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Abstract 18 

Microbial substrate use efficiency is an important property in process-based soil organic matter models, but is often 19 

assumed to be constant in mechanistic models. However, previous studies question if a constant efficiency is 20 

appropriate, in particular when evaluating carbon (C) cycling across temperatures and various substrates. In the 21 

present study, we evaluated the relation between substrate use efficiency, microbial community composition and 22 

substrate complexity in contrasting long-term management regimes (47-49 years of either arable, ley farming, 23 

grassland or forest systems). Microbial community composition was assessed by phospholipid fatty acid analysis 24 

and three indices of substrate use efficiencies were considered: (i) thermodynamic efficiency, (ii) calorespirometric 25 

ratio and (iii) metabolic quotient. Three substrates D-glucose, L-alanine or glycogen, varying in complexity, were 26 

added separately to soils, and heat production as well as C mineralization were determined over a 32-hours 27 

incubation period at 12.5 °C. Microbial communities from forest systems were most efficient in utilizing substrates, 28 

supporting our hypothesis that maturing ecosystems become more efficient. These changes in efficiency were linked 29 

to microbial community composition with fungi and Gram-negative bacteria being important biomarkers. Despite 30 

our initial hypothesis, complex substrate such as glycogen was utilized most efficiently. Our findings emphasize that 31 

differences in land use management systems as well as the composition of soil organic matter need to be considered 32 

when modelling C dynamics in soils. Further research is required to establish and evaluate appropriate proxies for 33 

substrate use efficiencies in various ecosystems. 34 
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Introduction 41 

Soil microorganisms are key players in governing the terrestrial carbon (C) cycle (Schimel and Schaeffer 2012). But 42 

due to the complexity of soils, they are often not specifically incorporated into simplistic process-based models used 43 

to predict soil organic matter decomposition. For example, the Century-model (Parton et al. 1987), RothC model 44 

(Coleman and Jenkinson 2014) or Q-model (Ågren and Bosatta 1987) treat the microbial compartment system as a 45 

‘black box’. During microbial decomposition, organic C is partitioned between respiratory energy production and 46 

substrate assimilated into microbial biomass and stabilized in soil organic matter. This partitioning is often referred 47 

to as substrate use efficiency or C use efficiency, and it is an important microbial physiological feature in 48 

determining the fate of C during organic matter decomposition in soils. This property is often assumed to be 49 

constant in process-based models, but research indicates that substrate use efficiency is (i) temperature dependent 50 

(Devêvre and Horwáth 2000; Steinweg et al. 2008; Wetterstedt and Ågren 2011; Frey et al. 2013; Tucker et al. 51 

2013) and (ii) varies among C substrates (Frey et al. 2013). Recent model frameworks emphasize that changes in 52 

microbial physiology i.e. varying substrate use efficiency have (i) significant impacts on global soil C stocks 53 

(Allison et al. 2010; Frey et al. 2013; Wieder et al. 2013) and (ii) their incorporation may improve future climate 54 

change model projections (Allison et al. 2010; Wieder et al. 2013). The underlying process mechanisms of substrate 55 

use efficiency are still unclear, but differences in efficiencies have been reported to reflect microbial community 56 

composition (Harris et al. 2012; Herrmann et al. 2014; Creamer et al. 2015). 57 

Recent research suggests that differences in substrate use efficiencies may be linked to the relative 58 

abundance of fungi and Gram-negative bacteria in an arable ecosystem (Harris et al. 2012; Herrmann et al. 2014) or 59 

a forest ecosystem (Creamer et al. 2015). These studies emphasize that microbial community composition may play 60 

a significant role in determining substrate use efficiencies within one land use management system. Yet, little is 61 

known if and how substrate use efficiencies vary across different land use management systems. Theoretical 62 

frameworks suggest that maturing ecosystems along a successional gradient become more complex in terms of their 63 

food web and biodiversity, and they increase their efficiency in utilizing resources (Odum 1969; Addiscott 1995). 64 

Arable soils are annually disturbed through ploughing and/or other tillage practices whereas grassland ecosystems 65 

are less frequently disturbed and forest ecosystems are the end point of a successional gradient. Thus, these land use 66 

management systems can be considered as systems representing certain stages within a successional gradient 67 
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following disturbance. Microbial community composition changes along this gradient. In comparison to arable and 68 

grassland ecosystems, forest ecosystems contain relatively more fungi than bacteria (Bossio et al. 2005; Cookson et 69 

al. 2007; Drenovsky et al. 2010), and it is often assumed that soil fungi have higher substrate use efficiencies than 70 

soil bacteria (Holland and Coleman 1987; Herrmann et al. 2014). Hence, we would expect that microbial 71 

communities residing in forest would have higher substrate use efficiency in comparison with communities residing 72 

in arable systems. 73 

Besides differences in substrate use efficiencies, soil fungi (e.g. wood decomposing fungi) have the ability 74 

to decompose complex soil organic matter through the production of extracellular enzymes (Bödeker et al. 2009; 75 

