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Decomposition of peatland DOC 
affected by root exudates is driven 
by specific r and K strategic 
bacterial taxa
Jiří Mastný*, Jiří Bárta, Eva Kaštovská & Tomáš Picek

In peatlands, decomposition of organic matter is limited by harsh environmental conditions and low 
decomposability of the plant material. Shifting vegetation composition from Sphagnum towards 
vascular plants is expected in response to climate change, which will lead to increased root exudate 
flux to the soil and stimulation of microbial growth and activity. We aimed to evaluate the effect of 
root exudates on the decomposition of recalcitrant dissolved organic carbon (DOC) and to identify 
microorganisms involved in this process. The exudation was mimicked by an addition of a mixture 
of 13C labelled compounds into the recalcitrant DOC in two realistic levels; 2% and 5% of total DOC 
and peatland porewater with added root exudates was incubated under controlled conditions in 
the lab. The early stage of incubation was characterized by a relative increase of r-strategic bacteria 
mainly from Gammaproteobacteria and Bacteriodetes phyla within the microbial community and their 
preferential use of the added compounds. At the later stage, Alphaproteobacteria and Acidobacteria 
members were the dominating phyla, which metabolized both the transformed 13C compounds 
and the recalcitrant DOC. Only higher exudate input (5% of total DOC) stimulated decomposition 
of recalcitrant DOC compared to non-amended control. The most important taxa with a potential 
to decompose complex DOC compounds were identified as: Mucilaginibacter (Bacteriodetes), 
Burkholderia and Pseudomonas (Gammaproteobacteria) among r-strategists and Bryocella and 
Candidatus Solibacter (Acidobacteria) among K-strategists. We conclude that increased root exudate 
inputs and their increasing C/N ratio stimulate growth and degradation potential of both r-strategic 
and K-strategic bacteria, which make the system more dynamic and may accelerate decomposition of 
peatland recalcitrant DOC.

In the peatlands, decomposition of soil organic carbon (SOC) is restricted due to prevailing anoxic conditions, 
low pH, nutrient limitation and low decomposability of the plant material. Consequently, peatland dissolved 
organic carbon (DOC) is also hardly decomposable and referred as  recalcitrant1. Peatlands thus represent a sub-
stantial source of DOC to aquatic  ecosystems2. Vascular plants and mosses release variety of organic compounds 
from their roots and steles including low molecular weight and easily decomposable exudates, such as organic 
acids, sugars and amino  acids3. Such compounds stimulate microbial growth and  activity4, including a production 
of extracellular enzymes, which may accelerate decomposition of peat and peatland DOC—a phenomenon called 
positive priming  effect5. Positive priming effect has been reported in peatland  ecosystems6,7, but its significance 
is considered as  minor7 or  unclear6. However, ongoing climate change is causing a spreading of vascular plants, 
namely graminoids and ericoids, in Sphagnum-dominated  peatlands8. The enhanced root exudation associated 
with the vegetation shift could increase a role of positive priming effect in peatland C  cycling9.

Exudate inputs to the soil commonly stimulate decomposition of pre-existing organic matter, causing a posi-
tive priming effect. However, a negative or no priming effect can also occur. A meta-analysis of data from ter-
restrial  ecosystems10 showed that addition of simple organic compounds could cause both deceleration (down to 
50%) and acceleration of SOC decomposition (up to 400%). Similarly, a modelled priming effect of simple organic 
compounds on recalcitrant DOC in aquatic ecosystems ranged from − 130 to + 370%11. Although the impact of 
easily decomposable compounds on decomposition significantly varies among systems, it can be generalized 
that a low input of easily decomposable compounds leads to negative or no priming effect, while the high labile 
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C addition can induce strong positive  priming12 and organic acids stimulate SOC decomposition more than 
 carbohydrates13. Besides organic acids and carbohydrates, root exudates also contain nitrogen (N)14. C-rich root 
exudation stimulates microbial growth and enhances N and phosphorus (P) demand to build biomass, which 
may lead to enzymatic nutrient mining from SOC and  DOC15. Accordingly, increasing positive PE was found 
with increasing C/N ratio of  exudates16 and under soil N limitation compared to replete N  conditions17. The 
phenomenon of nutrient mining from native DOC after the addition of C-rich exudates could play an important 
role in microbial metabolism within nutrient limited peatland ecosystems.

In peatlands, Sphagnum mosses are accompanied by vascular plants inhabiting microsites with lower water 
level. Peatland plant species differ in exudation flux and composition, and additionally, there is temporal varia-
tion in exudation as shown by Edwards et al.18. Comparing three peatland plant species, they found the highest 
exudation rate for Eriophorum vaginatum, lower for Vaccinium myrtillus and the lowest for Sphagnum fallax. 
Organic acids with much lower contribution of sugars and amino acids dominated the exudate pool. Exudate C/N 
ratios ranged from 8 to 80, with Sphagnum exudates being of higher C/N (lower quality) compared to Eriophorum 
and Vaccinium exudates, which contained more organic and inorganic N (higher quality). The exudate C/N ratio 
of all species increased from spring to autumn (i.e., decreased in quality over time). Root exudation of vascular 
plants contributed from 1 to 5% to the peatland  DOC18. Studied plants by Edwards et al.18 are major plant domi-
nants of spruce swamp forest located in the Šumava Mountains, in which our porewater samples were collected.

The root exudates entering the soil can influence the structure and function of the rhizosphere microbial com-
munity and cause successional changes, generally described in the mechanistic model of Andrews and  Harris19. 
First root exudates stimulate the growth of r-strategists [i.e., early colonizers;20], commonly Gram-negative 
bacteria such as Gammaproteobacteria and Bacteriodetes but also  fungi21. Due to fast growth, this population 
requires sufficient amounts of N and P, which are immobilized in its  biomass20. After depletion of easily degra-
dable compounds and available nutrients, r-strategists die and their products and necromass serve as a substrate 
for a developing K-strategic population (i.e., superior competitors) (e.g. Acidobacteria and Planctomycetes)22. To 
cleave and utilize such substrates, the K-strategists produce extracellular enzymes, which may lead to a targeted 
or co-metabolic decomposition of pre-existing, more stable SOC and finally result in positive priming  effect23. 
The composition of microbial community actively utilizing the present substrates, its succession and potential 
contribution of particular bacterial and fungal representatives to priming effect depend not only on the quantity 
and quality of entering exudates but also on initial composition of microbial  community24. Because of the pre-
vailing microaerophilic or anaerobic nature of peatlands, bacteria dominate the microbial  community25, while 
fungi are suppressed, and their abundance increases only in oxic  microsites26. It is therefore likely that bacteria 
will play a dominant role in the decomposition of plant exudates, recalcitrant peatland DOC and in the priming 
effect, which may be induced by root exudate inputs.

