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Abstract 19 

The ecosystem functions performed by soil microbial communities can be indirectly altered 20 

by ecological disturbances that deeply modify abiotic factors. Fire, a widespread disturbance 21 

in nature, is well known to alter soil abiotic properties but we still ignore how these shifts are 22 

translated into changes in the structure of soil microbial communities and the ecosystem 23 

functions they deliver. The phylogenetic structure of soil bacterial communities has been 24 

shown to be a good predictor of ecosystem functioning, and therefore we used it as a measure 25 

linking the temporal variation of soil abiotic properties and ecosystem functions caused by an 26 

experimental fire in a Mediterranean shrubland. Fire immediately favoured a basal 27 

phylogenetic clade containing lineages that are able to thrive with high temperatures and to 28 

take advantage of the post-fire nutrient release. Later changes in the phylogenetic structure of 29 

the community were dominated by phyla from another basal clade that show competitive 30 

superiority coinciding with high levels of oxidizable carbon in soil. The phylogenetic 31 

structure of the bacterial community significantly explained not only microbial biomass, 32 

respiration and specific enzymatic activities related to C, N and P cycles but also the 33 

community-weighted mean number of 16S rRNA gene copies, an integrative proxy of several 34 

functions. While most of the ecosystem functions recovered one year after the fire, this was 35 

not the case of the structure of bacterial community, suggesting that functionally equivalent 36 

communities might be recovering the pre-disturbance levels of ecosystem performance. 37 
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Introduction 38 

Microbial communities are an essential component of ecosystems, involved in many 39 

processes that impact the biogeochemical cycles and ecosystem productivity (Van der 40 

Heijden et al., 2008; Bardgett and van der Putten, 2014). Soil bacteria are an extraordinarily 41 

diverse group of organisms with enormous functional capabilities that are fundamental for 42 

ecosystem performance, including mineral weathering, primary production and organic 43 

matter decomposition (Van der Heijden et al. 2008; Schimel and Schaeffer, 2012; Bardgett 44 

and van der Putten, 2014). Soil abiotic factors are crucial to predict microbially-mediated 45 

ecosystem processes including nitrification, denitrification or N and C mineralization 46 

(Graham et al., 2014; López-Poma and Bautista, 2014; Graham et al., 2016), but these 47 

processes can be better predicted by incorporating measures of microbial community 48 

structure and diversity (Powell et al., 2015; Graham et al., 2016). An increasing body of 49 

evidence suggests that adding a phylogenetic component (i.e. taking into account the species 50 

evolutionary relationships) to measures of community composition and diversity improves 51 

the prediction of ecosystem functions (EF), since common evolutionary history defines 52 

shared functional abilities (Maherali and Klironomos, 2007; Cadotte et al., 2008; Srivastava 53 

et al., 2012). This statement holds true for soil bacterial communities (Gravel et al., 2012; 54 

Venail and Vives, 2013; Pérez-Valera et al., 2015), as bacterial traits that are relevant both to 55 

community assembly and EF such as optimum pH for growth or response to different organic 56 

sources are phylogenetically conserved (Goberna and Verdú, 2016; Morrissey et al., 2016). 57 

Most of these traits are genetically complex, a characteristic that has been linked to 58 

phylogenetic trait conservatism (Martiny et al., 2015). 59 

Wildfires alter the functioning of forest ecosystems through changes in their biotic and 60 

abiotic components (Certini, 2005; Hart et al., 2005; Mataix-Solera et al., 2009; Keeley et al., 61 
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2012). Fire exposes soil microbial communities to extremely high temperatures and shifts 62 

their abiotic environment, thus altering their taxonomic and phylogenetic composition (Pérez-63 

Valera et al., 2018). Fire tends to favour those lineages with heat-resistance capacities (e.g. 64 

spore-formers) and/or potential fast-growth strategies (Smith et al., 2008; Bárcenas-Moreno 65 

et al., 2011; Ferrenberg et al., 2013). Since microbial traits conferring capabilities to cope 66 

with fire such as spore formation exhibit a significant phylogenetic signal, i.e. closely related 67 

taxa tend to be more similar in their trait values (Goberna and Verdú, 2016), changes in the 68 

community may be phylogenetically structured (Pérez-Valera et al., 2017). That is to say, the 69 

probability of taxa to survive and thrive after fire are determined by their evolutionary 70 

history. From an ecological perspective, fire also alters the competitive relationships among 71 

bacterial community members by shifting the availability of soil resources, mainly organic 72 

matter, nutrients and water (Pérez-Valera et al., 2017). Such variations in the competitive 73 

interactions can shift the dominance of main lineages, ultimately conditioning the overall 74 

microbial productivity (Knelman and Nemergut, 2014; Pérez-Valera et al., 2015). Indeed, 75 

fire-induced shifts in the communities of soil microbes change microbial biomass, total 76 

activity and the rates at which organic compounds are decomposed and hydrolysed 77 

(Hernández et al., 1997; Choromanska and DeLuca, 2002; Fontúrbel et al., 2012; Goberna et 78 

al., 2012). Recent evidence suggests that changes in ecosystem functions rapidly occur in the 79 

earliest stages of the secondary succession, in line with changes in soil properties, 80 

emphasizing the need of studies focused on the post-fire dynamics on the scale of months to 81 

years (Knelman et al., 2017).  82 

Incipient evidence exists that the phylogenetic composition of soil bacterial communities in 83 

Mediterranean shrublands is resilient to fire (Pérez-Valera et al., 2018), but the effects of 84 

post-fire community assembly on ecosystem performance have not been explored. By 85 

assembling bacterial communities through immigration experiments, Tan et al. (2012) 86 
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showed that the initial phylogenetic relatedness among lineages determines the final 87 

composition of assembled communities. In these experimental communities, phylogenetic 88 

diversity was systematically related to ecosystem functioning, but the assembly history 89 

determined EF depending on the identity of community members (Tan et al., 2012). For 90 

instance, the assembly history of Staphylococcus communities determined both bacterial 91 

productivity and decomposition, while that of Bacillus communities influenced only 92 

productivity. These enticing experiments suggest that surveying the relationship between 93 

microbial diversity and EF should incorporate phylogenetically-informed metrics that take 94 

taxon identity into account. This is the case of the measures of phylogenetic community 95 

structure, such as that proposed by Pillar and Duarte (2010), which is able to identify the 96 

lineages and the phylogenetic nodes associated with environmental gradients (Duarte et al., 97 

2016) and predict microbially-driven EF (Pérez-Valera et al., 2015). In addition, by showing 98 

the differential response of bacterial productivity and decomposition to community 99 

composition, the experiments by Tan et al. (2012) encourage using a battery of microbial 100 

indicators of ecosystem functioning. Community-level EF indicators that have been 101 

traditionally used include microbial biomass, activity, carbon use efficiency (i.e. organic 102 

carbon transformed into microbial biomass), as well as the rates of organic matter 103 

decomposition and enzymatic hydrolysis of carbon, phosphorous and nitrogen-containing 104 

organic compounds (Zak et al., 2003; Maestre et al., 2012; Goberna et al., 2012; Navarro-105 

Cano et al., 2014). Recent studies have shown that the rRNA operon copy number in bacterial 106 

genomes might predict traits related to EF, since the copy number seems to be associated 107 

with potential microbial growth and sporulation efficiency and negatively related to carbon 108 

use efficiency and protein yield (Lauro et al., 2009; Yano et al., 2013; Nemergut et al., 2016; 109 

Roller et al., 2016). Indeed, Nemergut et al. (2016) found a generalizable pattern of 110 

successional changes in the average rRNA operon copy number calculated at the community 111 
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level across a variety of systems, including post-fire ecosystems. In addition, they also 112 

suggested that the copy number trait might scale over multiple levels of biological 113 

organization (i.e. from cells to communities) (Nemergut et al., 2016). Therefore, it could be 114 

expected that the immediate burst of nutrients caused by fire (Certini, 2005) leads to the 115 

dominance of bacteria adapted to high resource availability showing high rRNA operon copy 116 

numbers, but low carbon use efficiency and reduced rates of enzymatic activity.  117 

We speculated that the post-fire succession of the phylogenetic composition of soil bacterial 118 

communities would drive the ecosystem functions related to microbial productivity, 119 

decomposition and nutrient cycling. To test this hypothesis, the phylogenetic structure of soil 120 

bacterial communities was analysed, and several microbial indicators of ecosystem 121 

functioning measured immediately before and during one year after an experimental fire in a 122 

