Peatland vascular plant functional types affect methane dynamics by altering microbial community structure
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Summary
1. Peatlands are natural sources of atmospheric methane (CH4), an important greenhouse gas. It is established that peatland methane dynamics are controlled by both biotic and abiotic conditions, yet the interactive effect of these drivers is less studied, and consequently poorly understood.
2. Climate change affects the distribution of vascular plant functional types (PFTs) in peatlands. By removing specific PFTs, we assessed their effects on peat organic matter chemistry, microbial community composition and on potential methane production (PMP) and oxidation (PMO) in two microhabitats (lawns and hummocks). 
3. Whilst PFT removal only marginally altered the peat organic matter chemistry, we observed considerable changes in microbial community structure. This resulted in altered PMP and PMO. PMP was slightly lower when graminoids were removed, whilst PMO was highest in the absence of both vascular PFTs (graminoids and ericoids), but only in the hummocks.
4. Path analyses demonstrate that different plant–soil interactions drive PMP and PMO in peatlands, and that changes in biotic and abiotic factors can have auto-amplifying effects on current CH4 dynamics. 
5. Synthesis. Changing environmental conditions will, both directly and indirectly, affect peatland processes, causing unforeseen changes in CH4 dynamics. The resilience of peatland CH4 dynamics to environmental change therefore, depends on the interaction between plant community composition and microbial communities.
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Introduction
Due to prevailing waterlogged conditions and slow decomposition rates, peatlands are generally net sinks for carbon dioxide (CO2). Annually, peatland C uptake is estimated to be between 0.07 (Clymo, Turunen & Tolonen 1998) and 0.10 (Gorham 1991) Gt C. As a consequence, Northern peatlands in particular act as large repositories for terrestrial carbon (C), containing up to 500 Gt of C (Yu 2012). However, these same conditions that constrain decomposition, also lead to the production of methane (CH4), an important greenhouse gas (Vasander & Kettunen 2006). As CO2 uptake generally surpasses CH4 emission, in the long term, peatlands exert a net cooling effect on the global climate (Dise 2009). Nevertheless, the balance between peatland C uptake and release is delicate, and variations in environmental and biological conditions can be expected to define the ability of peatlands to act as C sinks. 


Methane fluxes from peatlands depend on the net balance of CH4 production by methanogenic archaea, and CH4 oxidation by methane oxidizing bacteria (MOB). Methane production is the final step in anaerobic organic matter breakdown, whilst CH4 oxidation occurs preferentially under aerobic conditions (Le Mer & Roger 2001). The effects of abiotic factors on CH4 oxidation and production in wetlands have been well documented (Segers 1998; Lai 2009; Chowdhury & Dick 2013). Nevertheless, variation in CH4 fluxes is large, and currently cannot be adequately explained by environmental conditions alone (Moore & Dalva 1997; Levy et al. 2012). 

Peatlands are remarkably stable in in terms of plant species composition (Backéus 1972; Rydin & Barber 2001), however the relative abundance of these species varies naturally over time, or in response to environmental conditions (Bragazza 2006; Breeuwer et al. 2009; Jassey et al. 2013). Vegetation composition can have a strong influence on peatland C dynamics, as different plant functional types (PFTs) have been shown to have a varying effect on ecosystem CO2 exchange (Ward et al. 2013; Kuiper et al. 2014). This is likely to be driven to a large extent by differences in the composition and quantity of root exudates from contrasting PFTs (De Deyn, Cornelissen & Bardgett 2008; Bridgham et al. 2013), as root exudates serve as a substrate for microbial respiration (Hütsch, Augustin & Merbach 2002; Berendsen, Pieterse & Bakker 2012) and therefore shape rhizosphere microbial communities (Bais et al. 2006; Haichar et al. 2008). Additionally, PFTs differ in their ability to aerate the rhizosphere through aerenchymatous tissue, which will strongly influence microbial decomposition and methane production. Despite the knowledge that changes in plant community composition and environmental conditions can both affect CH4 dynamics, their interactive effect is less understood.

Here, we studied the differential effects of peatland vascular PFTs on potential methane oxidation and production, and whether these effects are mediated by changes in peat organic matter properties and microbial community structure. We used two distinct microhabitats, wet lawns and relatively dry hummocks, to mimic the combined effects of water table drawdown and changes in the vascular PFT composition. We hypothesised that distinct microbial communities would be associated with different PFTs, and that plant removal would lower the peat organic matter quality. Furthermore, we expected that links among PFT composition, microbial community structure and the peat organic matter chemistry would describe potential methane production and oxidation. Specific to these interactions, we hypothesised that the absence of vascular plants would lead to a reduction in both methane production (via substrate limitation) and oxidation (due to lower oxygenation of the peat). Using causal pathway analyses, the relationships among PFT composition, peat organic chemistry, microbial community structure, and their influence on potential methane production and oxidation were examined.

Materials and methods
Experimental site and sample collection

In early June 2011, 48 experimental plots (50 × 50 cm) were established in lawn (n = 24) and hummock microhabitats (n = 24), with homogenous vegetation (Table 1), in a Sphagnum-dominated ombrotrophic peatland in the Store Mosse National Park, Sweden (57°17’54 N, 14°00’39 E). In both microhabitats, the vascular plant functional type (PFT) composition was manipulated by removing (clipping) ericoids (–Eric), graminoids (–Gram), or both. A set of control plots remained intact. All treatments were replicated six times, resulting in a total of 48 plots (4 treatments × 2 microhabitats × 6 replicates). Vascular plant regrowth was removed every third month, apart from during winter, by pulling out whole seedlings (incl. roots). To minimise the effects of root decomposition on subsequent measurements, plots were established one year before measurements started. Remaining differences in root decomposition were elucidated by comparing respiration rates, measured on 10 cm diameter collars using an automated soil CO2 flux system (LI-8100, LI-COR Biosciences, USA), from the removal plots with respiration rates from comparable areas in the control plots with little or no vascular plant cover.