In this study, we aimed to (1) evaluate the effect of the input and C/N ratio of root exudates on recalcitrant 
DOC decomposition with a focus on its dynamics and resulting priming effect, (2) identify the compositional 
and functional changes in the microbial community during exudate and DOC decomposition, and (3) identify 
microorganisms with high degradation potential which can be linked to the positive priming effect. To determine 
the dynamics of exudate and peatland DOC decomposition and priming effect quantification, we needed to 
separate these two C sources and monitor the system for a longer period. This would be impossible in the field 
due to heterogeneous conditions and DOC interaction with peat (sorption, chemical and microbial transforma-
tion) during porewater flow through the peat profile. We conducted a laboratory experiment in which we used 
original peat recalcitrant DOC enriched with microbial inoculum prepared from the peat, into which we added 
a mixture of 13C labelled organic compounds simulating root exudate inputs. The exudate addition differed 
in quantity (2% or 5% of present DOC) and in C/N stoichiometry (C/N ratios 7, 25, 50) simulating different 
qualities of root exudation of peatland plant species during the growing season (according to Edwards et al.18).

Based on the literature survey we hypothesized:

(1) Addition of root exudates will stimulate decomposition of recalcitrant peatland DOC resulting in a positive 
priming effect. The positive priming effect will increase with increasing level of added exudates and their 
increasing C/N ratio.

(2) Addition of root exudates to porewater DOC will lead to successional changes in the present microbial 
community: Initially, the presence of fresh exudates will increase the abundance of r-strategic species, while 
later the proportion of K-strategist will increase albeit the community will be smaller. Namely, K-strategic 
species with a larger degradation potential (potential to produce extracellular enzymes decomposing com-
plex substrates) will be responsible for the positive priming effect.

Results
Total respiration rates and priming effect. Samples with root exudate addition initially had lower total 
respiration rates than control (peatland porewater only) (Fig. 1a,b). However, from day 2, the enriched samples 
respired significantly more than control (p < 0.001). The stimulatory effect of exudate addition on total respira-
tion rate was higher and lasted longer for 5% exudates level (Fig. 1b) than for 2% level (Fig. 1a). Specifically, 
samples with 2% exudate level respired more than control only until day 4 (p < 0.001) (Fig. 1a), while samples 
with 5% exudates level until day 11 (p < 0.001) (Fig. 1b). The exudate C/N ratio did not affect total respiration 
rate in any treatment and on any time. After 25 days of incubation, from 17.1 to 23.5% of total C (DOC + exudate 
C) were transformed to  CO2.

The priming effect on DOC induced by exudate addition was dynamic in terms of time. The addition of exu-
dates at both concentrations (2% and 5%) initially induced negative priming effect (Fig. 1c,d) until day 4, whereas 
between day 4 and 11, the priming effect turned to significantly positive for 5% exudate level (p < 0.001). The 
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exudates with C/N ratio of 50 induced larger positive priming effect as compared to the exudates with lower C/N 
on the day 11 (p < 0.01) and only that one remained positive also on the day 25 (p < 0.05) (Fig. 1d). Differently, no 
priming effect or slightly negative priming effect was measured for 2% exudate addition until the end of experi-
ment, with no effect of exudate C/N ratio on priming effect (Fig. 1c). The final priming effect ranged from − 7.9 
to − 1.2% for low exudates level while the priming effect from 3.2 to 19.9% was measured for high exudates level. 
Significantly higher priming effect values were found for C/N ratio 50 than 7 for high level of exudates addition.

Nutrient concentrations as affected by exudates addition. Concentration of ammonium N in the 
peatland porewater of samples enriched with exudates significantly decreased during first four days (except 2% 
exudates with C/N ratio 7) (p < 0.001) and then slowly increased back close to its original levels until day 25. 
Similar dynamics of ammonium N occurred also in the control but the changes were much less pronounced 
and the decrease lasted until day 11 (Fig. 2a,b). Differently, no significant changes were found for nitrate (Sup-
plementary Fig. S1a,b). Soluble reactive phosphorus (SRP) concentration decreased in time (p < 0.001), with the 
fastest decline between day 0 and 4, followed by relatively stable phase between day 4–11 and another but slower 
decrease until the end of incubation (Fig. 2c,d). The decline of SRP in the solution was more pronounced under 
5% than 2% level of exudates addition (p < 0.001). The SRP declined also in controls but the decline was stable, 
without an initial sharp stage. After 25 days of the incubation, samples with 5% exudates had still significantly 
lower SRP concentration than control, while those with 2% exudates did not differ from the control (p < 0.01).

Temporal changes in abundance and composition of microbial communities. Generally, the 
microbial community in peatland water was dominated by bacteria. Fungi formed a minor part of the microbial 
community, which is shown by an extremely low fungi to bacteria ratio (F/B ratio), which ranged from 1.15*10−5 
to 0.026 (Supplementary Fig. S2a,b). Further, bacterial abundance was more dynamic than fungal abundance 
after exudate addition. The abundance of bacterial marker genes increased during the first 4 days of incubation 
across all treatments (Fig. 3). This growth was followed by a significant decrease until day 11 in the 5% level addi-
tion (Fig. 3b). In the 2% level addition, the bacterial abundance was similarly dynamic only for exudates with 
C/N 50, while bacterial abundance did not change significantly for other exudate C/N ratios (Fig. 3a). Fungal 
abundance increased from day 11 until day 25 and, therefore, the F/B ratio increased compare to original condi-
tions (p < 0.05) (Supplementary Fig. S2). Finally, samples with both 2% and 5% exudate addition had higher F/B 
ratio than control and, additionally, those enriched with exudates with C/N ratio of 7 had higher F/B ratios than 
other treatments (p < 0.01).

Bacterial community composition significantly changed in time under both levels of exudate addition, being 
unique each sampling day. The temporal changes of bacterial community composition explained 31.7% of data 

Figure 1.  Respiration rate of control samples and samples amended by artificial exudates with different C/N 
ratios (A) in concentration of 2% of total DOC and (B) in concentration of 5% of total DOC during 25 days 
incubation. (C) Relative priming effect on DOC induced by artificial exudates with different C/N ratios in 
concentration of 2% of total DOC and (D) in concentration of 5% of total DOC during 25 days incubation 
(means, ± standard deviations, n = 4).
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variability in samples with 2% exudate addition and 59.7% of variability in treatment with 5% exudates (Sup-
plementary Fig. S3).