2014). The thermodynamic argument suggests that reactions metabolizing structurally complex, aromatic 76 

components have higher activation energies than reactions metabolizing structurally simpler, more labile 77 

components (Bosatta and Ågren 1999). Thus, utilization of complex substrates requires higher initial energy costs 78 

reducing net energy gain (Bradford 2013). Furthermore, metabolic pathways during decomposition are dependent on 79 

the nature of the utilized substrate and show varying respiration rates leading to variable substrate use efficiencies 80 

(Gommers et al. 1988; Manzoni et al. 2012). Simple carbohydrates such as glucose are primarily used when 81 

evaluating microbial substrate use efficiency (e.g. Dijkstra et al. 2011; Tucker et al. 2013; Blagodatskaya et al. 82 

2014). However, soil organic matter consists of heterogeneous organic material with inherent chemical energy 83 

stored below-ground which is exchanged within the soil system. Recent research has shown that the use of various 84 

substrates resulted in varying efficiencies (Frey et al. 2013) emphasizing the importance to evaluate several 85 

substrates when assessing microbial substrate use efficiencies. 86 

Substrate induced respiration in combination with incorporation of C into the microbial biomass is often 87 

used to evaluate substrate use efficiency (e.g. Behera and Wagner 1974; Blagodatskaya et al. 2014). Recently, 88 

microbial energetics approaches such as thermodynamic efficiency of microbial communities (Harris et al. 2012) 89 

and calorespirometric ratio (Barros et al. 2010) have been tested for exploring microbial substrate use efficiencies in 90 

soil systems. Isothermal calorimetry is used to determine these indices and its main advantage is that it quantifies all 91 

metabolic processes not only those accounted for by CO2 respiration measurements. Thus, it provides 92 

complementary information to the CO2 respiratory approach (Herrmann et al. 2014). Thermodynamic efficiency is a 93 

dimensionless index of substrate use efficiency and high values of this index indicate that microbial metabolism is 94 
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efficient (Harris et al. 2012). The calorespirometric ratio is metabolic heat released in relation to CO2 production 95 

(i.e. J mol-1 CO2 or mJ µg CO2-C). If the same organic material is undergoing decomposition, changes in 96 

calorespirometric ratios indicate differences in substrate use efficiencies with decreasing ratios indicating an 97 

increase in efficiencies (Hansen et al. 2004). Both indices are independent of the amount of microbial biomass 98 

residing in soils. Previously, Anderson and Domsch (1986, 1990, 2010) used the ratio of respiration to microbial 99 

biomass (i.e. µg CO2-C µg-1 biomass-C), i.e. the microbial metabolic quotient, as an index for substrate use 100 

efficiency of microbial communities. This quotient has been previously criticized (Wardle and Ghani 1995; 101 

Nannipieri et al. 2003) and should be therefore used with care. However, the microbial biomass is an important soil 102 

property when using the metabolic quotient for assessment of substrate use efficiency. So far, these three indices 103 

have not been used in the same study and it is not known if they would lead to similar conclusions. 104 

The aim of the present study was to test the hypotheses that (i) substrate use efficiency increases with 105 

maturing ecosystems along a successional gradient, (ii) the increase in efficiency is due to changes in microbial 106 

community composition, and (iii) chemically complex substrates result in a decrease in efficiency in comparison 107 

with labile organic material. Furthermore, we evaluated various substrate use efficiency indices using linear 108 

regression analysis. 109 

Material and Methods 110 

Soils 111 

In August 2012, we sampled soils from the agricultural long-term field experiment in Röbäcksdalen (63°48’N, 112 

20°14’E) and the forest long-term nutrient fertilization experiment at Flakaliden (64°07’N, 19°27’E). Both research 113 

sites are closely located to the city of Umeå, Northern Sweden, and exposed to a boreal climate. Mean annual 114 

temperature in the area is 2.3 °C; ranging from -8.7 °C in February to 14.4 °C in July (Coucheney et al. 2013). The 115 

field experiment in Röbäcksdalen was established in 1965 on an Eutric Cambisol (FAO) (Bergkvist and Öborn 116 