In July 2012, single peat samples (c. 20 g. f. wt) were collected from all plots (n =48) at the aerobic/anaerobic boundary (10 – 30 cm below the peat surface, microhabitat dependent). This layer was chosen as it is the most important for methane cycling, and contains both methanotrophic and methanogenic communities (Krause et al. 2013; Generó et al. 2014). Samples were kept anoxic after sampling using Anaerocult® A mini (Merck Millipore), and stored at 4°C until analysis. Each sample was mixed to ensure homogenisation of organic matter and microbial communities, and divided into several sub-samples for further analyses. One subsample was weighed, dried at 70ºC for 48 hours, and reweighed to determine water content. Pore water samples were taken using Rhizon soil moisture samplers (type MOM, pore size 0.2 μm, Eijkelkamp, Giesbeek, NL) and pH was measured, after which the water samples were analysed spectrophotometrically for dissolved organic carbon (DOC) using a segmented flow analyser (SANPLUS, Skalar analytical, Breda, NL).
Microbial community structure: PLFA and QPCR

Phospholipid fatty acids (PLFA) were extracted from 2.5 g fresh (moist) peat over a two-hour period in a solvent phase comprising 3.0 ml 50mM phosphate (P) buffer (pH 7.0), 3.8 ml chloroform, 7.6 ml methanol (c.f. Börjesson et al. 1998). PLFA 19:0 (Larodan Malmö, Sweden) was added as an internal standard to the phospholipid fraction. PLFAs were methylated to form fatty acid methyl esters (FAMEs) using 1 ml 0.2M methanolic-KOH (Sundh, Nilsson & Borga 1997; Chowdhury & Dick 2012), and analysed on a gas chromatograph according to Steger et al. (2003). Specific PLFA biomarkers were used to estimate biomasses of actinomycetes, gram-positive and gram-negative bacteria, and fungi (Denef et al. 2009).


We extracted DNA from 0.02–0.04 g lyophilized peat, as described by Steenbergh et al. (2010). Pelleted and cleaned DNA was re-suspended in 50 µl sterilised water. The number of pmoA gene copies of type Ia, Ib and II methanotrophic bacteria were quantified as described by Kolb et al. (2003), using modified primer concentrations and temperatures for fluorescence data acquisition. Q-PCR amplification was performed on a Rotor Gene 6000 thermal cycling system (Corbett Research, Sydney, Australia. All reaction mixtures (20 µl) contained 2 µl of sample DNA (2 ng), 10 µl 2( SensiFastTM (BIOLINE Inc, Taunton, MA, USA) real time PCR mix, 3.5 µl forward and reverse primers in optimised concentrations (3 pmol µl-1) and 1 µl Bovine Serum Albumin. Reactions were performed in duplicate. For type Ia and II specific Q-PCR, the thermal cycle consisted of an initial denaturation (3 min at 95 °C), followed by 45 cycles of denaturation (10 s at 94 °C), annealing (10 s at 60 °C), and extension (20 s at 72 °C). For type Ib, the procedure was similar but for a 64 ºC annealing temperature. Fluorescence data were acquired at the extension to denaturation transition by holding temperatures at 82 ºC (type Ia), 85 ºC (type Ib) and 87 ºC (type II) for 8 s. Reaction products were verified by DNA melting curve analysis at 70 to 99 °C, with 1 ºC step increase, and by 1.0% (wt vol-1) agarose gel electrophoresis (data not shown). Only data from Q-PCR reactions of which product of expected size was visible on the gel were used for further analysis. Type Ia assays were calibrated using a dilution series of a known amount of PCR product from a pmoA harbouring plasmid (clone WPAN42, accession FN395340, 588 bp) previously amplified with a M13 primer set. Type Ib and II series were similarly calibrated using PCR product of clone WPBN2 (accession KF395333, 455 bp) and clone WP AD62 (accession FN395333, 599 bp), respectively.

Peat organic matter bulk chemistry
Peat organic matter chemistry was characterised by diamond attenuated total reflectance (ATR) Fourier transform infrared (FTR) spectroscopy (Thermo iS10 FTIR spectrometer, Thermo Scientific, MA, USA). Air-dried peat samples were ball-milled and further dried at 50 °C. Mid–infrared (MIR) spectra were obtained for each sample in triplicate by averaging 16 scans per replicate at 4 cm-1 resolution over the spectral range 4000–650 cm-1. MIR spectra were corrected for interferences by H2O and CO2, processed and analysed using the hyperSpec (Beleites & Sergo 2012), ptw (Bloemberg et al. 2010), and StreamMetabolism (Sefick Jr., 2013) R packages. The contribution of minerals (e.g. silicates) to the MIR spectra was considered negligible (Pengerud et al. 2013). 


Five waveband regions corresponding to specific C functional groups were selected for integration and peak ratio comparisons among treatments (Smith 1998; Pengerud et al. 2013): the SAT region (saturated hydrocarbons, Alkyl–CH2/CH3, 2985–2820 cm-1); the C=O peak (1730–1720 cm-1); the aromatic C=C peak (1605–1595 cm-1); the POLY region (polysaccharide, O-Alkyl C, 1185–915 cm-1); and the AROCH region (aromatic CH, 855–740 cm-1). Indices for peat organic matter chemistry were calculated as ratios between absorbance at the SAT, C=O, C=C, POLY region and the soil organic carbon (SOC) content, and between the AROCH region and the C=C peak (cf. Pengerud et al. 2013). This resulted in five indices: the peat hydrophobicity (SAT::SOC); degree of oxidation (C=O::SOC); the aromaticity (C=C::SOC); the peat polysaccharide content (POLY::SOC); and the degree of aromatic condensation (AROCH::C=C).

Potential methane production and oxidation
Fresh peat, c. 10 g for potential methane production (PMP) and c. 5 g for potential methane oxidation (PMO), was incubated in 120 ml bottles containing 10 ml demineralised water. PMP measurements were performed in the dark, in bottles containing only N2 gas. PMO measurements were performed in bottles with 1.1 ml CH4 (10,000 ppmv), added to the headspace, to prevent methane limitation throughout the experiment. The bottles were then incubated on a shaker (150 rpm) at 20 °C, and headspace CH4 concentrations were measured 2–3 times per day over an eleven day period. In short, 200 µl headspace gas samples were directly injected into an Ultra GC gas chromatograph (Interscience, NL) equipped with a Flame Ionization Detector (FID) and Rt-Q-Bond (30m, 0.32 mm, ID) capillary column, with helium as a carrier gas, and an 80 °C oven temperature. PMP and PMO were calculated from the linear increase (PMP) or decrease (PMO) in CH4 headspace concentration, using 30 hours and 24 hours (PMP and PMO, respectively). This time lag was determined empirically, and enabled calculation of processes in the linear parts of the process rates. We present positive flux values for both PMP and PMO.