During the early stage of the decomposition, Gammaproteobacteria was the most abundant class, specifically 
at higher dose (5% treatment) of exudates (Fig. 4). This was caused by a significant increase in relative abundance 
of Pseudomonas (at both levels of exudate addition but more pronounced at 5% level) and Burkholderia (only at 
5% level of exudate addition) (Table 1). Other genus from Gammaproteobacteria, Masillia responded oppositely 
and its proportion in the community decreased after exudate addition. Bacteroidetes phylum was enriched dur-
ing early stage of the decomposition. In more detail, Mucilaginibacter genus proportion and abundance was 
increasing together with level of added root exudates (Table 1).

At day 11, Proteobacteria were still more abundant and Bacteriodetes and Acidobacteria also increased their 
relative abundance in amended samples compare to control (Fig. 4). These higher abundances were mainly attrib-
uted to Legionella and Pseudomonas (Proteobacteria) and Bryocella (Acidobacteriaceae (Subgroup 1, Table 1)).

After 25 days of incubation, microbial communities of amended samples had significantly lower propor-
tions of Acidobacteria as compared to control. However, looking deeper into the taxonomy of Acidobacteria, 
there were large differences in the response of specific genera. Granulicella and Telmatobacter (both belonging 

Figure 2.  Ammonium N  (NH4) concentration in control samples and samples amended by artificial exudates 
with different C/N ratios (A) in concentration of 2% of total DOC and (B) in concentration of 5% of total 
DOC during 25 days incubation. (C) Soluble reactive phosphorus (SRP) concentration in control samples and 
samples amended by artificial exudates with different C/N ratios in concentration of 2% of total DOC and (D) 
in concentration of 5% of total DOC during 25 days incubation (means, ± standard deviations, n = 4).

Figure 3.  Bacteria SSU gene (per ml) in control samples and samples amended by artificial exudates with 
different C/N ratios (A) in concentration of 2% of total DOC and (B) in concentration of 5% of total DOC 
during 25 days incubation (means, ± standard deviations, n = 4).
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to Acidobacteriaceae (Subgroup 1)) decreased their proportion in the community, while Candidatus Solibacter 
(Acidobacteria, Subgroup 3) compred to control while Bryocella (Acidobacteriaceae (Subgroup 1)) was enriched 
in control (Table 1; for more details about bacterial and fungal community see Supplementary Tables S1 and 
S2, respectively).

We investigated a response of microbial community to 5% addition with the exudate C/N ratio 50 (Table S1) 
in the detail, because this addition induced the most pronounced changes in bacterial community and was con-
nected with the largest positive priming effect (Fig. 1). In the early stage of decomposition, Methylocella was 
enriched in the treatment with high exudate C/N ratio up to 0.18% as compared to both C/N ratio 7 and 25 
(p < 0.05; Supplementary Table S3). At day 11, the C/N ratio 50 had the highest increase of fungal genus Rho-
dotorula by 25.1% as compared to C/N ratio 7 (p < 0.05) and was enriched by 0.4% with Methylobacterium as 

Figure 4.  The relative abundance of the main phyla and classes in samples amended by artificial exudates in 
concentration of (A) 2% of total DOC, (B) 5% of total DOC and (C) control during 25 days incubation.

Table 1.  Significant differences in relative abundance (%) of bacterial genera between the control and 
treatments with added root exudates (2% or 5%) at particular sampling times.

Time (day) 4 11 25

Treatment (addition level) 2% 5% 2% 5% 2% 5%

Acidobacteria

Bryocella – – – 1.43 0.28 0.66

Candidatus_Solibacter – – 0.03 – 0.08 0.96

Granulicella – – 0.02 –  − 2.71  − 4.4

Telmatobacter –  − 0.3 – –  − 1.2  − 1.13

Gammaproteobacteria

Burkholderia – 20.55 – – – 0.08

Legionella – – 1.16 4.42 0.11 0.29

Massilia  − 5.63  − 7.41 –  − 0.38 – –

Pseudomonas 5.56 10.95 0.33 0.49 0.02 0.02

Bacteroidetes

Mucilaginibacter 0.79 2.67 0.21 0.51 0.1 0.08
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compared to both C/N ratio 7 and 25. A significant positive response on exudates with C/N ratio 50 was found 
also for Candidatus Solibacter as compared to C/N ratio 7 and for Legionella and Byssovorax as compared to C/N 
ratio 25 by 0.5%, 1.5% and 0.3%, respectively (Supplementary Table S3).

Temporal changes of functional potential of prokaryotic community. Average 16SrRNA gene 
copy number per genome (ACN) can be used as the proxy for strategy shift of bacterial community, as increas-
ing average ACN shows the higher proportion of the copiotrophic  taxa27,28 while opposite is true for oligotrophic 
taxa. High level of exudates addition (5% treatment) caused a significant rise in ACN in the bacterial community 
mainly at the day 4 (Fig. 5), which indicates increased abundance of r-strategic species of gammaproteobacteria 
(Pseudomonas, Alcanindiges and Burkholderia). However, ACN decreased from day 4 to 11, but was still sig-
nificantly higher than the control (p < 0.05). There was no change in ACN from 11 to 25 days and there were no 
differences among treatments. The ACN was negatively correlated with SRP concentration and positively cor-
related with respiration rate (r =  − 0.71 and r = 0.69, respectively; p < 0.05) at day 4 of the incubation. However, 
these correlations disappeared at day 11 and later (data not shown).

The bacterial community contained 4096 zOTU, from which 37% were assigned to metabolic or other ecologi-
cally relevant functions using FAPROTAX bioinformatic pipeline. The main metabolic guilds showed distinct 
temporal behavior after 2% and 5% exudate addition (Fig. 6). At day 4, the 5% level of exudates addition signifi-
cantly (p < 0.05) increased the proportion of chemoheterotrophic prokaryotes while the proportion of anaerobes 
including fermenting bacteria decreased. This trend was almost identical for all exudates C/N ratios. Contrary, 
the day 11 was characteristic by a diminished chemoheterotrophy and a relative increase of chemolitotrophs 
across all exudate C/N ratios, from which 90% were ammonia oxidizers. Similar changes occurred also after 2% 
level of exudate addition but these changes were mostly not significant. The 5% level of exudates addition also 
increased the proportion of anaerobes at the end of incubation (25th day) at all C/N ratios but specifically at the 
highest C/N ratio (for more detailed statistical analysis of functional potential of prokaryotic community see 
Supplementary Table S4).