Mediterranean ecosystem. In addition, it was tested whether i) soil abiotic properties that are 123 

altered by fire drive the recovery of the phylogenetic structure of soil bacterial communities, 124 

and ii) the phylogenetically structured shifts in the soil bacterial communities determine the 125 

post-fire recovery of indicators of microbial biomass, growth rate, carbon use efficiency, 126 

organic matter decomposition, as well as three enzymatic activities related to carbon, 127 

phosphorous and nitrogen cycling.  128 

 129 

Material and Methods 130 

Experimental design 131 

This study was carried out in a Mediterranean ecosystem that was exposed to an experimental 132 

fire in April 2009. Temperature during the fire was measured using thermocouples and 133 

reached on average 611 ºC (with a range between 423 and 719 ºC, n = 3) at 50 cm over the 134 
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soil surface, 338 ºC (17 - 670 ºC, n = 9) on the soil surface and 106 ºC (39 - 279 ºC, n = 8) at 135 

2 cm deep. The vegetation, a dense shrubland dominated by Rosmarinus officinalis L., was 136 

immediately burned out. Fire severity was low, as soil organic matter remained unaltered 137 

after 1 day (see below) (Keeley 2009). Plant cover recovered to ca. 10% four months after the 138 

fire, a level that remained constant during the study period. Soils were Humic Leptosols 139 

(FAO–ISRIC–IUSS 2006), mean annual rainfall 446 mm and temperature 13.7 ºC. Further 140 

details about the site, experimental fire and sampling can be found in Goberna et al. (2012). 141 

Briefly, surface soil samples (0-2 cm) were collected from ten 1 × 1 m plots located from one 142 

to three m apart from each other within a 150 m2 area. A single soil sample (ca. 300 g) was 143 

taken per plot and sampling point, thus making a total of seventy samples (10 plots × 7 time 144 

points) that were collected immediately prior to fire and 1 day, 1 week, 1 month, 4.5 months, 145 

9 and 12 months after the fire. Pre-fire samples were considered as the unburned control to 146 

minimize the environmental and spatial heterogeneity that results from sampling an adjacent 147 

unburned area. Variations with time in the climatic conditions throughout the experiment 148 

were accounted for in the statistical analyses (see below). Samples were transported to the 149 

laboratory on ice, sieved (2 mm) and stored at 4 ºC. Several physical and chemical variables 150 

were analysed using standard procedures, as in Goberna et al. (2012).  151 

DNA extraction and sequencing 152 

A thorough description of DNA extraction, purification and pyrosequencing procedures is 153 

given in Pérez-Valera et al. (2017). Briefly, DNA from soil samples was extracted within the 154 

first 24 h after sampling from ca. 0.25 g of soil with the PowerSoil DNA isolation kit (MO 155 

BIO Laboratories, Carlsbad, California). After quality check of DNA fragments by 156 

electrophoresis in 1% agarose gels run in 0.5 × Tris–acetate–EDTA buffer, 16S rRNA genes 157 

were PCR amplified using the universal bacterial primers 8F (5’-158 
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AGAGTTTGATCCTGGCTCAG-3’; Turner et al., 1999) and 534R (5’-159 

ATTACCGCGGCTGCTGGC-3’; Muyzer et al., 1993). Each sample included a 454-160 

sequencing adaptor (5’-CCATCTCATCCCTGCGTGTCTCCGACTCAG-3’) and a barcode 161 

in its 5’-end selected from Hamady et al. (2008). Amplicons were purified and sequenced 162 

using the Roche 454 GS-FLX platform. Raw DNA sequences were processed in order to 163 

remove short (<200 bp) and low-quality sequences, including those with ambiguous base 164 

calls or with homopolymers (>6 bp). Chimeric and singleton sequences were excluded from 165 

the analysis. A total of 3,474 operational taxonomic units (OTUs) were obtained after 166 

grouping sequences at the 97 % sequence similarity level. The relative abundance of OTUs 167 

was then calculated as the ratio between absolute reads per OTU and the total number of 168 

sequences per sample. As 16S rRNA gene copies range from 1 to 15 in different bacterial 169 

OTUs, it is necessary to control for such variation to accurately estimate the relative 170 

abundance of different OTUs (Kembel et al., 2012). The number of 16S rRNA gene copies 171 

for each OTU was estimated using ancestral state reconstruction methods following Kembel 172 

et al. (2012) and used it to correct the relative abundance of each OTU in the subsequent 173 

analyses. This correction was not used to calculate community-weighted means of rRNA 174 

operon copy numbers to avoid circularity (see details below).  175 

Phylogeny reconstruction and phylogenetic community structure 176 

Sequences representative of each OTU were PyNAST-aligned, manually checked, and the 177 

hypervariable regions removed (Pérez-Valera et al., 2017). To deal with the uncertainty 178 

produced by reconstructing phylogenies from short DNA sequences, i) the topology of the 179 

basal nodes was constrained according to the OTU taxonomy and the SILVA database 180 

(Release 108, (Quast et al., 2013)) and ii) three phylogenetic trees were constructed using the 181 

maximum likelihood algorithm in RAxML 7.3 (Stamatakis, 2006). All trees were calibrated 182 
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so as branch lengths represent chronological time (in million years) by using the function 183 

chronos in APE 4.0 (Paradis et al., 2004) for R (R Core Team 2017). Such a function uses a 184 

penalized likelihood approach to estimate the divergence times through a “correlated” model, 185 

which allocates similar diversification rates to closely-related tips. Phylogenetic trees were 186 

calibrated by using eight dated nodes at the phylum-level (Table S1) according to Sheridan et 187 

al. (2003) and Marin et al. (2017).  188 

The phylogenetic structure of soil bacterial communities was estimated through the 189 

phylogenetic fuzzy-weighted method originally described by Pillar and Duarte (2010). Unlike 190 

other phylogenetic community structure metrics (i.e., Unifrac, Net Relatedness Index), fuzzy 191 

weighting is not blind to the identity of each taxon and then it can discern communities with 192 

similar levels of phylogenetic clustering but composed by different lineages (Pillar and 193 

Duarte, 2010). This procedure calculates an OTU × plot matrix (matrix P) that describes the 194 

phylogenetic composition of the community by taking into account the abundance and the 195 

pairwise phylogenetic relatedness of each OTU with every other OTU in the community.  196 

The less diverse the phylogenetic neighbourhood of an OTU in a sample, the higher its score 197 

in matrix P. Therefore, taxa with the highest scores in matrix P will be those coexisting with 198 

closely-related and high relative abundant neighbours. Second, the method reduces the 199 

dimensionality of matrix P through principal coordinate analysis (PCoA) using Bray Curtis 200 

dissimilarity matrices and extracts the loadings of each taxon (i.e. OTU) to the principal 201 

coordinates of phylogenetic structure (PCPS). We separately calculated the contribution of 202 

each lineage to the first (PCPS1) and second (PCPS2) axes of the PCoA by averaging the 203 

OTU loadings in each axis per phylum. While PCPS1 accounts for differences at the basal 204 

nodes of the phylogeny, PCPS2 and all subsequent axes tend to catch shallower phylogenetic 205 

levels in the tree (Duarte et al., 2012, 2016). Then, by using only two PCPS axes we are 206 

capturing phylogenetic composition at a broad taxonomic scale, which is the relevant scale 207 
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for evolutionarily conserved functions (Martiny et al., 2015; Goberna and Verdú, 2018). Both 208 

matrix P and PCoA calculations were run with the PCPS package for R (Debastiani and 209 

Duarte, 2014).  210 

Microbial indicators of ecosystem functioning 211 

Five soil biochemical or physiological variables acting as indicators of ecosystem functions 212 

(sensu Hooper et al., 2005), were measured as in Goberna et al. (2012). Microbial biomass C 213 