2011), and we selected three land use management systems: (i) barley annually (arable land), (ii) barley for one year 117 

followed by a two-year period with green fallow (ley farming) and (iii) barley for one year followed by a five-year 118 

period with green fallow (grassland) (Bergkvist and Öborn 2011). At the time of soil sampling, the ley farming and 119 

grassland management systems were in their second and fifth year of green fallow, respectively. Samples were taken 120 
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from a depth of 0 – 10 cm in the A horizon. The Flakaliden long-term field experiment was established in 1986 on a 121 

forest stand with Norway spruce (Picea abies) which was planted in 1963 on a Haplic Podzol (FAO) (Linder 1995). 122 

We sampled the control treatment from a depth of 2 – 10 cm representing the E horizon. The control treatment 123 

received no nutrient addition but soils were irrigated with water in order to avoid biases due to water stress. For each 124 

land use management system, we sampled soils from three field replicates, taking 25 to 30 subsamples per replicate 125 

which were thoroughly mixed and combined to one sample per replicate. Soils were sieved to 2 mm, plant material 126 

removed and soils were then adjusted to 50 % of their water holding capacity. Samples were stored frozen until 127 

further use. Additional soil data are given in Table 1. 128 

Incubation experiment 129 

Soils were pre-incubated for 14 days at 12.5 °C to allow the microbial respiration flush from fresh organic matter 130 

released due to sampling and freezing procedure to subside (Herrmann and Witter 2002). This temperature 131 

corresponded to the mean air temperatures at the long-term field experimental sites during the vegetation period 132 

(May-September). After the pre-incubation period, soils were then divided into three sets of subsamples for 133 

determination of heat production, C mineralization and evaluation of the soil microbial biomass. 134 

The first set was used for calorimetric measurements. For each soil management system, four aliquots of 135 

soil (5 g soil dry weight) were placed into 20 ml glass reaction vessels and each vessel was sealed with an admix 136 

ampule set up consisting of two 1 mL syringes (Fig. 1). Each admix ampule contained either a solution of D-137 

glucose, L-alanine, glycogen or double deionized water as control. The substrates were selected as they are all water 138 

soluble. D-glucose and L-alanine were chosen as representatives for simple substrates, with L-alanine being 139 

additionally a nitrogen source, whereas glycogen was chosen as a representative for complex substrates (Henrissat et 140 

al. 2002). Prior to the start of the experiment, we tested soluble starch but this substrate precipitated shortly after 141 

dissolution and was thus not applicable for the experiment. Therefore, glycogen was used as a complex substrate as 142 

it is water soluble, has a similar structure to starch and is used as a storage compound by soil microorganisms 143 

(Dijkstra et al. 2015). The samples where then introduced into a TAM Air isothermal calorimeter (TA Instruments, 144 

USA) with the thermostat set to 12.5 °C. The calorimeter was then sealed and the samples were allowed to 145 

equilibrate for 18 to 19 h. After equilibration (at time 0 h), substrate solutions (75 µl g-1 soil) were added drop-wise 146 

providing 500 µg C g-1 soil. All substrate solution additions increased the water content of the samples to 65 % of 147 
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their water holding capacity. Heat production rates were measured continuously over 32 h after substrate addition. 148 

The syringes were thoroughly cleaned with ethanol and repeatedly rinsed with deionized water after each use. At the 149 

end of the incubation period, samples were freeze-dried for subsequent determination of residual substrate in soil 150 

solution as described below. Initial substrate in soil solution was determined at the start of the incubation i.e. at time 151 

0 h, on separate aliquots of soils that were amended with C substrates and immediately freeze-dried. 152 

The second set of four aliquots (20 g soil dry weight) was amended with 500 µg C g-1 soil of D-glucose, L-153 

alanine or glycogen solution or double deionized water as control. Samples were placed into 0.5 l airtight glass 154 

containers and incubated for 32 hours at 12.5 °C, and evolved CO2 was analyzed consecutively every five to nine 155 

hours with an infrared gas analyzer (EGM-4, Environmental Gas Monitor, PP systems, UK). 156 

The third set was used to evaluate the biomass and composition of microbial communities in soils at the 157 

end of the 14-days pre-incubation period. Microbial biomass was determined using the chloroform-fumigation-158 

extraction method (Vance et al. 1987) with minor modifications (Dahlin and Witter 1998). Extracted organic C was 159 

measured as total organic C (TOC-5000A, Shimadzu, Japan), and the extracted C by fumigation was converted to 160 

microbial biomass C using a kec factor of 0.45 (Wu et al. 1990). Phospholipid fatty acid (PLFA) analysis was used to 161 

assess the microbial community composition using the method of Frostegård et al. (1993b). Briefly, phospholipids 162 

were extracted from 1 g of freeze-dried soil using a chloroform, methanol and citrate buffer in the ratio 1:2:0.8 163 

(v/v/v), fractionated by solid phase extraction and then derivatized by mild alkaline methanolysis (Börjesson et al. 164 