Functional analysis revealed that bacteria capable to decompose complex organic matter (Pseudomonas, 
Burkholderia) were significantly enriched during first four days in all treatments (including control).The increase 
was more pronounced after the 5% level of exudate addition, where these bacteria formed 6.5% OTU compared 
to 5.8% in both control and low level of exudate addition (p < 0.001). Afterwards, the bacteria able to decompose 

Figure 5.  (A) r and K strategists in microbial community according to average 16rRNA copy number per 
genome (ACN) in control and samples amended by artificial exudates in concentration of 2% and 5% of total 
DOC during 25 days incubation. (B) Changes in each particular bacterial phylum in samples amended by 
artificial exudates in concentration of 2% of total DOC during 25 days incubation and (C) in concentration of 
5% of total DOC during 25 days incubation. Enhanced ACN in the prokaryotic community indicates increased 
abundance of r-strategic species (means, ± standard deviations, n = 12).
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complex material increased in both amended treatments as compared to control by ca 0.4% in 11 days (con-
trol—4.7%) and by ca 0.2% at the end of incubation (control—5.2%).

Discussion
Priming effect was influenced by quantity and C/N ratio of added exudates. The resulting prim-
ing effect on peatland DOC decomposition was primarily affected by the exudate input: the low level of root 
exudates addition (2% of total DOC) to peatland water resulted in either a slightly negative (for C/N ratio 7) or 
no priming effect (for C/N ratio 25 and 50) on pre-existing peatland DOC (Fig. 1c), whereas the higher level 
of root exudates (5% of total DOC) induced a positive priming effect, which further increased with an increas-
ing exudate C/N ratio from 7 to 50 (Fig. 1d). Our results are in line with findings of Liu et al.13 who found that 
low level of C addition led to a negative or no priming effect during a 7 week incubation, while the high level of 
C addition induced positive priming and of Wang et al.29, who observed an increasing priming effect with an 
increasing C/N ratio of crop residues added to the soil.

The priming effect was a dynamic process, closely related to the growth and succession of the present micro-
bial community. The growth and the composition of the microbial communities in the samples were primarily 
controlled by the level of root exudates addition. While the low level of exudate addition enabled only limited 
microbial growth, the high exudate addition level resulted in a significant temporary increase in microbial abun-
dance (especially bacterial abundance). Therefore, the related growth nutrient demand and a capacity to produce 
extracellular enzymes and decompose the native DOC were larger after the high exudate input. The rapidly 
growing communities first took up the available nutrients, as shown by a pronounced depletion of ammonia 
and SRP from the incubated solutions. Later, the decomposition of native DOC increased in samples enriched 
by high exudate level as a result of co-metabolism and/or a targeted nutrient  mining16.

The two distinct phases of exudate and DOC utilization were connected with a significant successional 
development of bacterial community size (Fig. 3) and composition (Fig. 4), similarly as observed by Shi et al.14. 
The highest shift in the bacterial community composition occurred between 4 and 11th day but only in the 5% 
exudate addition treatment (Fig. 4). We compare the two stages (early stage and late stage) varying in exudate 
and DOC decomposition, microbial abundance and community composition in more detail below.

The early stage of incubation immediately following the exudate addition (until day 4) was characterized by 
a preferential use of the added compounds by the microbial community, resulting in a strong negative prim-
ing effect (Fig. 1). The exudate addition induced transitional bacterial growth connected with a rapid uptake 
of SRP and inorganic N from the solution and subsequent depletion of simple exudates from the solution. The 
r-strategic bacteria, mainly the representatives of Gammaproteobacteria and Bacteriodetes, enhanced their relative 
abundance within the communitycompared to the control (Fig. 4a–c). These are known as copiotrophic bacteria 

Figure 6.  Temporal development of metabolism types of prokaryotic community in samples amended by 
artificial exudates with different C/N ratios (A) in concentration of 2% of total DOC and (B) in concentration 
of 5% of total DOC during 25 days incubation. Type of metabolism was assigned according to known bacterial 
genomes using FAPROTAX algorithm (Louca et al.47).
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with a rapid  turnover27, which are often stimulated by the presence of labile substrates like root  exudates30. The 
greatest increase was observed for Burkholderia, Pseudomonas (Proteobacteria) and Mucilaginibacter (Bacteroi-
detes), which are typical by their large metabolic  versatility31. Pseudomonas and Burkholderia are able to degrade 
complex aromatic compounds including lignin and other  phenolics30. Pseudomonas belongs among the most 
efficient phosphate solubilizers due to production of organic  acids32. Therefore, Pseudomonas could facilitate 
nutrients (mainly P) uptake by plants, especially in nutrient limited environment like peatlands.

In accordance with the observed community enrichment by the efficient decomposers, our functional analysis 
showed a large potential of the present bacterial community to degrade complex organic compounds, includ-
ing cellulose and aromatics. We therefore suggest that this community dominated by the r-strategic taxa (e.g., 
Gammaproteobacteria and Bacteriodetes) (Fig. 5a) with a large decomposition potential largely contributes to the 
positive priming effect, which was observed at 11th day (Fig. 1). This partly contradicts a classical understand-
ing of the priming effect mechanism, which suggests that the main role in production of exoenzymes degrading 
complex SOC is played by K-strategists, which follow in the succession, when the r-strategic community dies 
after a depletion of simple  substrates20.

Exudate depletion from the solution occurred before day 4 as indicated by a sharp decrease in microbial respi-
ration rates (Fig. 1) and was followed by a decline of bacterial abundance between days 4 and 11 mainly (Fig. 3).

4 and 11 mainly. For example Bryocella (Acidobacteria) which was more abundant at day was 11 was shown to 
have high enzymatic  activity31 and thus may contribute to the significant positive PE observed at day 11 (Fig. 2). 
We also hypothetize that after exhaustion of the exudates, the r-strategists lost a competitive advantage over the 
K-strategists. Community probably shifted from short-term increase of r-strategists back to smaller K-strategic 
community composed Alphaproteobacteria, Actinobacteria and Acidobacteria (Fig. 4). For example, members 
of Acidobacteria are efficient cellulose  decomposers31,33 and their high abundance in microbial community may 
drive the litter degradation in acidic Sphagnum  peat33. Another Acidobacteria, Candidatus Solibacter, was one 
of a few genera enriched under high C/N ratio at the end of the incubation (day 25). This genus is capable of 
cellulose, hemicellulose and chitin degradation and may contribute to the DOC decomposition in the later stage 
of incubation. We thus suggest that the enhanced DOC decomposition and the observed positive PE at days 11 
and 25 can be attributed to a synergic of enzymes produced by both the r-strategists activated quickly right after 
exudate addition and by later slower growing K-strategists.