Statistical analyses

Redundancy analyses (RDA) were applied to microbial PLFA (Hellinger-transformed) using microhabitat (lawn/hummock), ericoid removal, and graminoid removal as explanatory variables, all coded as binary factors. The significance of our models and the explanatory variables was tested using 999 permutations. As lawn and hummock PLFA communities differed significantly (F1,34 = 5.3, P ≤ 0.001), partial RDAs were computed after removing the effect of microhabitat. Partial RDA site scores were used to perform hierarchical cluster analysis (Ward method). The resulting dendrogram was projected in the RDA ordination space, facilitating the detection of main discontinuities in PLFA community structure among treatments (Carlson et al. 2010). We used variance partitioning to identify the contribution of each separate factor, and their interactions, to the model. To elucidate the effects of vascular PFT composition on microbial PLFA composition in each microhabitat, we performed separate RDA analyses for the lawn and hummock communities. RDA analyses were performed using the vegan package for R (Oksanen et al. 2013).

Generalised linear models (GLMs) were used to test the effects of microhabitat (MH), ericoid removal (–Eric) and graminoid removal (–Gram) on PMP, PMO, and substrate quality variables. Data on PMP, PMO and the substrate quality variables C=C::SOC, POLY::SOC, and AROCH::C=C were log-transformed to meet the assumptions of normality of the data. Initially we tested the treatment effects on PMP and PMO using a variety of models: one which only included the factorial treatments, and a set of models that included vascular plant cover (VPC), water content (WC) and pH, and all possible combinations, as random factors. Next, we performed stepwise GLM selection, and based on corrected Akaike Information Criterion (AIC) the final models (apart from the PFT treatments) included VPC and WC, or VPC only, in the PMP and PMO models, respectively (Table S1). These analyses were performed with the software R 3.1.1 (R Core Team 2012).
Structural equation modelling

An initial conceptual path analysis model (causal model) was used to identify potential plant–soil links affecting PMP and PMO (Fig. S3, Table S4). Using structural equation modelling (SEM), we then excluded non-significant variables using a step-wise approach until a minimal adequate model remained (Yu 2012; Milcu et al. 2013). We built separate models for the lawn and hummock microhabitats, and all pathways constructed were represented using single indicator variables. Ericoid or graminoid cover was used for the PFT treatment. Polysaccharide content (POLY::SOC) entered the final models as a proxy for organic matter quality. Fungal PLFA biomass and the gram–positive to gram–negative bacterial biomass ratio were used as metrics for variation in the microbial communities. Gene copies of pmoA type Ib and II were selected as an indicator for the size of the methanotrophic community in the PMO model in lawns and hummocks, respectively. All SEM analyses were conducted using the sem package in R (Fox 2006). Maximum likelihood procedures were used for model evaluation and parameter estimation. Adequate model fits were identified by non–significant χ2 tests (P ≥ 0.05), low AIC, low root mean square error of approximation index (≤ 0.1), low standardized root mean square residual index (≤ 0.1), and high comparative fit index (≥ 0.90) (Grace et al. 2014).
Results
Plant community composition
Overall, vascular plant cover was greater in the hummocks than in the lawns (F1,40 = 12.4, P ≤ 0.01). In the lawns, only graminoid removal significantly reduced total vascular plant cover (F1,20 = 22.9, P ≤ 0.001), whist in the hummocks both graminoid (F1,20 = 14.6, P ≤ 0.01) and ericoid (F1,20 = 61.8, P ≤ 0.001) removal decreased vascular plant cover (Fig. S1a). In comparison to the control plots, CO2 respiration rates were lower in the plant removal plots, but this was not related to the amount of removed above-ground biomass (Fig. S1b). This observation implies that any potential effect of respiration of root litter in the treatment plots is smaller than autotrophic root respiration in the control plots, by which an apparent effect of plant removal on root decomposition seems unlikely.
Organic matter properties

Peat hydrophobicity (SAT::SOC), aromaticity (C=C::SOC), polysaccharide content (POLY::SOC), and the degree of condensation of aromatics (AROCH::C=C) were higher in the lawns compared to the hummock microhabitats (Table S2). One year after plant removal, clear effects of vascular PFTs on peat organic matter properties were not observed, although there is marginal evidence that the removal of graminoids decreased the polysaccharide content in both microhabitats (F1,37 = 3.0, P = 0.09; Table S2), reduced the oxidation index in the lawns (C=O::SOC; F1,37 = 4.3, P ≤ 0.05), and caused an increase in the dissolved organic carbon content in the hummocks (F1,40 = 5.3, P ≤ 0.05; Table S2).

Microbial community structure: PLFA and QPCR
Microhabitat and PFT removal (both ericoids and graminoids) exerted a large control on the microbial community PLFA structure (Table 2a). After removing the microhabitat effect on the ordination space (Table 2b, Fig 1a), we conceptualised a division of the plots based on distinct microbial community PFLA profiles, which were highly related to the removal treatments (Fig. 1a). When the two microhabitats were analysed separately, the apparent PFT control on the microbial PLFA community structure remained (Table 2c, d; Fig. 1b,c). In comparison to the hummocks, this effect was almost twice as large in the lawns (Table 2c,d), indicating a stronger plant control on microbial community structure in lawn microhabitats. Variance partitioning suggested the effect of graminoid removal on the microbial community PLFA structure to be larger then the effect of ericoid removal, irrespective of microhabitat (Table 2c,d; Fig 1b,c).
Total PLFA biomass (data not shown) was not affected by vascular plant removal in the lawns (–Eric: F1,14 = 2.3, P = 0.16; –Gram: F1,14 = 3.0, P = 0.11), whilst in the hummocks it was lower without ericoids (F1,16 = 10.0, P ≤ 0.01). In the lawns, biomass of unspecific bacterial and gram-negative bacterial PLFA was lower without graminoids and ericoids, respectively. These effects were, however, alleviated by the parallel removal of the other PFT (–Eric × –Gram: P ≤ 0.05; Fig S2). Actinobacterial biomass was lower with both PFTs removed (–Eric: F1,14 = 5.6, P ≤ 0.05; –Gram: F1,14 = 15.4, P ≤ 0.001), whilst gram-positive (excl. actinobacteria) PLFA biomass was not affected by PFT removal (Fig. S2). In the hummocks, ericoid removal resulted in lower biomass of unspecific (F1,16 = 5.2, P ≤ 0.05) and gram-negative bacterial (F1,16 = 19.6 , P ≤ 0.001) PLFA biomass, whilst the other groups were unaffected (Fig. S2).