1998). The resultant fatty acid methyl esters were analyzed by gas chromatography (6890 Series GC System, 165 

Hewlett-Packard Company, USA). Fungal-to-bacterial ratio (F:B ratio) was based on the abundance of the fungal 166 

PLFA biomarker 18:2ω6 and 18:1ω9 (Federle 1986) and the sum of 11 bacterial PLFA biomarkers (i15:0, a15:0, 167 

15:0, i16:0, 16:1ω9, 16:1ω7t, i17:0, cy17:0, 17:0, 18:1ω7 and cy19:0; Frostegård et al. 1993a).  168 

Substrate in soil solution 169 

Utilized substrate has to be taken into account when estimating the thermodynamic efficiency of soil microbial 170 

communities (see Eq. 1). However, assays for the quantification of D-glucose, L-alanine and glycogen in soil 171 

solution are not readily available within soil research. We, therefore, tested if a commercial assay kit and assays 172 

established within animal sciences are applicable for soil samples. Unless indicated otherwise, soils from one field 173 
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replicate (5 g dry soil) of each land use management were amended with 375 µl of either (i) D-glucose, 174 

(ii) L-alanine or (iii) glycogen solution (for substrate concentrations see supplementary Table S1). Substrates were 175 

dissolved in 0.25 M K2SO4 or 0.1 M HCl to ensure the same background matrix for standard curves as well as for 176 

the determination of substrate recovery in soil solution (see below). Because it was necessary to store amended soil 177 

samples for a significant amount of time prior analysis, we also tested if freeze-drying prior soil extraction will have 178 

an effect on the amount of substrate measured in soil solution, i.e. fresh soil versus freeze-drying soil prior substrate 179 

extraction were compared. Three technical replicates were used for each treatment. 180 

For D-glucose quantification, we used a commercial available enzymatic assay kit (Glucose (GO) Assay 181 

Kit, GAGO-20, Sigma-Aldrich, USA). D-glucose in soil samples was extracted by shaking with 0.25 M K2SO4 182 

(soil:extractant mass-to-volume ratio of 1:4) for 30 minutes followed by centrifugation (3 minutes at 740 xg) and 183 

filtration using a 0.2 µm nylon syringe filter. 0.5 ml of the filtrate were then mixed with 1.0 ml of enzymatic assay 184 

reagent and the mixture was placed into a dark water bath at 37 °C. To stop the enzymatic reaction, 1 ml 6 M H2SO4 185 

solution was added after 30 minutes and the absorbance was measured at 540 nm (GENESYS 20, Thermo Scientific, 186 

USA). A calibration curve of absorbance (x-axis) versus glucose concentrations in freeze-dried samples (y-axis) was 187 

established and absorbance data from glucose concentration in soil solutions in the incubation experiment were 188 

fitted to a linear model (R2 = 0.98) as follows: y = 156.5x - 9.2. 189 

Quantification of L-alanine was done by adapting a method used for animal plasma (Reverter et al. 1997): 190 

L-alanine in soil samples was extracted by shaking with 0.1 M HCl (soil:extractant mass-to-volume ratio of 1:4)  for 191 

30 minutes followed by centrifugation (3 minutes at 740 xg).  800 µl of the supernatant were then mixed with 30 % 192 

(w/v) 5-Sulfosalicylic acid and centrifuged for 30 minutes at 14 000 xg. 200 µl of the mixture were transferred into 193 

30 kDa centrifugal filter units (Microcon-30 with Ultracel-30 membrane, Merck Millipore, USA) and centrifuged 194 

for 10 minutes at 14 000 xg. The filtrate was diluted to an estimated concentration of 250 pmol/µl and analyzed 195 

using Ultra-Performance Liquid Chromatography (UPLC) (Dionex UltiMate 3000 RS, Thermo Scientific, USA) 196 

after derivatization (AccQ Tag Ultra, Waters, UK). The amino acid norvaline was used in a dilution series to 197 

establish a calibration curve (R2 = 1.0). 198 

Results from the D-glucose and L-alanine assays indicate that freeze-drying prior substrate extraction did 199 

not affect substrate concentrations (data not shown) and therefore only freeze-dried samples were analyzed in the 200 
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glycogen assay. Glycogen in soil samples was extracted by shaking with 0.25 M K2SO4 (see above), and glycogen 201 

levels were quantified as D-glucose equivalent after 7 M HCl hydrolysis (extractant:HCl ratio of 1:1; 1 hour in 202 

boiling water bath to accelerate hydrolysis), followed by neutralization with 3.5 M K2CO3 (Geary et al. 1981). D-203 

glucose concentrations were quantified on 0.5 ml of soil extract using the enzymatic D-glucose assay kit (see 204 

above). Recovery of substrate in soil solutions varied among land use management systems, and therefore individual 205 

calibration curves were established for each management system (supplementary Fig. S1). 206 