Except of the above mentioned heterotrophic bacteria, the community characteristic for the later stage of 
incubation, specifically for the 11th day, was further enriched in chemolithotrophic ammonia oxidizers (Fig. 6). 
Their larger presence was likely enabled by a depletion of simple organic substrates and a die-back of fast-growing 
bacteria, which could otherwise over compete these slow growing microbes. Moreover, the biomass die-back 
and the DOC decomposition enhanced the availability of  NH4

+, which is used in their energetic metabolism.
Edwards et al.19 estimated that root exudates of peatland vascular plants, which were easily degradable, could 

contribute from 1% up to 5% to the pre-existing peatland DOC in situ. Our results evoke that a lower input of 
root exudates, achieving around 2% of DOC has a significant effect on composition of rhizosphere microbial 
community, but is insufficient to induce a significant positive priming effect on recalcitrant peatland DOC. How-
ever, when the exudate input increased to the level of 5% of the present DOC, it may induce a transient positive 
priming effect lasting several days. With exudates poor in N (C/N ratio of 50), the induced positive priming may 
persist for more than two weeks and result in an enhanced decomposition of the pre-existing DOC. According 
to Edwards et al.19, the situation, when the exudation input is high enough, occurs at the time of maximum plant 
biomass especially in the presence of graminoid species such as Eriophorum vaginatum. However, the exudates at 
that time were relatively rich in N, therefore likely not causing significant peatland DOC losses. We suggest that 
the plants may rather benefit from the changes in the composition of microbial community, which the exudates 
induce in their rhizosphere. According to our results, root exudate input supports a growth of r-strategic spe-
cies, which are able to immobilize high amounts of nutrients in their biomass, keep them in the vicinity of plant 
roots, protect them from losses with the leaching DOC and potentially release them for the plant uptake during 
their fast turnover. The rhizosphere community is enriched in species like Pseudomonas, which can mobilize P 
and others (e.g. Burkholderia and Mucilaginibacter) with high metabolic potential. The presence of microbial 
communities able to keep nutrients in the rhizosphere of peatland vascular plants is further supported by our 
previous results from the field. In Kaštovská et al.34 we showed that the soil microbial biomass associated with 
Eriophorum vaginatum and Vaccinium myrtillus immobilizes large amounts of N and P present in the system.

Differently from root exudates of vascular plants, Sphagnum “exudates” are not expected to cause a significant 
positive priming effect on DOC decomposition. Although Sphagnum-released compounds can contribute up to 
20% of peatland DOC, they are of low degradability being only around 15%19. We expect that these would not 
stimulate a growth of specific bacterial communities and their enzymatic production. Additionally, the com-
pounds leached from Sphagnum were shown to immobilize P by its incorporation to the high molecular weight 
complexes and by co-precipitation with  metals35 and they are known by their antimicrobial  effects28.

In accordance with the study of Basiliko et al.7, we suggest that an input of root exudates from vascular plants 
may induce a positive priming effect on organic matter decomposition in the peatlands, but its importance for C 
transformation and ecosystem C balance is likely minor under current conditions. Current level of root exudation 
rather helps vascular plants to keep nutrients immobilized in the microbial biomass with fast turnover in the 
vicinity of the roots and thus facilitates their survival in the nutrient limited environment. However, if ongoing 
climate changes will result in a significant spread of vascular plants over peatlands, a priming effect caused by 
the enhanced root exudation could lead to higher dynamics of C cycle in peatlands and larger C mineralization.

In conclusion: 1/Priming effect was affected by level of root exudate addition: Low level of root exudate addi-
tion (~ 2% of total DOC) to peatland water caused negative priming effect whereas positive priming effect can 
occur with increasing level of root exudates (~ 5% of total DOC). Increasing C/N ratio from 7 to 50 enhances 
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priming effect. Growing microbial community was limited by nutrients and the C excess induced by the input 
of C-rich exudates led to increased “microbial nutrient mining” from peatland porewater (Fig. 2).

2/Bacteria played a more important role than fungi in our experiment as indicated by the extremely low 
ratio fungi/bacteria (lower than 0.005). After root exudate addition, r-strategic bacteria abundance increased 
and their growth was connected with an increased uptake of SRP and ammonium N from peatland water. High 
level of added root exudates stimulated growth of microbial functional groups with a potential to decompose 
complex compounds. Therefore, our experiment indicates that r-strategic bacteria (mainly Gammaproteobacteria) 
importantly contribute to a positive priming effect on peatland DOC decomposition. The positive priming effect 
found in the treatments with high level of exudate addition, could be caused by both the enzymes produced by 
K-strategic bacteria and by the enzymes produced by r-strategic bacteria during their growth on simple exudates.

3/Detailed analysis of the microbial community revealed several genera, which could cause or contribute to 
positive priming effect on peatland DOC; Burkholderia, Pseudomonas and Mucilaginibacter stimulated by root 
exudate input were the most important groups of r-strategic bacteria; later followed by K-strategists Bryocella 
and Candidatus Solibacter.

Methods
Peatland water collection and preparation. Peatland water originated from a spruce swamp forest 
located in the Šumava Mountains southwest Czech Republic (49°1′28.04″N, 13°32′32.14″E). The dominant 
plants there are spruce (Picea abies), cotton-grass (Eriophorum vaginatum), blueberry (Vaccinium myrtillus) 
and peat mosses (Sphagnum spp.). The peatland water was sampled from the upper rooted layer (0–20 cm) in 
small depression in the plot where all the dominant plants were present. For more detailed description of the 
site see Kastovska et al.34. Peatland water was collected in October 2015. The water was filtered through the low-
protein-binding Express PLUS Polyethersulfone membrane (GPWP) with a 0.22 µm pore size (Merck Millipore 
Ltd., Ireland). The filtrate was analysed for DOC (60 mg  L−1) on a LiquiTOC II (Elementar, Germany) and for 
pH (pH = 4).

Experimental design of incubation. Peatland water was incubated in 120 ml glass NTS vials. The control 
treatment consisted of the 75 ml of the filtered peatland water with the final DOC concentration of 60 mg C  L−1. 
In experimental treatments, the peatland water was enriched by a mixture of simple organic compounds with 
different molar C/N ratio simulating root exudates. The basic mixture of artificial root exudates with the molar 
C/N ratio of 50:1 consisted of acetic acid, glucose and glutamic acid (13C labelled compounds, 99 at % of 13C, 
Sigma Aldrich), which contributed to the total C in the mixture by 75%, 15% and 10%,  respectively18,36. The 
molar C/N ratios of 25:1 and 7:1 were adjusted by an addition of ammonium nitrate to the basic mixture of 
organics. The artificial root exudates were added to the peatland water in two concentrations representing 2% 
and 5% of the recalcitrant DOC concentration in four replicates. These concentrations were selected because 
they represent the natural range in the proportion root exudates contribute to the DOC  pool18. The volume 
of added artificial exudates was 0.5 ml. Then the samples were inoculated by 0.5 ml of unfiltered supernatant 
prepared from the peat sampled from rooted upper layer at the same locality as the peatland water (10 g of peat 
shaken in 100 ml of distilled water for 1 h at 20 °C, and centrifuged at 1000 g for 5 min). After inoculation the 
vials were air-tightly closed with rubber stoppers and incubated on the roll-and-roll shaker at 20 °C for 25 days. 
The flasks with the samples were placed on the roll-and-roll orbital shaker and mixed continuously during the 
whole incubation experiment to prevent any oxygen or redox gradient formation.