(MBC) was quantified by the fumigation-extraction procedure as a surrogate of total soil 214 

microbial biomass. Basal respiration was measured during a 28 d aerobic incubation 215 

experiment at 28 ºC in darkness as an indicator of the activity of decomposers in mineralizing 216 

organic C into CO2. Enzymatic activities related to C (β-glucosidase), P (alkaline 217 

phosphatase) and N (urease) cycling were determined colorimetrically and used as indicators 218 

of specific microbial activities. Two indices, the microbial quotient (microbial biomass C per 219 

unit organic C) and the metabolic quotient (qCO2, respired C per unit microbial biomass) 220 

were respectively calculated as indicators of C use efficiency and C conservation efficiency 221 

(Anderson and Domsch, 1990; Wardle and Ghani, 1995). Finally, we estimated the 222 

community-weighted mean of the rRNA operon copy numbers as an integrative proxy of 223 

several ecosystem functions (potential microbial growth, sporulation efficiency and carbon 224 

use efficiency; Lauro et al., 2009; Yano et al., 2013; Fierer et al., 2014; Nemergut et al., 225 

2016; Roller et al., 2016). The community-weighted mean 16S rRNA copy number was 226 

calculated following the formula by Garnier et al. (2004) as follows: 227 

𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶𝐶 − 𝑤𝑤𝑤𝑤𝐶𝐶𝑤𝑤ℎ𝐶𝐶𝑤𝑤𝑡𝑡 𝐶𝐶𝑤𝑤𝑚𝑚𝐶𝐶 = �𝑃𝑃𝐶𝐶 ×
𝑆𝑆

𝑖𝑖=1

𝐶𝐶𝑡𝑡𝑚𝑚𝐶𝐶𝐶𝐶𝑖𝑖 
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where S is taxon richness, Pi is the relative abundance of each taxon i, and trait i is the trait 228 

value of species i. In our case, the trait value is the number of 16S rRNA copies per bacterial 229 

OTU reconstructed based on phylogenetic methods (Kembel et al., 2012). 230 

The full dataset used here corresponds to soil physical, chemical, biochemical and 231 

pyrosequencing data from 10 plots before and during one year after the fire. Some data have 232 

been already published as follows. Goberna et al. (2012) used soil abiotic variables to explain 233 

the short-term (1 week) shifts in the genetic profiles of fungi, bacteria and archaea. Pérez-234 

Valera et al. (2015) used all data corresponding to the pre-fire plots to analyse the power of 235 

several metrics of diversity as predictors of ecosystem functions. Finally, Pérez-Valera et al. 236 

(2017) used network analysis to interpret the mechanisms of community assembly in the 237 

post-fire scenario. Here, all the variables are explored together throughout the study period 238 

seeking for the immediate changes and recovery trends of ecosystem functions mediated by 239 

the phylogenetic structure of the soil bacterial communities. 240 

Statistical analyses 241 

The OTU composition and geographic distance matrices across plots in the pre-fire samples 242 

were correlated through Mantel tests in the ADE4 package for R (Mantel, 1967; Dray and 243 

Dufour, 2007), finding no spatial autocorrelation in the bacterial community composition (see 244 

Pérez-Valera et al. (2015) for further details).  245 

The post-fire succession of the soil bacterial phylogenetic community structure was evaluated 246 

by testing the effect of time since fire on the two principal coordinates of phylogenetic 247 

structure (PCPS) using Bayesian generalized linear models (GLMs). Plot was included as a 248 

random factor in all GLMs to take into account the potential temporal autocorrelation 249 

resulting from the repeated sampling of plots after fire. Since the sampling covered time 250 
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points varied in the climatic conditions, the effect of the air temperature and precipitation on 251 

PCPS1 and PCPS2 was tested in two separate Bayesian GLMs (data on the climatic 252 

conditions are given in Pérez-Valera et al. (2017)). The residuals of the initial ‘climatic’ 253 

model were then used as the dependent variable in a second Bayesian GLM in which time 254 

since fire was used as a continuous independent variable. In this second model, the effect of 255 

time since fire (taken as a continuous variable) was tested independently on the residuals of 256 

PCPS1 and PCPS2. The square of time since fire in the model was also used to test for 257 

quadratic relationships. In all Bayesian GLMs, the uncertainty of phylogenetic 258 

reconstructions was accounted for by running three GLMs, each one using a PCPS calculated 259 

from an independent tree, and integrated over the posterior samples by drawing 1,000 random 260 

samples across models in the MCMCglmm package in R (Hadfield 2010). Default priors 261 

were used, with 130,000 MCMC iterations, a burnin period of 30,000 iterations and a 262 

thinning of 100. 263 

We tested whether taxa abundance, PCPS and microbial EF indicators in post-fire 264 

communities differed significantly from pre-fire values by fitting GLMs with taxa 265 

abundances, PCPS or EF indicators as dependent variables and time since fire as a categorical 266 

independent factor. In this case, the variations with time in the climatic conditions were also 267 

taken into account as above.  268 

We then tested whether changes in soil abiotic properties determine the phylogenetic 269 

structure of bacterial communities using PCPS1 or PCPS2 as the dependent variable and the 270 

soil abiotic factors as independent variables in a single GLM. Finally, the effect of the 271 

phylogenetic community structure (PCPS1 and PCPS2) on each EF microbial indicator was 272 

evaluated. Time since fire was included as a random factor in all models and variation with 273 

time in climatic variables was accounted for as above.  274 
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 275 

Results 276 

We have previously described how fire altered the soil abiotic factors and the relative 277 

abundance of main phyla (Pérez-Valera et al., 2015, 2017). Briefly, fire triggered an 278 

immediate (1 day) pulse in inorganic forms of N (i.e. NO3
--N and NH4

+-N) and electrical 279 

conductivity (EC) (Fig. S1). In addition, fire significantly decreased soil humidity after 1 280 

week, while 1 month was needed to detect increased total organic C (TOC) and decreased pH 281 

values (Fig. S1). Changes in NO3
--N and NH4

+-N reverted to pre-fire levels after several 282 

months while TOC, humidity, pH or EC did not recover during the study period (Fig. S1). 283 

Changes in main bacterial phyla included the immediate increase in the relative abundance of 284 

Firmicutes after fire, mainly due to the genus Bacillus (Fig. S2), recovering their pre-fire 285 

levels after 4.5 months. On the contrary, Proteobacteria was initially reduced, due to the 286 

decline in Alphaproteobacteria, but surpassed its pre-fire values after 1 month caused by a 287 

peak of a root-colonizing genus (i.e. Massilia) belonging to the Betaproteobacteria (Fig. S2). 288 

A delayed response was detected in the relative abundance of Bacteroidetes and 289 

Actinobacteria, which respectively showed increased and reduced levels one month and one 290 

year after fire compared with pre-disturbance levels.  291 

In this study, the phylogenetic composition of the bacterial communities was described 292 

through matrix P, in which each OTU has a value per sample that depends on the dominance 293 

and distance of the phylogenetic neighbourhood. An average matrix P value per phyla is 294 

shown before and after the experimental fire, together with the phylogenetic relationships 295 

among phyla in Figs. 1A and 1B. Under pre-fire conditions, OTUs belonging to 296 

Actinobacteria, Proteobacteria and the phylogenetic clade containing Nitrospirae and 297 

Acidobacteria showed high matrix P values on average, indicating that OTUs within each 298 
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clade tend to coexist with close relatives (Fig. 1B). Conversely, Thermi and Cyanobacteria 299 

exhibited low matrix P values, suggesting that OTUs within these lineages share their 300 

neighbourhood with more distantly related bacteria. Fire altered matrix P values distinctly 301 

depending on the lineage (Fig. 1B). The clade including Proteobacteria and Bacteroidetes 302 

had lower matrix P values 1 day after fire and progressively higher values towards the end of 303 

the study period, whereas the opposite tendency was detected for the clade containing 304 

Actinobacteria, Firmicutes, Thermi and Cyanobacteria.  305 

Variations in matrix P values with fire translated into shifts in the two principal coordinates 306 

of phylogenetic structure (PCPS). According to the taxon loadings on PCPS1, this axis 307 

segregated two clades at the deepest phylogenetic level (Fig. 2). One of these basal clades, 308 

including Actinobacteria, Firmicutes, Thermi and Cyanobacteria (Fig. 1A), contributed to the 309 

negative pole of PCPS1 (Fig. 2). The second clade, including Proteobacteria, Bacteroidetes, 310 

Planctomycetes and Deferribacteres (Fig.  1A), had positive loadings on PCPS1 (Fig. 2). 311 

