
Funding – This study was funded by the Bavarian Ministry of Science 
and Arts via the Bavarian Climate Research Network (bayklif ).

Author contributions

Jana Englmeier: Conceptualization (equal); Formal analy-
sis (equal); Investigation (equal); Methodology (equal); 
Writing – original draft (lead); Writing – review and 
editing (lead). Daniel Rieker: Formal analysis (equal); 
Visualization (equal); Writing – review and editing (lead). 
Oliver Mitesser: Formal analysis (equal). Caryl Benjamin: 
Investigation (equal); Writing – review and editing (equal). 
Ute Fricke: Investigation (equal); Writing – review and edit-
ing (equal). Cristina Ganuza: Investigation (equal); Writing 
– review and editing (equal). Maria Haensel: Investigation 
(equal); Writing – review and editing (equal). Harald 
Kellner: Writing – review and editing (equal). Janina Lorz: 
Investigation (equal). Sarah Redlich: Project administration 
(equal); Writing – review and editing (equal). Rebekka Riebl: 
Investigation (equal); Writing – review and editing (equal). 
Sandra Rojas: Botero Investigation (equal); Writing – review 
and editing (equal). Thomas Rummler: Data curation 
(equal); Resources (equal). Ingolf Steffan-Dewenter: Project 
administration (equal); Writing – review and editing (equal). 
Elisa Stengel: Investigation (equal). Cynthia Tobisch: 
Investigation (equal); Writing – review and editing (equal). 
Johannes Uhler: Investigation (equal); Writing – review and 
editing (equal). Lars Uphus: Investigation (equal); Writing – 
review and editing (equal). Jie Zhang: Data curation (equal); 
Resources (equal). Jorg Muller: Conceptualization (equal); 
Project administration (equal); Supervision (equal). Claus 
Bässler: Conceptualization (lead); Formal analysis (equal); 
Supervision (equal); Writing – review and editing (lead).

Transparent peer review

The peer review history for this article is available at https://
publons.com/publon/10.1111/ecog.06807.

Data availability statement

All raw sequence data were submitted to the short read 
archive (SRA, www.ncbi.nlm.nih.gov/sra/) and are accessible 
under SUB13062688.

Data are available from the Dryad Digital Repository: https://
doi.org/doi:10.5061/dryad.ttdz08m2p (Englmeier et al. 2023).

Supporting information

The Supporting information associated with this article is 
available with the online version.

References

Abrego, N., Christensen, M., Bässler, C., Ainsworth, A. M. and 
Heilmann-Clausen, J. 2017. Understanding the distribution of 
wood-inhabiting fungi in European beech reserves from species-
specific habitat models. – Fungal Ecol. 27: 168–174.

Bani, A., Pioli, S., Ventura, M., Panzacchi, P., Borruso, L., Tognetti, 
R., Tonon, G. and Brusetti, L. 2018. The role of microbial 
community in the decomposition of leaf litter and deadwood. 
– Appl. Soil Ecol. 126: 75–84.

Bartoń, K. 2023. Mumin: multi-model inference. – https://
CRAN.R-project.org/package=MuMIn.

Bässler, C., Müller, J., Dziock, F. and Brandl, R. 2010. Effects of 
resource availability and climate on the diversity of wood-decay-
ing fungi. – J. Ecol. 98: 822–832.

Bates, D., Mächler, M., Bolker, B. and Walker, S. 2015. Fitting lin-
ear mixed-effects models using lme4. – J. Stat. Softw. 67: 1–48.

Blüthgen, N., Menzel, F. and Blüthgen, N. 2006. Measuring spe-
cialization in species interaction networks. – BMC Ecol. 6: 9.

Boddy, L. and Watkinson, S. C. 1995. Wood decomposition, 
higher fungi, and their role in nutrient redistribution. – Can. 
J. Bot. 73: 1377–1383.

Brambor, T., Clark, W. R. and Golder, M. 2006. Understanding 
interaction models: improving empirical analyses. – Pol. Anal. 
14: 63–82.

Brooks, M., Kristensen, K., Benthem, K., Magnusson, A., Berg, C., 
Nielsen, A., Skaug, H., Mächler, M. and Bolker, B. 2017. glm-
mTMB balances speed and flexibility among packages for zero-
inflated generalized linear mixed modeling. – R J. 9: 378.

Brown, S. P., Veach, A. M., Rigdon-Huss, A. R., Grond, K., Lick-
teig, S. K., Lothamer, K., Oliver, A. K. and Jumpponen, A. 
2015. Scraping the bottom of the barrel: are rare high through-
put sequences artifacts? – Fungal Ecol. 13: 221–225.