At time 0, 4, 11 and 25 days after start of the incubation the solution (10 ml) was taken from each sample, 
filtered through the low-protein-binding Express PLUS Polyethersulfone membrane (GPWP) with a 0.22 µm 
pore size (Merck Millipore Ltd., Ireland)) and immediately analysed for soluble reactive P (SRP), ammonium N 
and nitrate N colorimetrically on flow injection analyser (FIA Lachat QC8500, Lachat Instruments, USA). The 
filtrate was analysed for DOC on a LiquiTOC II (Elementar, Germany).

Respiratory C losses from the samples and priming effect. The  CO2 and  O2 concentration in the 
headspace of each flask was measured at 1, 2, 3, 4, 7, 11, 18 and 25 days of incubation using a HP 6850 gas chro-
matograph (Agilent, USA). After each measurement, the flasks were opened, ventilated and closed again. The 
 CO2 data were used to calculate respiration rates and cumulative respiratory losses for each treatment, which 
were used as a proxy for decomposition losses. During the whole incubation  O2 concentration did not drop 
below 18% and the highest measured  CO2 concentrations were not higher than 9500 ppm (less than 1%).

At days 1, 4, 11 and 25, isotopic composition of the evolved  CO2 was analysed by Gasbench II (Finnigan, 
Germany) connected with IRMS Delta X Plus (Finnigen, Germany). To calculate the amount of  CO2 derived 
from exudates and pre-existing DOC, the following mass balance equations based on atom % were used:

where CT (CT = CEX + CDOC) is the total amount of  CO2 during the considered time interval, δT is the correspond-
ing isotopic composition, CEX is the amount of  CO2 derived from the added exudates, δEX is its isotopic composi-
tion in the exudates, CDOC is the amount of  CO2 derived from DOC and δDOC is its isotopic composition. The 
primed DOC-derived  CO2 is the difference between the CDOC of exudate-amended samples and C-CO2 efflux 
from control samples (Ccontrol). The extent of priming effect was expressed as relative (%) to respiration rate of 
control at particular sampling time.

CTδT = CEXδEX + CDOCδDOC

Priming effect (% ) = 100×
(

CDOC in exudate−amended samples−CControl

)

/CControl
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Nucleic acid extraction and quantification. 10  ml of peatland water was filtered as previously 
described. Filters were kept frozen until nucleic acid (DNA) extraction. Filters were cut into the small pieces to 
fit bead-beating tube. DNA was extracted from the filters according to modified bead-beating  protocol37. Total 
DNA was quantified fluorometrically using Quantus fluorometer (Promega, USA) with Quantus DNA Start-Up 
Kit. Quality of DNA was also verified by agarose gel electrophoresis.

DNA sequencing and microbial community analyses. The aliquots of DNA extracts were sent to 
SEQme company (Czech republic) for the preparation of a library and sequencing using HiSeq2500 platform. 
The Earth Microbiome Project (EMP) protocol was used for library preparation with modified universal primers 
515FB/806RB38 and ITS1F/ITS239 for prokaryotic 16S rDNA and fungal ITS1 amplicons, respectively. Bacterial 
16SrDNA raw pair-end reads (150 bp) were joined and quality filtered using USEARCH v. 10.0.240 to obtain 
reads of approx. 250  bp  length40. The fungal ITS1 region was extracted from reads using ITSx  algorithm41. 
Both 16S and ITS1 amplicons were trimmed to equal lengths. Bacterial and fungal unique reads were grouped 
to zero-radius OTUS (zOTUs) using an UNOISE 3.0 algorithm, which includes also the removal of potential 
chimeric  sequences40. Taxonomic assignment of each bacterial and fungal zOTU was done using blast algorithm 
(e-value = 0.001) and curated ARB Silva 132  database42 and UNITE v 7.243. Raw sequencing data were deposited 
in European Nucleotide Archive (ENA) under the study ID PRJEB29666.

Quantification of prokaryotic and eukaryotic microbial community. Quantification of bacteri-
aland fungal SSU rRNA genes was performed using the FastStart SybrGREEN Roche Supermix and Step One 
system (Life Technologies, USA). Each reaction mixture (20 µl) contained 2 µl DNA template (~ 1–2 ng DNA), 
1 µl each primer (0.5 pmol µl−1 each, final concentration), 6 µl dH2O, 10 µl FastStart SybrGREEN Roche Super-
mix (Roche, France) and 1 µl BSA (Fermentas, 20 mg µl−1). Initial denaturation (3 min, 95 °C) was followed by 
30 cycles of 30 s at 95 °C, 30 s at 62 °C (bacteria), 15 s at 72 °C, and completed by fluorescence data acquisition 
at 80 °C used for target quantification. Product specificity was confirmed by melting point analysis (52–95 °C 
with a plate read every 0.5 °C) and amplicon size was verified with agarose gel electrophoresis. Bacterial DNA 
standards consisted of a dilution series (ranging from  101 to  109 gene copies µl−1) of a known amount of purified 
PCR product obtained from genomic Escherichia coli ATCC 9637 DNA by using the SSU gene-specific primers 
341F/534R44.  R2 values for the standard curves were > 0.99. Slope values were > 3.37 giving an estimated ampli-
fication efficiency of > 93%. The qPCR conditions for fungal quantification were as follows: initial denaturation 
(10 min, 95 °C) followed by 40 cycles of 1 min at 95 °C, 1 min at 56 °C, 1 min at 72 °C, and completed by fluo-
rescence data acquisition at 72 °C used for target quantification. Fungal DNA standards consisted of a dilution 
series (ranging from  101 to  107 gene copies µl−1) of a known amount of purified PCR product obtained from 
genomic Aspergillus niger DNA by using the SSU gene-specific primers nu-SSU-0817-5′ and nu-SSU1196-3′45. 
 R2 values for the fungal standard curves were > 0.99. The slope was between − 3.32 and − 3.5 giving estimated 
amplification efficiency between 97 and 91%, respectively. Detection limits for the various assays (i.e. lowest 
standard concentration that is significantly different from the non-template controls) were less than 100 gene 
copies for each of the genes per assay. Samples, standards and non-template controls were run in duplicates.