PCPS1, which explained 26% of the total variance, was linearly correlated with time since 312 

fire (post-mean estimate [95% credible interval] = 4×10-4 [3×10-4, 6×10-4]) after accounting 313 

for climatic oscillations (Fig. 3A). PCPS1 scores 1 day after fire were significantly lower than 314 

pre-fire scores and reached significantly higher values 1 year later. PCPS2 (14% of total 315 

variance) was also significantly correlated with time since fire, once the climatic variations 316 

were considered, following a quadratic model (post-mean estimate of time = 4×10-4 [-1×10-4, 317 

9×10-4]; time^2= -1×10-6 [-3×10-6, -9×10-8]) (Fig.  3B). This quadratic relationship indicates 318 

that microbial communities related to PCPS2 recovered after fire as follows: PCPS2 scores 319 

were significantly higher than pre-fire scores 1 month after fire, and then recovered pre-fire 320 

levels (Fig.  3B). Proteobacteria had the highest loadings on PCPS2 (Fig. 2). 321 
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Fire-induced shifts in the phylogenetic structure of soil bacterial communities were 322 

determined by changes in main soil abiotic properties (Fig. 4). Specifically, the levels of 323 

NH4
+-N and pyrophosphate extractable C (i.e. a measure of the total amount of oxidizable C) 324 

were the main predictors of PCPS1, whereas EC significantly explained PCPS2 (Fig. 4, Table 325 

1). In turn, the phylogenetic community structure of soil bacteria determined microbial EF 326 

indicators. PCPS1 correlated negatively with the community-weighted mean 16S rRNA copy 327 

number and positively with respiration and qCO2 (Fig. 4, Table 2). PCPS2 significantly 328 

explained MBC, the microbial quotient and enzymatic activities related to C, P and N cycling 329 

(Fig. 4, Table 2). 330 

Fire produced both immediate and mid-term effects on microbial EF indicators once changes 331 

explained by climatic variations were accounted for (Fig. 5). Fire increased the levels of basal 332 

respiration, community-weighted mean 16S rRNA copy numbers or phosphatase activity 333 

after 1 day and that of microbial biomass C (MBC), microbial quotient and β-glucosidase 334 

after 1 week, whereas it did not alter the metabolic quotient (qCO2) and decreased urease 335 

activity. Most of the initial peaks were reverted 1 month after fire, some variables such as the 336 

microbial quotient and phosphatase activity significantly decreasing even below pre-fire 337 

levels. While fire-driven changes in MBC, community-weighted mean 16S rRNA copy 338 

number and enzymatic activities recovered pre-fire values within the first year, the shifts in 339 

basal respiration and microbial quotient were long-lasting (Fig. 5).  340 

 341 

Discussion 342 

Our results show that fire, by modifying soil abiotic properties, shifted the phylogenetic 343 

structure of bacterial communities and modified ecosystem functions related to microbial 344 
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productivity, decomposition and nutrient cycling. Fire distinctly affected the two principal 345 

components (PCPS) that describe the phylogeny-weighted bacterial OTU composition. While 346 

PCPS1 scores increased in a linear fashion during post-fire succession, those of PCPS2 347 

followed a hump-shaped curve and recovered pre-fire levels. Scores of either PCPS 348 

responded to different soil abiotic parameters and eventually determined specific ecosystem 349 

functions. Although the bacterial phylogenetic community structure did not completely 350 

recover within the first year, most ecosystem functions returned to pre-disturbance levels. 351 

Fire and the phylogenetic structure of soil bacterial communities 352 

Fire instantly altered the phylogenetic structure of soil bacterial communities. As soon as one 353 

day after fire, significantly lower PCPS1 scores were detected, a pattern that was driven by 354 

the response of organisms within the same basal clade in the bacterial phylogenetic tree. 355 

Many bacteria in these lineages are able to cope with high temperatures, either by producing 356 

resistance structures such as endospores (Firmicutes), spores (Actinobacteria) and akinetes 357 

(Cyanobacteria) or because of their thick cell walls (Thermi) (Dworkin, 2006). Indeed, 358 

several studies have found increases in these groups after fire, particularly in Firmicutes and 359 

Actinobacteria, as consequence of their resistance to heat (e.g. Ferrenberg et al., 2013; 360 

Prendergast-Miller et al., 2017), but maybe also because of the ability of Actinobacteria to 361 

colonize the post-fire environment (Isobe et al., 2009). Our results suggest that the immediate 362 

response to fire of organisms belonging to this basal clade was most likely promoted by high 363 

temperatures, which stimulate spore germination (Dworkin, 2006) and the ephemeral pulse in 364 

ammonium nitrogen, a direct product of combustion (Certini, 2005). Indeed, we found that 365 

ammonium nitrogen correlated with PCPS1, suggesting that heat-resistant microbes thriving 366 

immediately after fire might have taken advantage of the burst in mineral nitrogen (Smith et 367 

al., 2008; Bárcenas-Moreno et al., 2011). Those bacterial lineages that could harbour heat-368 
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resistant organisms showed not only different dominance in the community (ranging from < 1 369 

% to 25 % of the total abundance for Thermi and Actinobacteria, respectively) but also a 370 

different response in terms of abundance after fire (Pérez-Valera et al., 2017). However, the 371 

response of their phylogenetic neighbourhood to fire was similar, that is, they tended to 372 

coexist with closer relatives immediately after fire. This observation suggests that fire acts as 373 

an environmental filter that promotes the heat-resistance traits shared by these evolutionarily 374 

related organisms. For example, closely related OTUs belonging to Bacillus and 375 

Paenibacillus (Firmicutes) followed a similar abundance pattern after fire (r = 0.5, P < 376 

0.001), probably because of a shared phylogenetically conserved sporulation trait (Goberna 377 

and Verdú, 2016). The fact that such heat-resistance syndrome was captured by PCPS1, a 378 

metric that accounts for differences at the most basal phylogenetic nodes, is consistent with 379 

those traits being deeply conserved in the phylogeny (Goberna and Verdú, 2016).  380 

The first component of the phylogenetic structure of soil bacterial communities changed 381 

permanently during the study period. Our results suggest that such a shift was driven by 382 

organisms that belong to the second basal clade in the bacterial phylogeny, such as 383 

Proteobacteria and Bacteroidetes. These lineages include organisms that respond to the 384 

availability of organic carbon in soils (Fierer et al., 2007). In addition, members of 385 

Betaproteobacteria such as Burkholderiales, Alphaproteobacteria such as Sphingomonadales 386 

and Gammaproteobacteria such as Alteromonadales have been shown to exhibit a delayed 387 

response to abrupt environmental changes and competitively displace rapid responding 388 

(stress-tolerant) bacteria in laboratory experiments (Placella et al., 2012; Jurburg et al., 2017). 389 

The dominance of Proteobacteria and Bacteroidetes in response to fire were not alike. 390 

However, their neighbourhood shifted similarly during post-fire recovery, as they all bore 391 

higher phylogenetic resemblance to neighbouring OTUs towards the end of the study period. 392 

This pattern underlay the significant increase in PCPS1 scores one year after fire and is 393 
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therefore responsible for the fact that PCPS1 did not recover pre-fire levels. This trend was 394 

linked to the total levels of oxidizable carbon in soil, which were positively correlated with 395 

PCPS1. This observation agrees with the notion that numerous taxa within Proteobacteria, 396 

mainly those belonging to Burkholderiales and Rhodocyclales (Betaproteobacteria), and 397 

Enterobacteriales and Pseudomonadales (Gammaproteobacteria), respond to organic carbon 398 

producing changes in the community that are phylogenetically structured (Goldfarb et al., 399 