Bushnell, B., Rood, J. and Singer, E. 2017. Bbmerge - Accurate 
paired shotgun read merging via overlap. – PLoS One 12: 
e0185056.

Caporaso, J. G., Lauber, C. L., Walters, W. A., Berg-Lyons, D., 
Lozupone, C. A., Turnbaugh, P. J., Fierer, N. and Knight, R. 
2011. Global patterns of 16S rRNA diversity at a depth of 
millions of sequences per sample. – Proc. Natl Acad. Sci. USA 
108: 4516–4522.

 16000587, 2023, 11, D
ow

nloaded from
 https://nsojournals.onlinelibrary.w

iley.com
/doi/10.1111/ecog.06807 by T

echnische Inform
ationsbibliothek, W

iley O
nline L

ibrary on [31/05/2024]. 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

www.landklif.biozentrum.uni-wuerzburg.de/)
www.landklif.biozentrum.uni-wuerzburg.de/)
https://publons.com/publon/10.1111/ecog.06807
https://publons.com/publon/10.1111/ecog.06807
www.ncbi.nlm.nih.gov/sra/)
https://doi.org/doi:10.5061/dryad.ttdz08m2p
https://doi.org/doi:10.5061/dryad.ttdz08m2p
https://CRAN.R-project.org/package=MuMIn
https://CRAN.R-project.org/package=MuMIn


Page 11 of 12

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. and Knight, 
R. 2012. Ultra-high-throughput microbial community analysis 
on the Illumina HiSeq and MiSeq platforms. – ISME J. 6: 
1621–1624.

Clavel, J., Julliard, R. and Devictor, V. 2011. Worldwide decline of 
specialist species: toward a global functional homogenization? 
– Front. Ecol. Environ. 9: 222–228.

Cole, J. R., Wang, Q., Fish, J. A., Chai, B., McGarrell, D. M., Sun, 
Y., Brown, C. T., Porras-Alfaro, A., Kuske, C. R., Tiedje, J. M. 
2014. Ribosomal Database Project: data and tools for high 
throughput rRNA analysis. – Nucl. Acids Res. 42: D633–D642.

Curtis, P. G., Slay, C. M., Harris, N. L., Tyukavina, A. and Hansen, 
M. C. 2018. Classifying drivers of global forest loss. – Science 
361: 1108–1111.

De Frenne, P., Zellweger, F., Rodríguez-Sánchez, F., Scheffers, B. 
R., Hylander, K., Luoto, M., Vellend, M., Verheyen, K. and 
Lenoir, J. 2019. Global buffering of temperatures under forest 
canopies. – Nat. Ecol. Evol. 3: 744–749.

Deutscher Wetterdienst 2020. Multi-year temperature and precipi-
tation data. – https://opendata.dwd.de.

Dormann, C. F., Frund, J., Blüthgen, N. and Gruber, B. 2009. 
Indices, graphs and null models: analyzing bipartite ecological 
networks. – TOECOLJ 2: 7–24.

Dudley, N. and Alexander, S. 2017. Agriculture and biodiversity: 
a review. – Biodiversity 18: 45–49.

Englmeier, J. et al. 2023. Data from: Diversity and specialization 
responses to climate and land use differ between deadwood 
fungi and bacteria. Dryad Digital Repository, https://doi.org/
doi:10.5061/dryad.ttdz08m2p.

Floudas, D. et al. 2012. The Paleozoic origin of enzymatic lignin 
decomposition reconstructed from 31 fungal genomes. – Sci-
ence 336: 1715–1719.

Fröhlich, A. and Ciach, M. 2020. Dead wood resources vary across 
different types of urban green spaces and depend on property 
prices. – Landsc. Urban Plan. 197: 103747.

Hothorn, T., Bretz, F. and Westfall, P. 2008. Simultaneous inference 
in general parametric models. – Biom. J. Biom. Z. 50: 346–363.

Ihrmark, K., Bödeker, I. T. M., Cruz-Martinez, K., Friberg, H., 
Kubartova, A., Schenck, J., Strid, Y., Stenlid, J., Brandström-
Durling, M., Clemmensen, K. E. and Lindahl, B. D. 2012. 
New primers to amplify the fungal ITS2 region – evaluation by 
454-sequencing of artificial and natural communities. – FEMS 
Microbiol. Ecol. 82: 666–677.

Johnston, S. R., Boddy, L. and Weightman, A. J. 2016. Bacteria in 
decomposing wood and their interactions with wood-decay 
fungi. – FEMS Microbiol. Ecol. 92: fiw179.