Analyses of metabolic potential of the prokaryotic community. Two independent pipelines (PIC-
RUSt, FAPROTAX) were used for in-silico prediction of the functional potential of the prokaryotic community. 
For  PICRUSt46 and  FAPROTAX47 analyses the rarified OTU tables to 2000 sequences generated by Qiime 1.9.1 
were used with taxonomic classification based on GreenGenes database ver. 13.05. In general, the PICRUSt 
pipeline first normalized each OTU abundances by small ribosomal subunit gene (SSU) copy variation in bacte-
rial genomes based on the most similar taxa. The resulting normalized table was then used for OTU functional 
annotation using known bacterial and archaeal  genomes46. From the normalized OTU table we were addition-
ally able to calculate community average genome SSU copy number (ACN) in each  sample48. The ACN was cal-
culated from the raw and normalized OTU table (1st step in PICRUSt pipeline). SSU gene copies range from 1 to 
15 in microbial genomes. Copiotrophic microbes are assumed to have more SSU gene copies in genome, there-
fore the higher average ACN shows the higher proportion of the copiotrophic taxa in the microbial community.

Statistical analyses. The effects of exudates additions, their C/N ratios and time on each variable (respira-
tion rate, priming effect, nutrient concentrations, bacterial and fungal abundance) were tested by full-factorial 
repeated–measures analysis of variance (ANOVA) tests (Statistica 12, Dell, USA) followed by post hoc compari-
son (unequal N HSD test). The significant differences (Welchs t-test, two-sided, Bonferroni correction) of phyla 
and genera between different treatments and control were analysed in STAMP v2.1.349.

Code and data availability
All data generated or analysed during this study are included in this published article (and its Supplementary 
Information files). Raw sequence data were deposited in European Nucleotide Archive (ENA) under the Acces-
sion No. PRJEB36145.

Received: 11 December 2020; Accepted: 26 August 2021

References
 1. Tfaily, M. M. et al. Investigating dissolved organic matter decomposition in northern peatlands using complimentary analytical 

techniques. Geochim. Cosmochim. Acta 112, 116–129 (2013).



11

Vol.:(0123456789)

Scientific Reports |        (2021) 11:18677  | https://doi.org/10.1038/s41598-021-97698-2

www.nature.com/scientificreports/

 2. Thacker, S. A. et al. Functional properties of DOM in a stream draining peat. Sci. Total Environ. 407, 566–573 (2008).
 3. Jones, D. L., Nguyen, C. & Finlay, R. D. Carbon flow in the rhizosphere: Carbon trading at the soil-root interface. Plant Soil 321, 

5–33 (2009).
 4. Shackle, V. J., Freeman, C. & Reynolds, B. Carbon supply and the regulation of enzyme activity in constructed wetlands. Soil Biol. 

Biochem. 32(13), 1935–1940 (2000).
 5. van Huissteden, J., van den Bos, R. & Alvarez, I. M. Modelling the effect of watertable management on CO2 and CH4 fluxes from 

peat soils. Neth. J. Geosci. Geol. Mijnbouw 85, 3–18 (2006).
 6. Hamer, U. & Marschner, B. Priming effects of sugars, amino acids, organic acids and catechol on the mineralization of lignin and 

peat. GJSSPN Z. Pflanzenernahr. Bodenkd 165, 261–268 (2002).
 7. Basiliko, N. et al. Do root exudates enhance peat decomposition?. Geomicrobiol. J. 29, 374–378 (2012).
 8. Dieleman, C. M. et al. Climate change drives a shift in peatland ecosystem plant community: Implications for ecosystem function 

and stability. Global Change Biol. 21, 388–395 (2015).
 9. Frolking, S. et al. Modelling seasonal to annual carbon balance of Mer Bleue Bog, Ontario, Canada. Global Biogeochem. Cycles 16, 

1029–1040 (2002).
 10. Zhu, B. et al. Rhizosphere priming effects on soil carbon and nitrogen mineralization. Soil Biol. Biochem. 76, 183–192 (2014).
 11. Hotchkiss, E. R. et al. Modeling priming effects on microbial consumption of dissolved organic carbon in rivers. J. Geophys. Res. 

Biogeosci. 119, 982–995 (2014).
 12. Liu, X.-J.A. et al. Labile carbon input determines the direction and magnitude of the priming effect. Appl. Soil Ecol. 109, 7–13 

(2017).
 13. Shi, S. et al. Effects of selected root exudate components on soil bacterial communities. FEMS Microbiol. Ecol. 77, 600–610 (2011).
 14. Grayston, S. J., Vaughan, D. & Jones, D. Rhizosphere carbon flow in trees, in comparison with annual plants: The importance of 

root exudation and its impact on microbial activity and nutrient availability. Appl. Soil Ecol. 5, 29–56 (1997).
 15. Chen, R. et al. Soil C and N availability determine the priming effect: microbial N mining and stoichiometric decomposition 

theories. Global Change Biol. 20, 2356–2367 (2014).
 16. Qiao, N. et al. Carbon and nitrogen additions induce distinct priming effects along an organic-matter decay continuum. Sci. Rep. 

6, 1–8 (2016).
 17. Fontaine, S. et al. Fungi mediate long term sequestration of carbon and nitrogen in soil through their priming effect. Soil Biol. 

Biochem. 43, 86–96 (2011).
 18. Edwards, K. R. et al. Species effects and seasonal trends on plant efflux quantity and quality in a spruce swamp forest. Plant Soil 

426, 179–196 (2018).
 19. Andrews, J. H. & Harris, R. F. r- and K-selection and microbial ecology. Adv. Microb. Ecol. 9, 99–147 (1986).
 20. Kuzyakov, Y. Priming effects: Interactions between living and dead organic matter. Soil Biol. Biochem. 42, 1363–1371 (2010).
 21. Wild, B. et al. Input of easily available organic C and N stimulates microbial decomposition of soil organic matter in arctic per-

mafrost soil. Soil Biol. Biochem. 75, 143–151 (2014).
 22. Schimel, J. P. & Schaeffer, S. M. Microbial control over carbon cycling in soil. Front. Microbiol. 3(348), 1–11 (2012).
 23. Blagodatskaya, E. et al. Microbial interactions affect sources of priming induced by cellulose. Soil Biol. Biochem. 74, 39–49 (2014).
 24. Garcia-Pausas, J. & Paterson, E. Microbial community abundance and structure are determinants of soil organic matter mineralisa-

tion in the presence of labile carbon. Soil Biol. Biochem. 43, 1705–1715 (2011).
 25. Myers, B. et al. Microbial activity across a boreal peatland nutrient gradient: The role of fungi and bacteria. Wetl. Ecol. Manag. 20, 

77–88 (2012).
 26. Chroňáková, A. et al. Spatial heterogeneity of belowground microbial communities linked to peatland microhabitats with different 

plant dominants. FEMS Microbiol. Ecol. 95(9), fiz13 (2019).
 27. Fierer, N., Bradford, M. A. & Jackson, R. B. Toward an ecological classification of soil bacteria. Ecology 88, 1354–1364 (2007).
 28. Painter, T. J. Lindow man, Tollund man and other peat-bog bodies—The preservative and antimicrobial action of sphagnan, a 

reactive glycuronoglycan with tanning and sequestering properties. Carbohydr. Polym. 15, 123–142 (1991).
 29. Wang, H. et al. Quality offresh organic matter affects priming of soil organic matter and substrate utili-zation patterns of microbes. 