2011; Goberna et al., 2014; Morrissey et al., 2016). Proteobacteria were also key 400 

determinants of the second component of phylogenetic structure (PCPS2), to which this taxon 401 

contributed with the highest loadings. The post-fire succession of PCPS2 scores, peaking 402 

from 1 to 4.5 months after fire and then returning to pre-disturbance values specifically 403 

resembles that of the root-colonizing Massilia, a dominant genus within Betaproteobacteria 404 

in our study (Pérez-Valera et al., 2017). The promotion of these organisms was likely 405 

supported by the temporary increase in the availability of inorganic ions in the soil solution, 406 

which is common after fire (Certini, 2005), as PCPS2 scores were significantly explained by 407 

the electrical conductivity. The shifts detected in the phylogenetic structure of soil bacterial 408 

communities were the outcome of changes in the dominance of OTUs at basal and shallower 409 

clades. These changes in OTU abundance at different clade depths have been shown to 410 

impact ecosystem function (Goberna and Verdú, 2018).  411 

Fire and microbial ecosystem functions 412 

Fire initially increased soil microbial biomass, C use efficiency and mineralization rates, as 413 

well as some enzymatic activities related to C and P cycling. However, in the short term fire 414 

hampered the hydrolysis of organic N compounds, most likely due to product (ammonium N) 415 

inhibition of urease activity (Hoare and Laidler, 1950). Contrarily to wildfires that 416 

significantly reduce microbial biomass and activity (Hernández et al., 1997; Jiménez-Esquilín 417 
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et al., 2008), prescribed or experimental fires, with their lower severity and shorter duration, 418 

have been shown to induce light shifts (even increases) in microbial activity, biomass and 419 

nutrient cycling activities (González-Pérez et al., 2004; Fontúrbel et al., 2012; Fultz et al., 420 

2016; Muñoz-Rojas et al., 2016). Indeed, the increase one day after fire in the phosphatase 421 

activity is consistent with previous studies that suggest that increased N, such as those 422 

occurring after fire, stimulates phosphatase activity (Margalef et al., 2017). In addition, the 423 

post-fire increase in nitrate along with organic C could also favour microbial biomass 424 

(Andersson et al., 2004), as we detected after fire. Altogether, the short duration of the 425 

experimental fire along with the buffered temperatures with soil depth and resource 426 

availability support the higher activity and biomass we detected after the fire in the short-427 

term.  428 

An immediate increase in the community-weighted mean rRNA copy numbers was also 429 

detected, indicating that fire favoured microbial lineages with an elevated number of copies 430 

of the 16S rRNA gene. Our results therefore support the observation that bacterial 431 

communities during the first stages of succession feature high rRNA operon copy numbers, 432 

as has been previously detected both in experimental and natural, including post-fire, 433 

communities (Shrestha et al., 2007; Nemergut et al., 2016). Multiple rRNA operons have 434 

been suggested to be a discriminative genomic feature of the copiotrophic strategy (Lauro et 435 

al., 2009) that determines cell growth and sporulation efficiency (Yano et al., 2013). Thus, in 436 

the first stages of succession, bearing an elevated 16S rRNA copy number is thought to 437 

provide a selective advantage by increasing the ability to rapidly respond to nutrient inputs 438 

and/or to form spores (Nemergut et al., 2016). We could specifically attribute the increase in 439 

the number of rRNA operons to the initial rise of Firmicutes (Fig. S3), basically within the 440 

class Bacilli (Pérez-Valera et al., 2017). This peak lasted for the first month after fire, when 441 

the community weighted mean rRNA copy number was still abnormally high, but C use 442 
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efficiency, and the rates of C, P and N cycling had significantly dropped to (or below) pre-443 

disturbance levels. These patterns fit well with the idea that organisms with high numbers of 444 

the rRNA operon can exhibit high reproductive rates but low levels of C use efficiency and 445 

protein yield (Roller et al., 2016).  446 

Most microbial EF indicators returned to pre-fire levels during the study period, specifically 447 

those related to microbial biomass, community-weighted mean rRNA operon copy number, 448 

and the rates of C, N and P cycling. Therefore, the recovery of most microbially-driven 449 

ecosystem functions was faster than that of the phylogenetic community structure. This opens 450 

the possibility that bacterial communities were not fully recovered but replaced to a certain 451 

extent by another functionally equivalent community. Although functional redundancy has 452 

been suggested to operate in experimental bacterial communities (Bell et al., 2005), this is 453 

currently difficult to test in natural communities based on our still low knowledge on the 454 

contribution of specific microbial groups to ecosystem processes (Allison and Martiny, 455 

2008). Alternatively, taxa in the post-fire scenario could be taxonomically and functionally 456 

different to those prior to disturbance but result in the same process rates measured at the 457 

community level (Allison and Martiny, 2008). In addition, a certain degree of functional 458 

dissimilarity between pre- and post-fire communities was detected, as not all microbial EF 459 

indicators recovered original levels throughout the study period. Microbial respiration and 460 

carbon use efficiency pointed to faster rates of organic carbon mineralization into carbon 461 

dioxide and a reduced conversion into microbial biomass one year after fire. Higher 462 

respiration rates correlate well with the delayed promotion of Betaproteobacteria and 463 

Bacteroidetes, whose relative abundance significantly explains C mineralization rates in soils 464 

(Fierer et al., 2007).  465 
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In conclusion, fire altered main ecosystem functions related to microbial productivity, 466 

decomposition and nutrient cycling through changes in the phylogenetic composition of soil 467 

bacterial communities. Microbial EF indicators showed dissimilar post-fire trajectories 468 

depending on the relative abundance of particular phylogenetic lineages. This observation 469 

emphasizes the importance of incorporating evolutionary information to understand how 470 

ecological disturbances may alter the relationship between biodiversity and ecosystem 471 

functioning. 472 

 473 

Acknowledgements 474 

Financial support was provided by the Spanish Ministry of Science and Innovation (R+D 475 

Project CGL2011-29585-C02-01), the Ministry of Economy and Competitiveness 476 

(CGL2014-58333-P; CGL2017-89751-R) and the Generalitat Valenciana (SEJI/2017/030). 477 

Experimental burning was organised within the GRACCIE research net (CONSOLIDER-478 

Ingenio program, Ministry of Science and Innovation, Spain). We thank the organisers, in 479 

particular Jaime Baeza, for kindly inviting us to participate in the experimental burning. EPV 480 

acknowledges support by the FPI Programme (BES-2012-062331) and MG by the Ramón y 481 

Cajal Programme of the Spanish Ministry of Economy and Competitiveness.  482 

Supplementary data 483 

DNA sequences were deposited (Pérez-Valera et al., 2015, 2017) in the European Nucleotide 484 

Archive (http://www.ebi.ac.uk/ena/data/view/PRJEB6166 and 485 

http://www.ebi.ac.uk/ena/data/view/PRJEB9090). 486 

 487 

http://www.ebi.ac.uk/ena/data/view/PRJEB6166
http://www.ebi.ac.uk/ena/data/view/PRJEB9090


22 
 

References 488 

Allison, S.D., Martiny, J.B.H., 2008. Resistance, resilience, and redundancy in microbial 489 

communities. Proceedings of the National Academy of Sciences of the United States of 490 

America 105, 11512–11519.  491 

Anderson, T.H., Domsch, K.H., 1990. Application of eco-physiological quotients (qCO2 and 492 

qD) on microbial biomasses from soils of different cropping histories. Soil Biology and 493 

Biochemistry 22, 251–255.  494 

Andersson, M., Michelsen, A., Jensen, M., Kjøller, A., 2004. Tropical savannah woodland: 495 

Effects of experimental fire on soil microorganisms and soil emissions of carbon 496 

dioxide. Soil Biology and Biochemistry 36, 849–858. 497 

Bárcenas-Moreno, G., García-Orenes, F., Mataix-Solera, J., Mataix-Beneyto, J., Bååth, E., 498 

2011. Soil microbial recolonisation after a fire in a Mediterranean forest. Biology and 499 

Fertility of Soils 47, 261–272.  500 

Bardgett, R.D., van der Putten, W.H., 2014. Belowground biodiversity and ecosystem 501 

functioning. Nature 515, 505–511.  502 

Bell, T., Newman, J.A., Silverman, B.W., Turner, S.L., Lilley, A.K., 2005. The contribution 503 

of species richness and composition to bacterial services. Nature 436, 1157–1160.  504 

Cadotte, M.W., Cardinale, B.J., Oakley, T.H., 2008. Evolutionary history and the effect of 505 

biodiversity on plant productivity. Proceedings of the National Academy of Sciences of 506 

the United States of America 105, 17012–17017.  507 

Certini, G., 2005. Effects of fire on properties of forest soils: a review. Oecologia 143, 1–10.  508 

Choromanska, U., DeLuca, T.H., 2002. Microbial activity and nitrogen mineralization in 509 

forest mineral soils following heating: Evaluation of post-fire effects. Soil Biology and 510 