In comparison to the lawns, the number of gene copies for the methanotrophic community (pmoA) was higher in the hummock microhabitats (Figure 2; F1,40 = 9.6, P ≤ 0.01). This pattern was observed across all methanotrophic types (type Ia: F1,40 = 4.0, P = 0.05; type Ib: F1,40 = 8.9, P ≤ 0.01; type II: F1,40 = 8.7, P ≤ 0.01; Fig. 2). Despite the observation that PFT removal did not significantly affect the overall number of pmoA genes in the lawns, graminoid removal did result in lower type II pmoA gene copies. In the hummocks, the combined removal of ericoids and graminoids resulted in lower numbers of type Ib and II methanotroph pmoA gene copies (Fig. 2). 
Potential methane production and oxidation 
Overall, PMP was significantly higher in the lawns (Fig. 3, F1,30 = 37.3, P ≤ 0.001), and when taking into account both microhabitats, PMP was on average 32% lower when graminoids were removed (Fig. 3a, F1,30 = 3.0, P = 0.09; Table S3). Considering PMO, rates were higher in the hummocks (Fig. 3b, F1,36 = 20.2, P ≤ 0.001), and affected by vascular plant cover (F1,36 = 9.5, P ≤ 0.01) and peat water content (F1,36 = 4.8, P = 0.034; Table S3). In the lawns, vascular PFT removal did not affect PMO, whilst in the hummocks PMO was higher when both PFTs were removed (Fig. 3b, Table S3). Regression analysis showed that both overall, and in the lawns, PMO and total number of pmoA gene copies were significantly correlated (overall: R2 = 0.14, F1,44 = 6.03, P = 0.02; lawns: R2 = 0.37, F1,20 = 9.41, P = 0.007), whilst a non significant relationships was found in the hummocks (R2 = 0.05, F1,20 = 0.97, P = 0.34).

Plant–soil pathways in driving PMP and PMO 

Path analyses highlighted a variety of above–belowground links that drive PMP and PMO, depending on microhabitat and cover and identity of the PFTs (Fig. 4). The lawn PMP models indicated a positive link between fungal PLFA biomass and PMP (Fig. 4a). Generally, fungal biomass increased with decreasing ericoid cover, but decreased with reduced graminoid cover (Fig. 4a). Graminoid removal, however, was also shown to enhance fungi indirectly through a negative, yet non-significant, effect on the peat polysaccharide content, which on in turn increased the fungal PLFA biomass (Fig. 4a). In the hummocks, increased fungal biomass and increased gram-positive to gram–negative bacterial ratio (G+/G–) stimulated PMP (Fig. 4b). As a reduction in either PFT led to enhanced PMP via stimulatory effects on either fungal (graminoids) or G+/G- (ericoids), their removal had the potential to increase PMP, albeit by differing mechanisms. We further identified a negative indirect effect of graminoid removal on PMP, through a reduction in G+/G– linked to a decrease in the peat polysaccharide content (Fig. 4b).

The lawn PMO models highlight a significantly positive impact of the number of type II pmoA gene copies on PMO, this being positively associated to a decrease in ericoids (Fig. 4c). In the hummocks, PMO was positively linked to the number of type Ib pmoA gene copies, and higher G+/G– (Fig. 4d). The latter, however, can also negatively affect PMO through a reduction in the number of type Ib pmoA gene copies. As reduced ericoid cover is positively linked to G+/G– (Fig. 4d), our results indicate that, in the hummocks, ericoid removal could simultaneously enhance or decrease PMO through two alternative pathways. Likewise, graminoid removal has ambiguous affects on PMO through an indirect negative effect on G+/G– (Fig. 4d). 
Discussion
Whilst it has been noted that plant controls on methane fluxes go beyond differences in aerenchymatous transport Saarnio et al. 1998(; Green & Baird 2011; Levy et al. 2012)
, the mechanisms are still poorly understood. With this experiment, we took a multifaceted approach to study the effects of two important peatland vascular plant functional types (PFTs) on below-ground microbial community structure and organic matter quality, and how these affect potential methane oxidation and production in the peat. Our results demonstrate that microbial community structure is affected by microhabitat (Jaatinen et al. 2007; Kotiaho et al. 2013; Robroek et al. 2014) and plant community composition. The effect of plant community composition on microbial community structure can be direct, through established plant–microbe associations (Opelt et al. 2007), or indirect, through specific processes like rhizodeposition and rhizosphere oxygenation (Fritz et al. 2011), both ultimately affecting ecosystem processes (Wardle et al. 2004). Changes in the influx of easily degradable root-derived C compounds due to changed plant community composition, for example, could alter microbial community structure and activity, and change organic matter decomposition (Haichar et al. 2008; Schmidt et al. 2011). Reflecting current knowledge on ecohydrological controls on decomposition process (Belyea 1996; Laiho 2006), we show contrasting values for most proxies of organic matter bulk chemistry in both microhabitats (cf. Turetsky et al. 2007; Pengerud et al. 2013), for which PFT community composition was only marginally responsible. This is surprising, as recently vascular plant community composition has been shown to be associated to the peat organic matter fingerprint with further impacts on peatland methane production along a permafrost thaw gradient (Hodgkins et al. 2014). The apparent absence of a clear PFT control in our short-term study and the knowledge that long-term plant community changes affect organic matter composition and associated processes, highlights that a clearer, long-term perspective on these relationships may be crucial in understanding the current and future dynamics of terrestrial methane cycling.

Values for potential methane production (PMP) in our experiment were comparable to other studies (see Bridgham & Richardson 1992). Nevertheless, overall they were higher than values found from Canadian peat (2.0–62.7 nmol g-1 h-1; Brown, Mathur & Kushner 1989), but lower than those from Sphagnum​-dominated bogs in Northern Sweden (Hodgkins et al. 2014). Indeed, variation in peatland PMP is large, and dependent on incubation temperature and substrate quality (Moore & Dalva 1997).
The slightly reduced PMP values following graminoid removal in the lawns coincided with a reduction in peat polysaccharide content, indicating a role of the latter in controlling PMP. Indeed, path analysis does not exclude an indirect role for plant-mediated changes in peat organic matter quality on PMP. Intriguingly, PMP reduction following graminoid removal seems to be brought about by a different series of interactions in lawn and in hummock microhabitats, complicating generalisations on peatland above-ground–below-ground relationships. Reduced PMP was associated with reduced fungal biomass, remarkable given that fungi have recently been strongly linked to methane production (Lenhart et al. 2012). Such a pathway, however, is unlikely to explain our results for two reasons. First, fungal methane production seems to occur only in aerobic conditions (Lenhart et al. 2012). Second, graminoid removal enhanced fungal biomass in the hummock habitats, whilst PMP was reduced. Although, the nature of our results does not allow for general conclusions, they support our hypothesis that plant removal reduces PMP, and highlight that this depression is most likely mediated by changes in microbial community structure, which itself is probably the result of a change in substrate for microbial communities (Galand et al. 2005; Ström et al. 2012). 