Kaiser, K., Wemheuer, B., Korolkow, V. Wemheuer, F., Nacke, H., 
Schöning, I., Schrumpf, M. and Daniel, R. 2016. Driving 
forces of soil bacterial community structure, diversity, and func-
tion in temperate grasslands and forests. – Sci. Rep. 6: 33696. 

Kaspar, F., Müller-Westermeier, G., Penda, E., Mächel, H., Zim-
mermann, K., Kaiser-Weiss, A. and Deutschländer, T. 2013. 
Monitoring of climate change in Germany – data, products and 
services of Germany's National Climate Data Centre. – Adv. 
Sci. Res. 10: 99–106.

Komonen, A. and Müller, J. 2018. Dispersal ecology of deadwood 
organisms and connectivity conservation. – Conserv. Biol. 32: 
535–545.

Kuhn, M. and Johnson, K. 2013. Applied predictive modeling. – 
Springer.

Lee, M. R., Oberle, B., Olivas, W., Young, D. F. and Zanne, A. E. 
2020. Wood construction more strongly shapes deadwood 
microbial communities than spatial location over 5 years of 
decay. – Environ. Microbiol. 22: 4702–4717.

Lomolino, M. V. 2001. Elevation gradients of species-density: his-
torical and prospective views. – Global Ecol. Biogeogr. 10: 3–13.

MacArthur, R. H. 1972. Geographical ecology: patterns in the dis-
tribution of species. – Harper and Row.

MacArthur, R. H. and Wilson, E. O. 1967. The theory of island 
biogeography. – Princeton University Press..

Moll, J., Heintz-Buschart, A., Bässler, C., Hofrichter, M., Kellner, 
H., Buscot, F. and Hoppe, B. 2021. Amplicon sequencing-
based bipartite network analysis confirms a high degree of spe-
cialization and modularity for fungi and prokaryotes in dead-
wood. – mSphere 6: e00856-20.

Murphy, G. E. P. and Romanuk, T. N. 2014. A meta-analysis of 
declines in local species richness from human disturbances. – 
Ecol. Evol. 4: 91–103.

Newbold, T.  et  al. 2015. Global effects of land use on local ter-
restrial biodiversity. – Nature 520: 45–50.

Nilsson, R. H., Larsson, K. H., Taylor, A. F. S., Bengtsson-Palme, 
J., Jeppesen, T. S., Schigel, D., Kennedy, P., Picard, K., Glöck-
ner, F. O., Tedersoo, L., Saar, I., Kõljalg, U. andAbarenkov, K. 
2019. The UNITE database for molecular identification of 
fungi: handling dark taxa and parallel taxonomic classifications. 
– Nucl. Acids Res. 47: D259–D264.

Odriozola, I., Abrego, N., Tláskal, V., Zrůstová, P., Morais, D., 
Větrovský, T., Ovaskainen, O. and Baldrian, P. 2021. Fungal 
communities are important determinants of bacterial commu-
nity composition in deadwood. – mSystems 6: e01017-20.

Oksanen, J., Blanchet, F. G., 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. and Wagner, H. 
2020. vegan: community ecology package (ver. 2.5-7). – https://
CRAN.R-project.org/package=vegan.

Pan, Y., Birdsey, R. A., Fang, J., Houghton, R., Kauppi, P. E., Kurz, 
W. A., Phillips, O. L., Shvidenko, A., Lewis, S. L., Canadell, J. 
G., Ciais, P., Jackson, R. B., Pacala, S. W., McGuire, A. D., 
Piao, S., Rautiainen, A., Sitch, S. and Hayes, D. 2011. A large 
and persistent carbon sink in the world’s forests. – Science 333: 
988–993.

Pellissier, L., Albouy, C., Bascompte, J., Farwig, N., Graham, C., 
Loreau, M., Maglianesi, M. A., Melián, C. J., Pitteloud, C., 
Roslin, T., Rohr, R., Saavedra, S., Thuiller, W., Woodward, G., 
Zimmermann, N. E. and Gravel, D. 2018. Comparing species 
interaction networks along environmental gradients. – Biol. 
Rev. Camb. Philos. Soc. 93: 785–800.

Polasky, S., Nelson, E., Pennington, D. and Johnson, K. A. 2011. 
The impact of land-use change on ecosystem services, biodiver-
sity and returns to landowners: a case study in the State of 
Minnesota. – Environ. Resour. Econ. 48: 219–242.