Biochemistry 34, 263–271.  511 

Debastiani, V.J., Duarte, L.D.S., 2014. PCPS - an R-package for exploring phylogenetic 512 

eigenvectors across metacommunities. Frontiers of Biogeography 6, 144–148.  513 

Dray, S., and Dufour, A.B., 2007. The ade4 package: implementing the duality diagram for 514 

ecologists. Journal of Statistical Software, 22, 1–20.  515 

Duarte, L.D.S., Debastiani, V.J., Freitas, A.V.L., Pillar, V.D., Peres-Neto, P., 2016. 516 

Dissecting phylogenetic fuzzy weighting: theory and application in metacommunity 517 

phylogenetics. Methods in Ecology and Evolution 7, 937–946.  518 



23 
 

Duarte, L.D.S., Prieto, P. V., Pillar, V.D., 2012. Assessing spatial and environmental drivers 519 

of phylogenetic structure in Brazilian Araucaria forests. Ecography 35, 952–960.  520 

Dworkin, M., 2006. Prokaryotic life cycles, in: Dworkin, M., Falkow, S., Rosenberg, E., 521 

Schleifer, K.H., Stackebrandt, E. (Eds.), The Prokaryotes. A Handbook on the Biology 522 

of Bacteria. Ecophysiological and Biochemical Aspects, Vol 2. Springer, New York, pp. 523 

140–160. 524 

FAO–ISRIC–IUSS, 2006. World reference base for soil resources 2006, FAO. ed, World Soil 525 

Resources Reports. Rome.  526 

Ferrenberg, S., O’Neill, S.P., Knelman, J.E., Todd, B., Duggan, S., Bradley, D., Robinson, T., 527 

Schmidt, S.K., Townsend, A.R., Williams, M.W., Cleveland, C.C., Melbourne, B.A, 528 

Jiang, L., Nemergut, D.R., 2013. Changes in assembly processes in soil bacterial 529 

communities following a wildfire disturbance. The ISME Journal 7, 1102–1111.  530 

Fierer, N., Barberán, A., Laughlin, D.C., 2014. Seeing the forest for the genes: Using 531 

metagenomics to infer the aggregated traits of microbial communities. Frontiers in 532 

Microbiology 5, 1–6. 533 

Fierer, N., Bradford, M.A., Jackson, R.B., 2007. Toward an ecological classification of soil 534 

bacteria. Ecology 88, 1354–1364.  535 

Fontúrbel, M.T., Barreiro, A., Vega, J.A., Martín, A., Jiménez, E., Carballas, T., Fernández, 536 

C., Díaz-Raviña, M., 2012. Effects of an experimental fire and post-fire stabilization 537 

treatments on soil microbial communities. Geoderma 191, 51–60.  538 

Fultz, L.M., Moore-Kucera, J., Dathe, J., Davinic, M., Perry, G., Wester, D., Schwilk, D.W., 539 

Rideout-Hanzak, S., 2016. Forest wildfire and grassland prescribed fire effects on soil 540 

biogeochemical processes and microbial communities: Two case studies in the semi-arid 541 

Southwest. Applied Soil Ecology 99, 118–128.  542 

Garnier, E., Cortez, J., Billès, G., Navas, M.-L., Roumet, C., Debussche, M., Laurent, G., 543 

Blanchard, A., Aubry, D., Bellmann, A., Neill, C., Toussaint, J.-P., 2004. Plant 544 

functional markers capture ecosystem properties during secondary succession. Ecology 545 

85, 2630–2637.  546 

Goberna, M., García, C., Insam, H., Hernández, M.T., Verdú, M., 2012. Burning fire-prone 547 

Mediterranean shrublands: immediate changes in soil microbial community structure 548 

and ecosystem functions. Microbial Ecology 64, 242–255.  549 



24 
 

Goberna, M., García, C., Verdú, M., 2014. A role for biotic filtering in driving phylogenetic 550 

clustering in soil bacterial communities. Global Ecology and Biogeography 23, 1346–551 

1355. 552 

Goberna, M., Verdú, M., 2016. Predicting microbial traits with phylogenies. The ISME 553 

Journal 10, 959–967.  554 

Goberna, M., Verdú, M., 2018. Phylogenetic-scale disparities in the soil microbial diversity-555 

ecosystem functioning relationship. The ISME Journal DOI 10.1038/s41396-018-556 

0162-5. 557 

Goldfarb, K.C., Karaoz, U., Hanson, C.A., Santee, C.A., Bradford, M.A., Treseder, K.K., 558 

Wallenstein, M.D., Brodie, E.L., 2011. Differential growth responses of soil bacterial 559 

taxa to carbon substrates of varying chemical recalcitrance. Frontiers in Microbiology 2, 560 

1–10.  561 

González-Pérez, J.A., González-Vila, F.J., Almendros, G., Knicker, H., 2004. The effect of 562 

fire on soil organic matter - a review. Environment International 30, 855–870.  563 

Graham, E.B., Knelman, J.E., Schindlbacher, A., Siciliano, S., Breulmann, M., Yannarell, A., 564 

Beman, J.M., Abell, G., Philippot, L., Prosser, J., Foulquier, A., Yuste, J.C., Glanville, 565 

H.C., Jones, D.L., Angel, R., Salminen, J., Newton, R.J., Bürgmann, H., Ingram, L.J., 566 

Hamer, U., Siljanen, H.M.P., Peltoniemi, K., Potthast, K., Bañeras, L., Hartmann, M., 567 

Banerjee, S., Yu, R.Q., Nogaro, G., Richter, A., Koranda, M., Castle, S.C., Goberna, M., 568 

Song, B., Chatterjee, A., Nunes, O.C., Lopes, A.R., Cao, Y., Kaisermann, A., Hallin, S., 569 

Strickland, M.S., Garcia-Pausas, J., Barba, J., Kang, H., Isobe, K., Papaspyrou, S., 570 

Pastorelli, R., Lagomarsino, A., Lindström, E.S., Basiliko, N., Nemergut, D.R., 2016. 571 

Microbes as engines of ecosystem function: When does community structure enhance 572 

predictions of ecosystem processes? Frontiers in Microbiology 7, 1-10.  573 

Graham, E.B., Wieder, W.R., Leff, J.W., Weintraub, S.R., Townsend, A.R., Cleveland, C.C., 574 

Philippot, L., Nemergut, D.R., 2014. Do we need to understand microbial communities 575 

to predict ecosystem function? A comparison of statistical models of nitrogen cycling 576 

processes. Soil Biology and Biochemistry 68, 279–282.  577 

Gravel, D., Bell, T., Barbera, C., Combe, M., Pommier, T., Mouquet, N., 2012. Phylogenetic 578 

constraints on ecosystem functioning. Nature Communications 3, 1117.  579 

Hadfield, J.D., 2010. MCMC methods for multi-response generalized linear mixed models: 580 



25 
 

the MCMCglmm R package. Journal of Statistical Software 33, 1–22. 581 

Hamady, M., Walker, J.J., Harris, J.K., Gold, N.J., Knight, R., 2008. Error-correcting 582 

barcoded primers for pyrosequencing hundreds of samples in multiplex. Nature Methods 583 

5, 235–237.  584 

Hart, S.C., DeLuca, T.H., Newman, G.S., MacKenzie, M.D., Boyle, S.I., 2005. Post-fire 585 

vegetative dynamics as drivers of microbial community structure and function in forest 586 

soils. Forest Ecology and Management 220, 166–184.  587 

Hernández, T., García, C., Reinhardt, I., 1997. Short-term effect of wildfire on the chemical, 588 

biochemical and microbiological properties of Mediterranean pine forest soils. Biology 589 

and Fertility of Soils 25, 109–116.  590 

Hoare, J.P., Laidler, K.J., 1950. The molecular kinetics of the urea-urease system. II. The 591 

inhibition by products. Journal of the American Chemical Society 72, 2487–2489.  592 

Hooper, D.U., Chapin, F.S., Ewel, J.J., Hector, A., Inchausti, P., Lavorel, S., Lawton, J.H., 593 

Lodge, D.M., Loreau, M., Naeem, S., Schmid, B., Setälä, H., Symstad, A.J., 594 

Vandermeer, J., Wardle, D.A., 2005. Effects of biodiversity on ecosystem functioning: 595 