As with PMP, PMO was strongly influenced by microhabitat, with higher values in the hummocks, most likely driven by the combined effect of differences in microbial communities, the abundance of methanotrophs, and contrasting abiotic conditions (Yrjälä et al. 2011). PMO is generally related to the number of pmoA gene copies (Freitag et al. 2010; Yrjälä et al. 2011), which encode for the membrane-bound (or particulate) methane monooxygenase (pMMO) enzyme. Although we found positive relationships between the number of pmoA gene copies and PMO, these relationships were far from one-to-one. 
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Bodelier et al. (2013)
 showed an exclusive link between the abundance of a numerical minor subgroup of methane oxidizing bacteria (MOB, type Ia) and methane consumption, yet our study highlights a link between PMO and the number of gene copies for type Ib MOB in hummocks, and with the number of gene copies for type II MOB in lawns. The apparent weak relationship between pmoA gene abundance and PMO in the hummocks may be explained by several factors including mixotrophic growth of methanotrophs (Semrau, DiSpirito & Vuilleumier 2011), changed activity of the methanotrophic community, or the activity of other novel methanotrophic microbes only possessing soluble methane monooxygenase (Vorobev et al. 2011). Indeed, the presence of methanotrophs, which are expected to thrive under substrate limitation (Dunfield & Dedysh 2014), may explain the high levels of PMO when all plants, and their associated rhizodeposits, were absent. Path analyses demonstrate that two PFT specific pathways effectuated induced hummock PMO: ericoid removal directly affected the structure of the microbial community, whilst such effect by graminoid removal was mediated by the peat polysaccharide content. More specifically, whilst positively affecting PMO, ericoid and graminoid removal have an antagonistic effect on the gram-positive to gram-negative bacterial ratio, supporting the presence of specific links between plant functional type and microbial community structure.
Implications

With changing environmental conditions, peatland plant functional type composition is expected to change (Dieleman et al. 2014). Our results highlight that changes in the peatland plant community composition may act as a major modulator of changes in methane dynamics. We provide evidence that apparent plant functional type controls on methane dynamics are mediated by alterations in soil organic matter bulk chemistry and the microbial community structure. Safeguarding the current functions of peatlands regarding methane dynamics therefore not only depends on maintaining abiotic conditions, but due to its strong controls on belowground communities and belowground processes, also depends on the stability of the plant functional community.
Acknowledgements

Mesocosms were collected under permission 521-895-11 issued by Länsstyrelsen i Jönköpings län. We thank Peter Mattiasson and Arne Andersson for discussions and logistics. Bo H Svensson, Magalí Martí Genero and Gunnar Börjesson provided valuable insights. Funding was provided by the Polish Ministry of Science and Higher Education (NN305077936), through the Swiss Contribution to the enlarged European Union (PSPB-013/2010) to VEJJ; by the Dutch Foundation for the Conservation of Irish bogs and the KNAW Academy Ecology Fund to MARK; and the Division for Earth and Life Sciences (ALW) with financial aid from the Netherlands Organization for Scientific Research (NWO) Research Innovation Scheme grant nr. 863.10.014 to BJMR.
Data accessibility 

Data underlying the statistical analyses presented in this paper can be accessed through the Dryad Digital Repository: http://dx.doi.org/10.5061/dryad.3216c (Robroek et al. 2015).

References
Backéus, I. (1972) Bog vegetation re-mapped after sixty years, studies on Skagershultamossen, central Sweden. Oikos, 23, 384–393.

Bais, H.P., Weir, T.L., Perry, L.G., Gilroy, S. & Vivanco, J.M. (2006) The role of root exudates in rhizosphere interactions with plants and other organisms. Annual Review of Plant Biology, 57, 233–266.

Beleites, C. & Sergo, V. (2012) hyperSpec: a package to handle hyperspectral data sets in R. R Package Version 095.

Belyea, L.R. (1996) Separating the effects of litter quality and microenvironment on decomposition rates in a patterned peatland. Oikos, 77, 529–539.

Berendsen, R.L., Pieterse, C.M.J. & Bakker, P.A.H.M. (2012) The rhizosphere microbiome and plant health. Trends in plant science, 17, 478–486.

Bodelier, P.L.E., Meima-Franke, M., Hordijk, C.A., Steenbergh, A.K., Hefting, M.M., Bodrossy, L., Bergen, von, M. & Seifert, J. (2013) Microbial minorities modulate methane consumption through niche partitioning. The ISME Journal, 7, 2214–2228.

Börjesson, G., Sundh, I., Tunlid, A. & Svensson, B.H. (1998) Methane oxidation in landfill cover soils, as revealed by potential oxidation measurements and phospholipid fatty acid analyses. Soil Biology and Biochemistry, 30, 1423–1433.

Bragazza, L. (2006) A decade of plant species changes on a mire in the Italian Alps: vegetation-controlled or climate-driven mechanisms? Climatic Change, 77, 415–429.

Breeuwer, A., Robroek, B.J.M., Limpens, J., Heijmans, M.M.P.D., Schouten, M.G.C. & Berendse, F. (2009) Decreased summer water table depth affects peatland vegetation. Basic and Applied Ecology, 10, 330–339.

Bridgham, S.D. & Richardson, C.J. (1992) Mechanisms controlling soil respiration (CO2 and CH4) in southern peatlands. Soil Biology and Biochemistry, 24, 1089–1099.

Bridgham, S.D., Cadillo-Quiroz, H., Keller, J.K. & Zhuang, Q. (2013) Methane emissions from wetlands: biogeochemical, microbial, and modeling perspectives from local to global scales. Global Change Biology, 19, 1325–1346.

Brown, A., Mathur, S.P. & Kushner, D.J. (1989) An ombrotrophic bog as a methane reservoir. Global Biogeochemical Cycles, 3, 205–213.

Carlson, M.L., Flagstad, L.A., Gillet, F. & Mitchell, E.A.D. (2010) Community development along a proglacial chronosequence: are above-ground and below-ground community structure controlled more by biotic than abiotic factors? Journal of Ecology, 98, 1084–1095.

Chowdhury, T.R. & Dick, R.P. (2012) Standardizing methylation method during phospholipid fatty acid analysis to profile soil microbial communities. Journal of Microbiological Methods, 88, 285–291.