Rasmann, S., Alvarez, N. and Pellissier, L. 2014. The altitudinal 
niche breadth hypothesis in plant-insect interaction. – Annu. 
Plant Rev. 47: 339–360.

Redlich, S. et al. 2021. Disentangling effects of climate and land 
use on biodiversity and ecosystem services at multiple scales – 
protocol for a large-scale experimental design. – Methods Ecol. 
Evol. 13: 514–527.

Rieker, D., Krah, F. S., Gossner, M. M., Uhl, B., Ambarli, D., Baber, 
K., Buscot, F., Hofrichter, M., Hoppe, B., Kahl, T., Kellner, H., 
Moll, J., Purahong, W., Seibold, S., Weisser, W. W. and Bässler, 
C. 2022. Disentangling the importance of space and host tree 

 16000587, 2023, 11, D
ow

nloaded from
 https://nsojournals.onlinelibrary.w

iley.com
/doi/10.1111/ecog.06807 by T

echnische Inform
ationsbibliothek, W

iley O
nline L

ibrary on [31/05/2024]. 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://opendata.dwd.de
https://doi.org/doi:10.5061/dryad.ttdz08m2p
https://doi.org/doi:10.5061/dryad.ttdz08m2p
https://CRAN.R-project.org/package=vegan
https://CRAN.R-project.org/package=vegan


Page 12 of 12

for the beta-diversity of beetles, fungi, and bacteria: lessons from 
a large dead-wood experiment. – Biol. Conserv. 268: 109521.

Schloss, P. D., Westcott, S. L., Ryabin, T., Hall, J. R., Hartmann, 
M., Hollister, E. B., Lesniewski, R. A., Oakley, B. B., Parks, D. 
H., Robinson, C. J., Sahl, J. W., Stres, B., Thallinger, G. G., 
van Horn, D. J. and Weber, C. F. 2009. Introducing Mothur: 
open-source, platform-independent, community-supported 
software for describing and comparing microbial communities. 
– Appl. Environ. Microbiol. 75: 7537–7541.

Storch, D., Brown, J. H. and Marquet, P. A. (eds) 2007. Ecological 
reviews. Scaling biodiversity. – Cambridge University Press.

Tedersoo, L., Bahram, M., Zinger, L., Nilsson, R. H., Kennedy, P. 
G., Yang, T., Anslan, S. and Mikryukov, V. 2022. Best practices 
in metabarcoding of fungi: from experimental design to results. 
– Mol. Ecol. 31: 2769–2795.

Thorn, S., Förster, B., Heibl, C., Müller, J. and Bässler, C. 2018. 
Influence of macroclimate and local conservation measures on 

taxonomic, functional, and phylogenetic diversities of saprox-
ylic beetles and wood-inhabiting fungi. – Biodivers. Conserv. 
27: 3119–3135.

Thorn, S., Seibold, S., Leverkus, A. B., Michler, T., Müller, J., Noss, 
R. F., Stork, N., Vogel, S. and Lindenmayer, D. B. 2020. The 
living dead: acknowledging life after tree death to stop forest 
degradation. – Front. Ecol. Environ. 18: 505–512.

Tittensor, D. P. et al. 2014. A mid-term analysis of progress toward 
international biodiversity targets. – Science 346: 241–244.

Urban, M. C. et al. 2016. Improving the forecast for biodiversity 
under climate change. – Science 353: aad8466.

van Tienderen, P. H. 1991. Evolution of generalists and specialists 
in spatially heterogeneous environments. – Evolution 45: 
1317–1331.

Whittaker, R. (ed.) 1975. A Benchmark books series: vol. 3. Niche: 
theory and application. – Dowden Hutschinson and Ross, Hal-
sted Pr.

 16000587, 2023, 11, D
ow

nloaded from
 https://nsojournals.onlinelibrary.w

iley.com
/doi/10.1111/ecog.06807 by T

echnische Inform
ationsbibliothek, W

iley O
nline L

ibrary on [31/05/2024]. 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


	Introduction
	Material and methods
	Study design
	Environmental parameters
	Microbial sample processing
	Response variables
	Statistics

	Results
	Microbial richness at study-plot level
	Microbial richness at object level
	Community composition
	Community specialization

	Discussion
	Species richness and temperature
	Species richness and land use
	Specialization of communities along temperature and land-use gradients
	Importance of precipitation for bacterial richness and specialization
	Conclusions

	Funding – This study was funded by the Bavarian Ministry of Science and Arts via the Bavarian Climate Research Network (bayklif).
	Author contributions
	Transparent peer review
	Data availability statement
	Supporting information

	References