Microbial substrate use efficiency indices 207 

We calculated microbial substrate use efficiencies with three indices: (i) thermodynamic efficiency, 208 

(ii) calorespirometric ratio and (iii) metabolic quotient of soil microbial communities.  209 

Thermodynamic efficiency (ηeff) was expressed by adapting the equations of Battley (1960; 1987) and Harris et al. 210 

(2012). In the present study, added substrate was not completely decomposed during the incubation period and 211 

therefore utilized substrate needs to be taken into account when calculating thermodynamic efficiency: 212 

 1
	

  (1) 213 

where Q (J g-1 soil) is heat produced from microbial metabolism, ΔHInitial (J g-1 soil) and ΔHResidual (J g-1 soil) is the 214 

combustion enthalpy of initial substrate in soil solution and residual substrate in soil solution at the end of the 215 

incubation period, respectively. The difference between ΔHInitial and ΔHResidual is the combustion enthalpy of the 216 

utilized substrate, i.e. it is the theoretically available energy for metabolic processes during the incubation period. 217 

The standard enthalpy of combustion Δ ° is 2,816.8 kJ mol-1 for D-glucose, 1,626.1 kJ mol-1 for L-alanine and 218 

2,841.3 kJ mol-1 for the smallest repeating polymer unit of glycogen (Washburn 2003). These values were used to 219 

calculate ΔHInitial and ΔHResidual. In the present work, 19.5 J g-1 soil for D-glucose, 22.6 J g-1 soil for L-alanine and 220 

19.8 J g-1 soil for glycogen were added to the soil samples. 221 

The calorespirometric ratio γ (J mol-1 CO2 or mJ µg-1 CO2-C) is the ratio of heat production and CO2 production 222 

(Hansen et al. 2004): 223 

 γ 	
	
 (2) 224 
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where Q (J g-1 soil) and CO2 (mol CO2 g
-1 soil or µg-1 CO2-C g-1 soil) are the heat and CO2 production after substrate 225 

addition, respectively. 226 

The microbial metabolic quotient (qCO2) is the ratio of CO2 production per unit microbial biomass C (Anderson and 227 

Domsch 1985a; 1985b): 228 

 	  (3) 229 

where Cmic (µg C g-1 soil) is the microbial biomass C determined by fumigation extraction (see above). 230 

Statistical analysis 231 

Resultant data (i.e. thermodynamic efficiencies, calorespirometric ratios and metabolic quotients) were analyzed by 232 

two-way ANOVA (i.e. land use management system and C substrate were the two explanatory variables and the 233 

interaction effect between these variables was also tested) and homogeneous groups of mean established using 234 

Tukey’s HSD test (Minitab 17 Statistical Software, 2010). Within each land use management, results were analyzed 235 

by one-way ANOVA followed by Tukey’s HSD test. All data were tested for normality using Anderson-Darling test 236 

and equal variances using Levene’s test. If necessary, data was log or square root transformed prior analysis to 237 

obtain normal distribution and equal variance. For analysis of microbial community composition and efficiency 238 

profiles, we used R version 3.0.0 (R Core Team 2013) and the ‘vegan: Community Ecology Package’ version 2.0-9 239 

(Oksanen et al. 2013). Profiles were examined with principle component (PCA) analysis using normalized 240 

covariance of mole percent PLFA, thermodynamic efficiency values or calorespirometric ratios. Significant 241 

differences between land use management systems along ordination axes were analyzed by post hoc one-way 242 

ANOVA followed by Tukey’s HSD on PC scores. The associations between thermodynamic efficiency, 243 

calorespirometric ratios and PLFA data were determined by comparing the dissimilarity matrices of each of the data 244 

sets using the Mantel test based on the Pearson product-moment correlation coefficient (999 permutations). Linear 245 

regression analysis was used to evaluate equivalence between thermodynamic efficiency (X-axis) and 246 

calorespirometric ratio or metabolic quotient (Y-axis). 247 

Results 248 
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In forest management systems, heat production rates were constant when soils were amended with glucose or 249 

glycogen (Fig. 2a and c) whereas in alanine amended samples heat production rates increased from ca. 2 µW g-1 soil 250 

to ca. 10 µW g-1 soil (Fig. 2b) during the 32-hours incubation period. The other three land use management systems 251 

increased slightly up to ca. 45 µW g-1 soil during the incubation (Fig. 2), but based on heat flow data exponential 252 

microbial growth was not observed in any of the amended soil systems. Land use management systems and substrate 253 

type had significant effects on cumulative heat produced from microbial metabolism over the 32 hours incubation 254 

period (Table 2). Overall, heat production of soils from different land use managements decreased in the order ley 255 

farming > arable land/grassland > forest ecosystems (P < 0.01; Table 2). Across all land uses, D-glucose amended 256 

management systems produced significantly more heat in comparison with systems amended with L-alanine or 257 

glycogen (P < 0.01, Table 2). These patterns were mirrored in CO2 production (Table 2), but utilized substrate 258 