Chowdhury, T.R. & Dick, R.P. (2013) Ecology of aerobic methanotrophs in controlling methane fluxes from wetlands. Applied Soil Ecology, 65, 8–22.

Clymo, R.S., Turunen, J. & Tolonen, K. (1998) Carbon accumulation in peatlands. Oikos, 81, 368–388.

De Deyn, G.B., Cornelissen, J.H.C. & Bardgett, R.D. (2008) Plant functional traits and soil carbon sequestration in contrasting biomes. Ecology letters, 11, 516–531.

Denef, K., Roobroeck, D., Wadu, M.C.W.M., Lootens, P. & Boeckx, P. (2009) Microbial community composition and rhizodeposit-carbon assimilation in differently managed temperate grassland soils. Soil Biology and Biochemistry, 41, 144–153.

Dieleman, C.M., Branfireun, B.A., McLaughlin, J.W. & Lindo, Z. (2014) Climate change drives a shift in peatland ecosystem plant community: Implications for ecosystem function and stability. Global Change Biology.

Dise, N.B. (2009) Peatland response to global change. Science, 326, 810–811.

Dunfield, P.F. & Dedysh, S.N. (2014) Methylocella: a gourmand among methanotrophs. Trends in Microbiology, 22, 368–369.

Fox, J. (2006) TEACHER'S CORNER: Structural Equation Modeling With the sem Package in R. Structural Equation Modeling: A Multidisciplinary Journal, 13, 465–486.

Freitag, T.E., Toet, S., Ineson, P. & Prosser, J.I. (2010) Links between methane flux and transcriptional activities of methanogens and methane oxidizers in a blanket peat bog. FEMS Microbiology Ecology, 73, 157–165.

Fritz, C., Pancotto, V.A., Elzenga, J.T.M., Visser, E.J.W., Grootjans, A.P., Pol, A., Iturraspe, R., Roelofs, J.G.M. & Smolders, A.J.P. (2011) Zero methane emission bogs: extreme rhizosphere oxygenation by cushion plants in Patagonia. New Phytologist, 190, 398–408.

Galand, P.E., Fritze, H., Conrad, R. & Yrjälä, K. (2005) Pathways for Methanogenesis and diversity of methanogenic Archaea in three boreal peatland ecosystems. Applied and Environmental Microbiology, 71, 2195–2198.

Gorham, E. (1991) Northern peatlands: role in the carbon cycle and probable responses to climatic warming. Ecological Applications, 1, 182–195.

Grace, J.B., Adler, P.B., Harpole, W.S., Borer, E.T. & Seabloom, E.W. (2014) Causal networks clarify productivity–richness interrelations, bivariate plots do not. Functional Ecology.

Green, S.M. & Baird, A.J. (2011) A mesocosm study of the role of the sedge Eriophorum angustifolium in the efflux of methane—including that due to episodic ebullition—from peatlands. Plant and Soil, 351, 207–218.

Haichar, F.E.Z., Marol, C., Berge, O., Rangel-Castro, J.I., Prosser, J.I., Balesdent, J., Heulin, T. & Achouak, W. (2008) Plant host habitat and root exudates shape soil bacterial community structure. The ISME Journal, 2, 1221–1230.

Hodgkins, S.B., Tfaily, M.M., McCalley, C.K., Logan, T.A., Crill, P.M., Saleska, S.R., Rich, V.I. & Chanton, J.P. (2014) Changes in peat chemistry associated with permafrost thaw increase greenhouse gas production. PNAS, 111, 5819–5824.

Hütsch, B.W., Augustin, J. & Merbach, W. (2002) Plant rhizodeposition — an important source for carbon turnover in soils. Journal of Plant Nutrition and Soil Science, 165, 397.

Jaatinen, K., Fritze, H., Laine, J. & Laiho, R. (2007) Effects of short‐and long‐term water‐level drawdown on the populations and activity of aerobic decomposers in a boreal peatland. Global Change Biology, 13, 491–510.

Jassey, V.E.J., Chiapusio, G., Binet, P., Buttler, A., Laggoun-Défarge, F., Delarue, F., Bernard, N., Mitchell, E.A., Toussaint, M.-L., Francez, A.-J. & Gilbert, D. (2013) Above- and belowground linkages in Sphagnum peatland: climate warming affects plant-microbial interactions. Global Change Biology, 19, 811–823.

Kolb, S., Knief, C., Stubner, S. & Conrad, R. (2003) Quantitative detection of methanotrophs in soil by novel pmoA-targeted Real-Time PCR Assays. Applied and Environmental Microbiology, 69, 2423–2429.

Kotiaho, M., Fritze, H., Merilä, P., Tuomivirta, T., Väliranta, M., Korhola, A., Karofeld, E. & Tuittila, E.-S. (2013) Actinobacteria community structure in the peat profile of boreal bogs follows a variation in the microtopographical gradient similar to vegetation. Plant and Soil, 369, 103–114.

Kuiper, J.J., Mooij, W.M., Bragazza, L. & Robroek, B.J.M. (2014) Plant functional types define magnitude of drought response in peatland CO2 exchange. Ecology, 95, 123–131.

Lai, D.Y.F. (2009) Methane dynamics in northern peatlands: a review. Pedosphere, 19, 409–421.

Laiho, R. (2006) Decomposition in peatlands: reconciling seemingly contrasting results on the impacts of lowered water levels. Soil Biology and Biochemistry, 38, 2011–2024.

Le Mer, J. & Roger, P. (2001) Production, oxidation, emission and consumption of methane by soils: A review. European Journal of Soil Biology, 37, 25–50.

Lenhart, K., Bunge, M., Ratering, S., Neu, T.R., Schüttmann, I., Greule, M., Kammann, C., Schnell, S., Müller, C., Zorn, H. & Keppler, F. (2012) Evidence for methane production by saprotrophic fungi. Nature communications, 3, 1046.

Levy, P.E., Burden, A., Cooper, M.D., Dinsmore, K.J., Drewer, J., Evans, C., Fowler, D., Gaiawyn, J., Gray, A. & Jones, S.K. (2012) Methane emissions from soils: synthesis and analysis of a large UK data set. Global Change Biology, 18, 1657–1669.