A consensus of current knowledge. Ecological Monographs 75, 3–35.  596 

Isobe, K., Otsuka, S., Sudiana, I., Nurkanto, A., Senoo, K., 2009. Community composition of 597 

soil bacteria nearly a decade after a fire in a tropical rainforest in East Kalimantan, 598 

Indonesia. The Journal of General and Applied Microbiology 55, 329–337. 599 

Jiménez-Esquilín, A.E., Stromberger, M.E., Shepperd, W.D., 2008. Soil scarification and 600 

wildfire interactions and effects on microbial communities and carbon. Soil Science 601 

Society of America Journal 72, 111–118.  602 

Jurburg, S.D., Nunes, I., Brejnrod, A., Jacquiod, S., Priemé, A., Sørensen, S.J., Van Elsas, 603 

J.D., Salles, J.F., 2017. Legacy effects on the recovery of soil bacterial communities 604 

from extreme temperature perturbation. Frontiers in Microbiology 8, 1–13. 605 

Keeley, J.E., 2009. Fire intensity, fire severity and burn severity: A brief review and 606 

suggested usage. International Journal of Wildland Fire 18, 116–126. 607 

Keeley, J.E., Bond, W.J., Bradstock, R.A., Pausas, J.G., Rundel, P.W., 2012. Fire in 608 

Mediterranean ecosystems: ecology, evolution and management. Cambridge University 609 

Press. 610 

Kembel, S.W., Wu, M., Eisen, J.A., Green, J.L., 2012. Incorporating 16S gene copy number 611 



26 
 

information improves estimates of microbial diversity and abundance. PLoS 612 

Computational Biology 8, e1002743.  613 

Knelman, J.E., Graham, E.B., Ferrenberg, S., Lecoeuvre, A., Labrado, A., Darcy, J.L., 614 

Nemergut, D.R., Schmidt, S.K., 2017. Rapid shifts in soil nutrients and decomposition 615 

enzyme activity in early succession following forest fire. Forests 8, 347. 616 

Knelman, J.E., Nemergut, D.R., 2014. Changes in community assembly may shift the 617 

relationship between biodiversity and ecosystem function. Frontiers in Microbiology 5, 618 

1–4.  619 

Lauro, F.M., McDougald, D., Thomas, T., Williams, T.J., Egan, S., Rice, S., DeMaere, M.Z., 620 

Ting, L., Ertan, H., Johnson, J., Ferriera, S., Lapidus, A., Anderson, I., Kyrpides, N., 621 

Munk, A.C., Detter, C., Han, C.S., Brown, M. V, Robb, F.T., Kjelleberg, S., 622 

Cavicchioli, R., 2009. The genomic basis of trophic strategy in marine bacteria. 623 

Proceedings of the National Academy of Sciences of the United States of America 106, 624 

15527–15533.  625 

López-Poma, R., Bautista, S., 2014. Plant regeneration functional groups modulate the 626 

response to fire of soil enzyme activities in a Mediterranean shrubland. Soil Biology and 627 

Biochemistry 79, 5–13.  628 

Maestre, F.T., Quero, J.L., Gotelli, N.J., Escudero, A., Ochoa, V., Delgado-Baquerizo, M., 629 

García-Gómez, M., 2012. Plant species richness and ecosystem multifunctionality in 630 

global drylands. Science 335, 214–218. 631 

Maherali, H., Klironomos, J.N., 2007. Influence of phylogeny on fungal community 632 

assembly and ecosystem functioning. Science 316, 1746–1748.  633 

Mantel, N., 1967. The detection of disease clustering and a generalized regression approach. 634 
Cancer Research, 27, 209–220.  635 

Marin, J., Battistuzzi, F.U., Brown, A.C., Hedges, S.B., 2017. The timetree of prokaryotes: 636 

new insights into their evolution and speciation. Molecular Biology and Evolution 34, 637 

437–446.  638 

Martiny, J.B.H., Jones, S.E., Lennon, J.T., Martiny, A.C., 2015. Microbiomes in light of 639 

traits: A phylogenetic perspective. Science 350, aac9323.  640 

Mataix-Solera, J., Guerrero, C., García-Orenes, F., Bárcenas, G.M., Pilar Torres, M., 2009. 641 

Forest fire effects on soil microbiology, in: Cerdá, A., Robichaud, P.R. (Eds.), Fire 642 



27 
 

Effects on Soils and Restoration Strategies. Science Publishers, Enfield (NH), pp. 133–643 

176.  644 

Morrissey, E.M., Mau, R.L., Schwartz, E., Caporaso, J.G., Dijkstra, P., van Gestel, N., Koch, 645 

B.J., Liu, C.M., Hayer, M., McHugh, T.A., Marks, J.C., Price, L.B., Hungate, B.A., 646 

2016. Phylogenetic organization of bacterial activity. The ISME Journal 10, 2336–2340.  647 

Muñoz-Rojas, M., Erickson, T.E., Martini, D., Dixon, K.W., Merritt, D.J., 2016. Soil 648 

physicochemical and microbiological indicators of short, medium and long term post-649 

fire recovery in semi-arid ecosystems. Ecological Indicators 63, 14–22.  650 

Muyzer, G., de Waal, E.C., Uitterlinden, A.G., 1993. Profiling of complex microbial 651 

populations by denaturing gradient gel electrophoresis analysis of polymerase chain 652 

reaction-amplified genes coding for 16S rRNA. Applied and Environmental 653 

Microbiology 59, 695–700. 654 

Navarro-Cano, J.A., Goberna, M., Valiente-Banuet, A., Montesinos-Navarro, A., García, C., 655 

Verdú, M., 2014. Plant phylodiversity enhances soil microbial productivity in 656 

facilitation-driven communities. Oecologia 174, 909–920.  657 

Nemergut, D.R., Knelman, J.E., Ferrenberg, S., Bilinski, T., Melbourne, B., Jiang, L., Violle, 658 

C., Darcy, J.L., Prest, T., Schmidt, S.K., Townsend, A.R., 2016. Decreases in average 659 

bacterial community rRNA operon copy number during succession. The ISME Journal 660 

10, 1147–1156.  661 

Paradis, E., Claude, J., Strimmer, K., 2004. APE: Analyses of phylogenetics and evolution in 662 

R language. Bioinformatics 20, 289–290.  663 

Pérez-Valera, E., Goberna, M., Faust, K., Raes, J., García, C., Verdú, M., 2017. Fire modifies 664 

the phylogenetic structure of soil bacterial co-occurrence networks. Environmental 665 

Microbiology 19, 317–327.  666 

Pérez-Valera, E., Goberna, M., Verdú, M., 2015. Phylogenetic structure of soil bacterial 667 

communities predicts ecosystem functioning. FEMS Microbiology Ecology 91, fiv031. 668 

Pérez-Valera, E., Verdú, M., Navarro-Cano, J.A., Goberna, M., 2018. Resilience to fire of 669 

phylogenetic diversity across biological domains. Molecular Ecology 27, 2896–2908  670 

Pillar, V.D., Duarte, L.D.S., 2010. A framework for metacommunity analysis of phylogenetic 671 

structure. Ecology Letters 13, 587–596.  672 

Placella, S.A., Brodie, E.L., Firestone, M.K., 2012. Rainfall-induced carbon dioxide pulses 673 



28 
 

result from sequential resuscitation of phylogenetically clustered microbial groups. 674 

Proceedings of the National Academy of Sciences of the United States of America 109, 675 

10931–10936.  676 

Powell, J.R., Welsh, A., Hallin, S., Allison, S.D., 2015. Microbial functional diversity 677 

enhances predictive models linking environmental parameters to ecosystem properties. 678 

Ecology 96, 1985–1993. 679 

Prendergast-Miller, M.T., de Menezes, A.B., Macdonald, L.M., Toscas, P., Bissett, A., Baker, 680 

G., Farrell, M., Richardson, A.E., Wark, T., Thrall, P.H., 2017. Wildfire impact: Natural 681 

experiment reveals differential short-term changes in soil microbial communities. Soil 682 

Biology and Biochemistry 109, 1–13.  683 

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., Peplies, J., Glockner, 684 