Sci. Rep. 5, 10102 (2015).
 30. Jenkins, S. N. et al. Taxon-specific responses of soil bacteria to the addition of low level C inputs. Soil Biol. Biochem. 42, 1624–1631 

(2010).
 31. Lladó, S. et al. Functional screening of abundant bacteria from acidic forest soil indicates the metabolic potential of Acidobacteria 

subdivision 1 for polysaccharide decomposition. Biol. Fertil. Soils 52, 251–260 (2016).
 32. Rodriguez, H. & Fraga, R. Phosphate solubilizing bacteria and their role in plant growth promotion. Biotechnol. Adv. 17, 319–339 

(1999).
 33. Pankratov, T. A. et al. Bacterial populations and environmental factors controlling cellulose degradation in an acidic Sphagnum 

peat. Environ. Microbiol. 13, 1800–1814 (2011).
 34. Kaštovská, E. et al. Cotton-grass and blueberry have opposite effect on peat characteristics and nutrient transformation in peatland. 

Ecosystems 21, 443–458 (2018).
 35. Mastný, J. et al. Quality of DOC produced during litter decomposition of peatland plant dominants. Soil Biol. Biochem. 121, 221–230 

(2018).
 36. Drake, J. E. et al. Stoichiometry constrains microbial response to root exudation—Insights from a model and a field experiment 

in a temperate forest. Biogeosciences 10, 821–838 (2013).
 37. Urich, T. et al. Simultaneous assessment of soil microbial community structure and function through analysis of the meta-

transcriptome. PLoS ONE 3, e2527 (2008).
 38. Caporaso, J. G. et al. Global patterns of 16S rRNA diversity at a depth of millions of sequences per sample. Proc. Natl. Acad. Sci. 

U. S. A. 108(Suppl 1), 4516–4522 (2010).
 39. Gardes, M. & Bruns, T. D. Its primers with enhanced specificity for basidiomycetes—Application to the identification of mycor-

rhizae and rusts. Mol. Ecol. 2, 113–118 (1993).
 40. Edgar, R. C. & Robert, C. UPARSE: Highly accurate OTU sequences from microbial amplicon reads. Br. J. Pharmacol. 10, 996–998 

(2013).
 41. Bengtsson-Palme, J. et al. Improved software detection and extraction of ITS1 and ITS2 from ribosomal ITS sequences of fungi 

and other eukaryotes for analysis of environmental sequencing data. Methods Ecol. Evol. 4, 914–919 (2013).
 42. Quast, C. et al. The SILVA ribosomal RNA gene database project: Improved data processing and web-based tools. Nucleic Acids 

Res. 41, 590–596 (2013).
 43. Kõljalg, U. et al. Towards a unified paradigm for sequence-based identification of fungi. Mol. Ecol. 22, 5271–5277 (2013).
 44. Muyzer, G., Dewaal, E. C. & Uitterlinden, A. G. Profiling of complex microbial-populations by denaturing gradient gel-electropho-

resis analysis of polymerase chain reaction-amplified genes-coding for 16s ribosomal-Rna. Appl. Environ. Microbiol. 59, 695–700 
(1993).

 45. Borneman, J. & Hartin, R. J. PCR primers that amplify fungal rRNA genes from environmental samples. Appl. Environ. Microbiol. 
66, 4356–4360 (2000).

 46. Langille, M. et al. Predictive functional profiling of microbial communities using 16S rRNA marker gene sequences. Nat. Biotechnol. 
31, 814–821 (2013).



12

Vol:.(1234567890)

Scientific Reports |        (2021) 11:18677  | https://doi.org/10.1038/s41598-021-97698-2

www.nature.com/scientificreports/

 47. Louca, S., Parfrey, L. W. & Doebel, M. Decoupling function and taxonomy in the global ocean microbiome. Science 353, 1272–1277 
(2016).

 48. Thompson, L. R. et al. A communal catalogue reveals Earth’s multiscale microbial diversity. Nature 551, 457–463 (2017).
 49. Parks, D. H. et al. STAMP: Statistical analysis of taxonomic and functional profiles. Bioinformatics 30, 3123–3124 (2014).

Acknowledgements
This work was supported by Czech Science Foundation grant no. 18-19561S. The article was further supported 
from Ministry of Education Youth and Sports; projects [LM2015075] and [EF16_013/0001782]—SoWa Ecosys-
tems Research. We thank Ondřej Žampach, Daniel Vaněk, Kateřina Kučerová and Hana Petrásková for technical 
support and chemical analyses and Keith Raymond Edwards for language corrections.

Author contributions
J.M. wrote the main manuscript text and J.B. prepared Figs. 4–6. All authors participated in data evaluation and 
reviewed the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 021- 97698-2.

Correspondence and requests for materials should be addressed to J.M.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2021

https://doi.org/10.1038/s41598-021-97698-2
https://doi.org/10.1038/s41598-021-97698-2
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Decomposition of peatland DOC affected by root exudates is driven by specific r and K strategic bacterial taxa
	Results
	Total respiration rates and priming effect. 
	Nutrient concentrations as affected by exudates addition. 
	Temporal changes in abundance and composition of microbial communities. 
	Temporal changes of functional potential of prokaryotic community. 

	Discussion
	Priming effect was influenced by quantity and CN ratio of added exudates. 

	Methods
	Peatland water collection and preparation. 
	Experimental design of incubation. 
	Respiratory C losses from the samples and priming effect. 
	Nucleic acid extraction and quantification. 
	DNA sequencing and microbial community analyses. 
	Quantification of prokaryotic and eukaryotic microbial community. 
	Analyses of metabolic potential of the prokaryotic community. 
	Statistical analyses. 

	References
	Acknowledgements