Milcu, A., Allan, E., Roscher, C., Jenkins, T., Meyer, S.T., Flynn, D., Bessler, H., Buscot, F., Engels, C., Gubsch, M., König, S., Lipowsky, A., Loranger, J., Renker, C., Scherber, C., Schmid, B., Thébault, E., Wubet, T., Weisser, W.W., Scheu, S. & Eisenhauer, N. (2013) Functionally and phylogenetically diverse plant communities key to soil biota. Ecology, 94, 1878–1885.

Moore, T.R. & Dalva, M. (1997) Methane and carbon dioxide exchange potentials of peat soils in aerobic and anaerobic laboratory incubations. Soil Biology and Biochemistry, 29, 1157–1164.

Oksanen, J., Blanchet, F.G., Kindt, R., Legendre, P., Minchin, P.R., O'Hara, R.B., Simpson, G.L., Solymos, P., Stevens, H.H. & Wagner, H. (2013) vegan: Community Ecology Package.

Opelt, K., Berg, C., Schönmann, S., Eberl, L. & Berg, G. (2007) High specificity but contrasting biodiversity of Sphagnum-associated bacterial and plant communities in bog ecosystems independent of the geographical region. The ISME Journal, 1, 502–516.

Pengerud, A., Cécillon, L., Johnsen, L.K., Rasse, D.P. & Strand, L.T. (2013) Permafrost distribution drives soil organic matter stability in a subarctic palsa peatland. Ecosystems, 16, 934–947.

R Core Team. (2012) R: A language and environment for statistical computing. R Foundation for Statistical Computing, Vienna, Austria. ISBN 3-900051-07-0, URL http://www.R-project.org/.

Robroek, B.J.M., Wubs, E., Marti, M., Zajac, K., Pålsgaard Andersen, J., Andersson, A., Börjesson, G., Bragazza, L., Dise, N.B., Keuskamp, J., Larsson, M., Lindgren, P.-E., Mattiasson, P., Solomonsson, J., Sundberg, C., Svensson, B.H. & Verhoeven, J.T.A. (2014) Microclimatological consequences for plant and microbial composition in Sphagnum-dominated peatlands. Boreal Environment Research, 19, 195–208.
Robroek, B.J.M., Jassey, V.E.J., Kox ,M.A.R., Berendsen, R.L., Mills R.T.E., Cécillon L., Puissant J., Meima-Franke, M., Bakker, P.A.H. M. & Bodelier, P.L.E. (2015) Data from: Peatland vascular plant functional types affect methane dynamics by altering microbial community structure. Journal of Ecology doi:10.5061/dryad.3216c
Rydin, H. & Barber, K.E. (2001) Long-term and fine-scale coexistence of closely related species. Folia Geobotanica, 36, 53–61.

Saarnio, S., Alm, J., Martikainen, P.J. & Silvola, J. (1998) Effects of raised CO2 on potential CH4 production and oxidation in, and CH4 emission from, a boreal mire. Journal of Ecology, 86, 261–268.

Schmidt, M.W.I., Torn, M.S., Abiven, S., Dittmar, T., Guggenberger, G., Janssens, I.A., Kleber, M., Kögel-Knabner, I., Lehmann, J., Manning, D.A.C., Nannipieri, P., Rasse, D.P., Weiner, S. & Trumbore, S.E. (2011) Persistence of soil organic matter as an ecosystem property. Nature, 478, 49–56.

Segers, R. (1998) Methane production and methane consumption: a review of processes underlying wetland methane fluxes. Biogeochemistry, 41, 23–51.

Semrau, J.D., DiSpirito, A.A. & Vuilleumier, S. (2011) Facultative methanotrophy: false leads, true results, and suggestions for future research. FEMS Microbiology Letters, 323, 1–12.

Smith, B.C. (1998) Infrared Spectral Interpretation: a Systematic Approach. CRC Press LLC.

Steenbergh, A.K., Meima, M.M., Kamst, M. & Bodelier, P.L. (2010) Biphasic kinetics of a methanotrophic community is a combination of growth and increased activity per cell. FEMS Microbiology Ecology, 71, 12–22.

Steger, K., Jarvis, Å., Smårs, S. & Sundh, I. (2003) Comparison of signature lipid methods to determine microbial community structure in compost. Journal of Microbiological Methods, 55, 371–382.

Ström, L., Tagesson, T., Mastepanov, M. & Christensen, T.R. (2012) Presence of Eriophorum scheuchzeri enhances substrate availability and methane emission in an Arctic wetland. Soil Biology and Biochemistry, 45, 61–70.

Sundh, I., Nilsson, M. & Borga, P. (1997) Variation in microbial community structure in two boreal peatlands as determined by analysis of phospholipid fatty acid profiles. Applied and Environmental Microbiology, 63, 1476–1482.

Turetsky, M.R., Wieder, R.K., Vitt, D.H., Evans, R.J. & Scott, K.D. (2007) The disappearance of relict permafrost in boreal North America: Effects on peatland carbon storage and fluxes. Global Change Biology, 13, 1922–1934.

Vasander, H. & Kettunen, A. (2006) Carbon in boreal peatlands. Boreal Peatland Ecosystems (eds R.K. Wieder & D.H. Vitt pp. 165–194. Springer, Springer-Verlag Berlin Heidelberg.

Vorobev, A.V., Baani, M., Doronina, N.V., Brady, A.L., Liesack, W., Dunfield, P.F. & Dedysh, S.N. (2011) Methyloferula stellata gen. nov., sp. nov., an acidophilic, obligately methanotrophic bacterium that possesses only a soluble methane monooxygenase. International Journal of Systematic and Evolutionary Microbiology, 61, 2456–2463.

Ward, S.E., Ostle, N.J., Oakley, S., Quirk, H., Henrys, P.A. & Bardgett, R.D. (2013) Warming effects on greenhouse gas fluxes in peatlands are modulated by vegetation composition. Ecology letters, 16, 1285–1293.

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

Yrjälä, K., Tuomivirta, T., Juottonen, H., Putkinen, A., Lappi, K., Tuittila, E.-S., Penttilä, T., Minkkinen, K., Laine, J., Peltoniemi, K. & Fritze, H. (2011) CH4 production and oxidation processes in a boreal fen ecosystem after long‐term water table drawdown. Global Change Biology, 17, 1311–1320.

Yu, Z.C. (2012) Northern peatland carbon stocks and dynamics: a review. Biogeosciences, 9, 4071–4085.



Supporting information legends

Table S1. Results from statistical model testing. 

Table S2. Organic matter quality properties as influenced by the plant removal treatments.
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Fig S1. a) Remaining vascular plant cover after vascular plant functional type removal treatments; b) Relationship between the response in CO2 respiration rates after plant removal and the amount of removed biomass. 
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Table 1
Composition of the plant community in the Store Mosse National Park, the largest untouched peatland expanse south of Lapland, and can be considered representative for Nemoboreal peatlands.