(ΔHInitial – ΔHResidual) resulted in a different pattern. Although we observed significant differences in heat production 259 

between management systems, substrate utilization was similar within each substrate class (P = 0.06, Table 2). 260 

Across all management systems, utilization of D-glucose and glycogen were significantly higher than L-alanine 261 

utilization (P < 0.01, Table 2).  The largest total heat production was observed in the ley farming system amended 262 

with D-glucose (Table 2). Taking this heat production, Thornton’s rule, and the ideal gas equation into account, O2-263 

concentration decreased from 21 to 17 % at the most indicating that sufficient O2 was present in the reaction vials 264 

throughout the entire incubation period (data not shown). 265 

Taking the heat output and utilized substrate into account, thermodynamic efficiency of soil microbial 266 

communities (Eq. 1) ranged between 0.63 and 0.92 with significant differences among land use management 267 

systems as well as applied C substrate (Fig. 3a). Generally, microbial communities residing in forest soils used 268 

substrates most efficiently and microorganisms in ley farming systems were least efficient in substrate use among 269 

the four management systems (P < 0.05, Fig. 3a). Thermodynamic efficiencies of microbial communities residing in 270 

arable land and grassland systems were in between but not significantly different to the ley farming system (Fig. 3a). 271 

Glycogen was used most efficiently by soil microorganisms followed by glucose and the efficiency of microbial L-272 

alanine use was the lowest among the three substrates (P < 0.01, Fig. 3a). Mean calorespirometric ratios (Eq. 2) 273 

ranged from 22 to 59 mJ µg-1 CO2-C (Fig. 3b). Here, only land use management had a significant effect on 274 

calorespirometric ratios. Forest soils revealed on average the lowest ratio of 28 mJ µg-1 CO2-C indicating highest 275 

microbial substrate use efficiency among the four land use management systems (Fig. 3b). Ley farming systems 276 
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resulted in the highest calorespirometric ratios (on average 44 mJ µg-1 CO2-C), i.e. lowest substrate use efficiency (P 277 

< 0.05). The ratios of arable land and grassland management systems were in between (both on average 40 mJ µg-1 278 

CO2-C) with no significant differences to the other two land use management systems (Fig. 3b). The microbial 279 

metabolic quotient (Eq. 3) was highest for arable land use and then decreased in the following order: ley farming, 280 

grassland and forest management systems (Fig. 3c). Furthermore, D-glucose amended soils showed the highest 281 

metabolic quotient among the three substrates (P < 0.01) indicating that microorganisms used glucose less 282 

efficiently in comparison with L-alanine and glycogen. 283 

The PCA of PLFA data revealed a clear separation between communities of different land use management 284 

systems (P < 0.01), and the eigenvalues of the first two components of the PLFA data together accounted for 78 % 285 

of the total variance of the PLFA profiles (Fig. 4a). Forest soil microbial communities were separated from arable 286 

land, grassland and ley farming communities along PC1 (P < 0.01). Along PC2, microbial communities of arable 287 

land were separated from communities of grassland and ley farming soils (P < 0.01). Biomarkers of actinomycetes 288 

(10Me16:0; Zelles 1999), Gram-negative bacteria (18:1ω7c; Frostegård et al. 1993a) and fungi (18:1ω9c; Federle 289 

1986; Bååth 2003) were the main drivers responsible for the separation of microbial communities (Fig. 4a). Pairwise 290 

comparison of dissimilarity matrices between microbial community and efficiency profiles revealed significant 291 

similarities between the two (Mantel R = 0.59, P < 0.01, cf. Fig. 4a and B; Mantel R = 0.53, P < 0.01, cf. Fig. 4a and 292 

c). Total amount of fungi, Gram-negative biomarkers and the F:B and Gram-negative:Gram-positive ratios were 293 

significantly higher in the forest system in comparison with the other three management systems (Table 3). 294 

The correlation coefficients of the linear regression between the efficiency indices were poor when using 295 

data across all land uses and substrate amendments together (R2 = 0.32 and 0.01 for calorespirometric ratios and 296 

microbial metabolic quotient, respectively). However, when we analyzed the data separately for each substrate, 297 

thermodynamic efficiency and calorespirometric ratio showed a significant negative correlation for soils amended 298 

with L-alanine and glycogen amendments, but there was no relation between the two indices when D-glucose was 299 

added to soils (Fig. 5a). Substrate specific correlations between thermodynamic efficiency and metabolic quotient 300 

were not significant for D-glucose and L-alanine amended samples and poor for glycogen amended samples (R2 = 301 