F.O., 2013. The SILVA ribosomal RNA gene database project: improved data 685 

processing and web-based tools. Nucleic Acids Research 41, D590–D596.  686 

R Core Team, 2017. R: A Language and Environment for Statistical Computing. 687 

Roller, B.R.K., Stoddard, S.F., Schmidt, T.M., 2016. Exploiting rRNA operon copy number 688 

to investigate bacterial reproductive strategies. Nature Microbiology 1, 16160.  689 

Schimel, J.P., Schaeffer, S.M., 2012. Microbial control over carbon cycling in soil. Frontiers 690 

in Microbiology 3, 1–11.  691 

Sheridan, P.P., Freeman, K.H., Brenchley, J.E., 2003. Estimated minimal divergence times of 692 

the major bacterial and archaeal phyla. Geomicrobiology Journal 20, 1–14. 693 

Shrestha, P.M., Noll, M., Liesack, W., 2007. Phylogenetic identity, growth-response time and 694 

rRNA operon copy number of soil bacteria indicate different stages of community 695 

succession. Environmental Microbiology 9, 2464–2474.  696 

Smith, N.R., Kishchuk, B., Mohn, W.W., 2008. Effects of wildfire and harvest disturbances 697 

on forest soil bacterial communities. Applied and Environmental Microbiology 74, 216–698 

224.  699 

Srivastava, D.S., Cadotte, M.W., MacDonald, A.A.M., Marushia, R.G., Mirotchnick, N., 700 

2012. Phylogenetic diversity and the functioning of ecosystems. Ecology Letters 15, 701 

637–648.  702 

Stamatakis, A., 2006. RAxML-VI-HPC: maximum likelihood-based phylogenetic analyses 703 

with thousands of taxa and mixed models. Bioinformatics 22, 2688–2690.  704 



29 
 

Tan, J., Pu, Z., Ryberg, W.A., Jiang, L., 2012. Species phylogenetic relatedness, priority 705 

effects, and ecosystem functioning. Ecology 93, 1164–1172.  706 

Turner, S., Pryer, K.M., Miao, V.P.W., Palmer, J.D., 1999. Investigating deep phylogenetic 707 

relationships among cyanobacteria and plastids by small subunit rRNA sequence 708 

analysis. Journal of Eukaryotic Microbiology 46, 327–338.  709 

Van der Heijden, M.G.A., Bardgett, R.D., van Straalen, N.M., 2008. The unseen majority: 710 

soil microbes as drivers of plant diversity and productivity in terrestrial ecosystems. 711 

Ecology Letters 11, 296–310.  712 

Venail, P.A., Vives, M.J., 2013. Phylogenetic distance and species richness interactively 713 

affect the productivity of bacterial communities. Ecology 94, 2529–2536.  714 

Wardle, D.A., Ghani, A., 1995. A critique of the microbial metabolic quotient (qCO2) as a 715 

bioindicator of disturbance and ecosystem development. Soil Biology and Biochemistry 716 

27, 1601–1610.  717 

Yano, K., Wada, T., Suzuki, S., Tagami, K., Matsumoto, T., Shiwa, Y., Ishige, T., 718 

Kawaguchi, Y., Masuda, K., Akanuma, G., Nanamiya, H., Niki, H., Yoshikawa, H., 719 

Kawamura, F., 2013. Multiple rRNA operons are essential for efficient cell growth and 720 

sporulation as well as outgrowth in Bacillus subtilis. Microbiology 159, 2225–2236.  721 

Zak, D.R., Holmes, W.E., White, D.C., Peacock, A.D., Tilman, D., 2003. Plant diversity, soil 722 

microbial communities, and ecosystem function: are there any links? Ecology 84, 2042–723 

2050. 724 



30 
 

Figure captions 725 

Fig. 1. A) Phylogenetic relationships and B) scores per sampling time of main bacterial phyla 726 

in matrix P. Matrix P scores are obtained after averaging OTU values per phylum and sample 727 

and indicate the contribution of each taxa to the phylogenetic composition of the community. 728 

Taxa with elevated scores in matrix P are those coexisting in the community with closely-729 

related and high-abundance OTUs.  Bars indicate SE. 730 

Fig. 2. Ordination biplot of the two first principal coordinates of phylogenetic structure 731 

(PCPS) of bacterial communities before and after an experimental fire. Taxon names indicate 732 

loading factors of bacterial phyla on PCPSs. Open circles represent average PCPS scores per 733 

time point. 734 

Fig. 3. Succession of the phylogenetic structure of soil bacterial communities before and after 735 

an experimental fire considering A) PCPS1 and B) PCPS2. Experimental fire was performed 736 

at Time 0. Solid lines indicate linear (PCPS1) and quadratic (PCPS2) regressions as a 737 

function of time since fire. Bars indicate SE for n = 10. Asterisks indicate significant 738 

differences between each time point and the pre-fire level after accounting for the variations 739 

with time in climatic conditions. 740 

Fig. 4. Schematic depiction of the fire-induced shifts on ecosystem functions driven by 741 

changes in the soil abiotic environment that ultimately modify the phylogenetic structure of 742 

soil bacterial communities. Positive and negative significant relationships are respectively 743 

shown in black and grey. Post-mean estimates and credible intervals (95%) are given in 744 

Tables 1 and 2. 745 

Fig. 5. Post-fire succession of microbial parameters indicative of biomass, potential growth 746 

rate, organic matter decomposition, carbon use efficiency, and C, N and P cycling. Asterisks 747 
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indicate significant differences between each time point and the pre-fire level after 748 

accounting for the variations with time in climatic conditions.749 
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Table 1. Bayesian post-mean estimates and their expected 95% credible intervals for the 750 
effect of soil abiotic properties on the phylogenetic structure of bacterial communities. 751 
Significant values are shown in bold type. 752 

 PCPS1 PCPS2 
Total organic C (g kg-1) 3.1×10-3 [-9.2×10-3, 1.4×10-2] 2.9×10-3 [-5.0×10-3, 1.1×10-2] 
Total N (%) -2.4×10-2 [-3.4×10-1, 3.0×10-1] 1.2×10-1 [-7.8×10-2, 3.2×10-1] 
pH 4.2×10-2 [-1.4×10-1, 2.5×10-1] 4.6×10-2 [-7.6×10-2, 1.8×10-1] 
Gravimetric humidity (%) -4.0×10-3 [-1.5×10-2, 7.7×10-3] 3.1×10-3 [-2.2×10-3, 7.8×10-3] 
NO3

--N (mg kg-1) -7.6×10-4 [-1.5×10-3, 2.9×10-5] -2.1×10-4 [-7.8×10-4, 3.7×10-4] 
NH4

+-N (mg kg-1) -8.4×10-3 [-1.5×10-2, -2.3×10-3] -8.2×10-4 [-4.7×10-3, 3.7×10-3] 
Pyrophosphate oxidizable C (g kg-1) 1.0×10-5 [1.2×10-6, 1.9×10-5] -4.1×10-6 [-1.1×10-5, 9.2×10-7] 
Electrical conductivity (μS cm-1) -1.8×10-4 [-8.1×10-4, 1.6×10-4] 6.5×10-4 [3.0×10-4, 9.8×10-4] 

 753 
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Table 2. Bayesian post-mean estimates and their expected 95% credible intervals for the 754 
effect of bacterial phylogenetic structure (PCPS1 and PCPS2) on ecosystem function 755 
indicators. Significant values are given in bold type. 756 

 PCPS1 PCPS2 
Microbial biomass C (mg C kg-1) 109 [-263, 464] 894 [290, 1488] 
Microbial quotient (%) -0.1 [-0.8, 0.5] 1.1 [0.1, 2.1] 
16S rRNA copy number (weighted mean) -0.9 [-1.7, -0.1] 1.3 [-0.1, 2.4] 
qCO2 (μg C-CO2 mg-1 MBC h-1) 3.2 [1.0, 6.1] -0.5 [-3.9, 3.3] 
Basal respiration (mg C-CO2 kg-1 d-1) 24.5 [3.8, 45.0] 34.3 [-1.3, 64.0] 
β-glucosidase activity (μmol PNP g-1 h-1) 1.3 [-1.0, 3.5] 7.4 [4.1, 10.9] 
Phosphatase activity (μmol PNP g-1 h-1) 9.2 [-4.1, 19.5] 36.1 [18.5, 55.6] 
Urease activity (mg N-NH4

+ g-1 h-1) 0.1 [-0.4, 0.7] -0.8 [-1.8, -0.01] 
 757 
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