Dominant vegetation
Lawn



Hummock

Mosses


Sphagnum cuspidatum

Sphagnum magellanicum








Sphagnum rubellum

Ericoids


Erica tetralix 


Erica tetralix



Vaccinium oxycoccus

Vaccinium oxycoccus




Andromeda polifolia

Andromeda polifolia








Empetrum nigrum








Calluna vulgaris

Graminoids

Eriophorum angustifolium

Eriophorum vaginatum




Rhynchospora alba

Table 2
Results from the redundancy analyses (RDA) testing the influence of (A; Model 1) microhabitat (MH) and the removal of ericoids (–Eric) and graminoids (–Gram), and their interactions, on the composition of the microbial PLFA community. Model 2 (B) shows RDA results after the effect of microhabitat was partialled out. Models 3 and 4 show the RDA results of the effects of plant functional type removal on the microbial PLFA communities in the lawn and hummock microhabitats, respectively. F and P-values were obtained from Monte Carlo permutations (n = 999). Variation partitioning using RDA and adjusted r 2 were applied to compare the respective effect of each individual (or interacting) factor(s). Additionally, the percentage explained by the first two RDA axes is given. **: P ≤ 0.01.




df
F
P-value
r2
RDA




(a)
Model 1 (full model)




0.57
RDA 1
 19.3**

Microhabitat (MH)
1
9.9
≤ 0.001
0.09
RDA 2
 18.3**

–Eric


1
8.0
≤ 0.001
0.07



–Gram


1
4.6
≤ 0.001
0.03



MH × –Eric

1
3.2
≤ 0.01

0.18





MH × –Gram

1
11.6
≤ 0.001
0.25



–Eric × -Gram

1
12.3
≤ 0.001
0.23

MH × –Eric × –Gram
1
5.7
≤ 0.001
0.57

Residual

30

(b)
Model 2 (Microhabitat effect partialled out)

0.44
RDA 1
 19.2**

–Eric


1
8.0
≤ 0.001
0.07
RDA 2
 17.7**

–Gram


1
4.6
≤ 0.001
0.03



MH × –Eric

1
3.2
≤ 0.01

0.18





MH × –Gram

1
11.6
≤ 0.001
0.25



–Eric × -Gram

1
12.3
≤ 0.001
0.23

MH × –Eric × –Gram
1
5.7
≤ 0.001
0.57

Residual

30


(c)



Model 3 (lawn model)




0.65
RDA 1
 30.0**

–Eric


1
9.2
≤ 0.001
0.14
RDA 2
 24.7**

–Gram


1
12.0
≤ 0.001
0.20



–Eric × –Gram
1
13.3
≤ 0.001
0.65


Residual

14


(d)



Model 4 (hummock model)



0.33
RDA 1
 22.6**

–Eric


1
2.5
≤ 0.05

0.04
RDA 2
 15.9**

–Gram


1
4.7
≤ 0.001
0.12



–Eric × –Gram
1
5.3
≤ 0.001
0.33


Residual







Figure legends
Figure 1
Ordination biplot (partial redundancy analysis, pRDA) illustrating the effect of plant functional type (PFT) removal treatments on the microbial (PLFA) communities ((a) lawn: circles; hummock: squares). pRDA ordination plots showing the effects of PFT removal on lawn (b) and hummock (c) microbial communities separately. pRDAs were performed on the Hellinger-transformed microbial PLFA community matrix, partialling out the effects of microhabitat (lawn, hummock). Biplot axis 1 and 2 (both significant; p ≤ 0.001), and ‘plot scores’ (types 2 scaling) are shown.
Figure 2
Number of pmoA gene copies (± SEM) –coding for the particulate methane monooxygenase– for the type Ia, Ib and II methanotrophic sub-groups (see materials and methods) in the peat soil from plots with different plant functional type communities; intact (Control), Ericoids removed (–Eric), Graminoids removed (–Gram), and Ericoids and Graminoids removed (–Eric | –Gram). 
Figure 3
Potential methane production (a) and oxidation (b) (± SEM) from peat soils from plots with different plant functional type communities: intact (Control), Ericoids removed (–Eric), Graminoids removed (–Gram), and Ericoids and Graminoids removed (–Eric | –Gram). 

Figure 4
Structural equation models for the effects of decreased ericoid and graminoid cover on organic matter properties, microbial community structure (including the number of gene copies coding for the particulate methane mono-oxygenase), as well their direct and indirect on potential methane production (PMP; a,b) and potential methane oxidation (PMO; c,d) in the lawn (a,c) and hummock (b,d) microhabitats (see Figure S3 for the a priori meta model). Solid arrows show significant relationships (pathways) between variables, dashed arrows indicate non-significant paths. Numbers show standardized parameter estimates (i.e., standardized regression weights). Circles (e1–e4) indicate error terms. Squared multiple correlations (R2) for the predicted/dependent factor is given on the box of the dependent variable. See Table S4 for model fits.
Supporting information - Figure legends

Figure S1
a) Vascular plant cover (± SEM) on the experimental plots after vascular plant functional type (PFT) removal (intact control plots, Ericoids removed (–Eric), Graminoids removed (–Gram), and Ericoids and Graminoids removed (–Eric | –Gram). Open bars indicate peat soils from lawns, whilst peat soils from hummocks are indicated with hatched bars. b) The relationship between removed vascular plant biomass and the response in CO2 respiration, one year after vascular PFT removal. The dashed line indicates the reference CO2 respiration rates in the control plots.
Figure S2
Amount of phospholipid fatty acids (PLFAs) (± SEM), as specified for unspecific microbes, actinobacteria, gram positive bacteria (G+) and gram negative bacteria (G–) (see materials and methods for explanation on grouping) in the peat soil from plots with different plant functional type communities; intact (Control), Ericoids removed (–Eric), Graminoids removed (–Gram), and Ericoids and Graminoids removed (–Eric | –Gram). Lawn microhabitats are illustrated in faint colours, whilst hummock microhabitats are illustrated in sharp colours.

Figure S3
Meta models for the effects of plant functional type removal (coded as ericoid and graminoid cover) on the microbial PLFA community and the soil organic substrate quality, their mutual effects on each other, and their individual effects on potential methane production (a) and potential methane oxidation (b). Numbers corresponding to the individual arrows represent the hypothesised mechanisms underlying the relationships.
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