0.09, 0.10 and 0.54, respectively; see Fig. 5b). 302 

Discussion 303 
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Substrate use efficiencies across land use management systems 304 

Our initial hypothesis that substrate use efficiencies increase along a successional gradient due to changes in 305 

microbial community composition was partially confirmed. Irrespectively of efficiency indices, microbial 306 

communities in forest soils were most efficient in using substrates and separated clearly from arable, grassland and 307 

ley farming management systems (Fig. 3). Forest soils had a higher abundance of fungi and Gram-negative bacteria 308 

as well as higher F:B and Gram-negative:Gram-positive ratios in comparison with the other three management 309 

systems (Table 3). Our results therefore support the common assumption that fungi are more efficient in utilizing 310 

soil organic matter in comparison to bacteria (Holland and Coleman 1987; Herrmann et al. 2014), and that the 311 

abundance of Gram-negative bacteria may be of importance for differences in substrate use efficiencies (Harris et al. 312 

2012; Creamer et al. 2015). The Mantel tests for dissimilarities support the hypothesis that there may be a link 313 

between the composition of the microbial community and substrate use efficiency. Differences in microbial 314 

substrate use efficiencies among arable land, grassland and ley farming management systems were not significant, 315 

but grassland systems tend to have higher efficiencies than ley farming and arable systems (Fig. 3). This observation 316 

supports our initial hypothesis that substrate use efficiencies increase with maturing ecosystems along a successional 317 

gradient. These three management systems were located at the same field site in Röbäcksdalen. Here, microbial 318 

community composition was similar except that arable land use management differed from ley farming and 319 

grassland systems due to a higher abundance of actinomycetes (Table 3; Fig. 4). However, there was no relationship 320 

between actinomycetes and microbial substrate use efficiencies (R2 = 0.26 for thermodynamic efficiency), and we 321 

therefore conclude that actinomycetes are unlikely an important biomarker that could be made responsible for 322 

differences in substrate use efficiency. We expected that 47 years of various soil management systems at 323 

Röbäcksdalen would result in significant differences in soil microbial communities as observed in various land use 324 

management systems (e.g. Bossio et al. 2005; Cookson et al. 2007; Drenovsky et al. 2010). Although, along two 325 

successional gradients at the Kellogg Biological Station (Michigan State University, USA), Jangid et al. (2011) 326 

showed that legacy effects of past management still have an influence on soil microbial community composition, 327 

particularly in early succession sites. Our grassland management system consists of a five-year period with green 328 

fallow followed by one year barley and therefore, it represents a management system in early succession. Thus, the 329 

timeframe and/or type of land use managements at Röbäcksdalen were not sufficient to alter soil microbial 330 
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community composition significantly. This in turn may explain why we did not observe significant differences in 331 

microbial substrate use efficiencies among the management systems at the Röbäcksdalen site.  332 

Differences in microbial substrate use efficiencies between the sites at Röbäcksdalen and Flakaliden (forest 333 

system) could also be due to differences in general soil characteristics such as soil texture and pH (Table 1) 334 

(Blagodatskaya and Anderson 1998; Bååth and Anderson 2003; Rousk and Bååth 2011; Manzoni et al. 2012), and 335 

we cannot conclude firmly that differences in microbial community composition are the driver for changes in 336 

microbial substrate use efficiencies. To test Odum's (1969) and Addiscott's (1995) theory of increasing substrate use 337 

efficiency along a successional gradient, future studies could consider (i) the use of selective inhibition of microbial 338 

groups (Rousk et al. 2008) or (ii) gamma radiation following re-inoculation with microbial communities of different 339 

complexities obtained through a combination of soil fumigation, dilution and filtering techniques (Griffiths et al. 340 

2004). Such studies would avoid confounding effects of major soil properties such as soil texture and/or pH 341 

(Table 1; Delmont et al. 2014), and they should provide unequivocal evidence on the relationship between microbial 342 

community composition and microbial substrate use efficiency along a successional gradient. 343 

Carbon chemistry and substrate use efficiency 344 

Our initial hypothesis that chemically complex substrates are utilized with a lower efficiency than labile substrates 345 

was not confirmed. Out of the three substrates used, we regarded glycogen as the most complex substrate as it is a 346 

multi-branched polysaccharide. Decomposition of glycogen requires debranching enzymes and further degradation 347 

by glycogen phosphorylases or glycosidases to glucose, glucose-1-phosphate or maltose (Henrissat et al. 2002). 348 

Bosatta and Ågren (1999) defined substrate quality as the number of enzymatic steps required for breaking down a 349 

substrate, and they state that low quality, complex structures have therefore higher activation energies. Thus, we 350 

assumed that investments costs for microbial decomposition of glycogen should be higher in comparison with D-351 

glucose resulting in a lower substrate use efficiency of glycogen. But, conversely to our hypothesis, this substrate 352 

had either the highest (Fig. 3a and c) or similar substrate use efficiencies (Fig. 3b) compared with D-glucose. Most 353 

microorganisms have the capacity to synthesize and degrade glycogen as they use it as intracellular storage 354 

compound for energy (Henrissat et al. 2002). High efficiencies of glycogen may be the result that microbial 355 

communities have the enzymatic set for decomposition of this substrate readily available in these soils, and therefore 356 

glycogen may have been utilized without initial investment costs. Furthermore, we deem it unlikely that evolution 357 
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would select for a widely common storage compound which requires large energy losses during decomposition. 358 

Future studies should include analysis of enzymes present in the soil (Burns et al. 2012; Nannipieri et al. 2012). 359 

Implications for soil organic matter modelling 360 

Research has implied that substrate use efficiency is temperature dependent (Devêvre and Horwáth 2000; Steinweg 361 

et al. 2008; Wetterstedt and Ågren 2011; Tucker et al. 2013; Frey et al. 2013), and assuming varying substrate use 362 

efficiencies in modelling frameworks have significant consequences for projections of global soil C stocks (Allison 363 

et al. 2010; Frey et al. 2013; Wieder et al. 2013). Temperature dependency of substrate use efficiencies is therefore 364 

of major concern when modelling terrestrial C cycling. In our study, thermodynamic efficiencies varied up to 32 % 365 

across various land use management systems and C substrates (mean values varied between 0.63 and 0.92). Within 366 

the same substrate amendment, thermodynamic efficiencies varied between 10 and 20 % across land use 367 

management systems (i.e. mean values varied between 0.76 to 0.84, 0.63 to 0.80 or 0.82 to 0.92 for D-glucose, L-368 

alanine or glycogen, respectively; Fig. 3a). Similarly, within the same land use management system but across 369 

various substrates, thermodynamic efficiencies varied between 10 and 30 % (mean values varied between 0.71 to 370 

0.84, 0.64 to 0.83, 0.63 to 0.88 or 0.80 to 0.92 for arable land, ley farming, grassland or forest, respectively; Fig. 3a). 371 

These variations are in a similar range as temperature induced changes in microbial substrate use efficiencies when 372 

temperature changes by 10 °C (Devêvre and Horwáth 2000; Steinweg et al. 2008; Tucker et al. 2013; Frey et al. 373 

2013). A recent model framework showed that relative alteration in substrate use efficiency by 10 to 30 % could 374 

result in a change of 1 to 4 % of total organic C stored below-ground within 98 years, corresponding to approx. 90 to 375 

270 g C m-2 in a forest system (Frey et al. 2013). Thus, our results emphasize that variation in substrate use 376 

efficiency across land use management systems and various substrates are equally important as temperature induced 377 

changes in efficiencies. The composition of soil organic matter changes significantly along a successional gradient 378 

(Quideau et al. 2001; Garnier et al. 2004; Merilä et al. 2010), and future research should focus on evaluating 379 

potential proxies for microbial substrate use efficiencies that are applicable in modeling approaches of soil organic 380 

matter dynamics. 381 

Soil C models  commonly assume values of substrate use efficiency ≤0.55 (Parton et al. 1987; Ågren and 382 

Bosatta 1987; Coleman and Jenkinson 2014). In comparison, our thermodynamic efficiency values are above this 383 

value, i.e. they are between 0.67 and 0.92 (Fig. 3a). Such high efficiencies were reported previously (Steinweg et al. 384 
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2008; Dijkstra et al. 2011; Tucker et al. 2013; Frey et al. 2013; Hagerty et al. 2014) but these values are criticized 385 

being experimental biases due to a combination of short incubation time and storage compound synthesis (Nguyen 386 

and Guckert 2001; Hill et al. 2008; Sinsabaugh et al. 2013; Reischke et al. 2014; Blagodatskaya et al. 2014; 387 

Reischke et al. 2015). Dijkstra et al. (2015) could not confirm that high efficiencies are related to an experimental 388 

bias using position-specific labelled substrates, and they emphasized that the hypothesis of high efficiencies 389 

warrants further testing. Despite high values in substrate use efficiencies, our results confirm previous studies 390 

(Devêvre and Horwáth 2000; Frey et al. 2013) showing that microbial substrate efficiencies varies among C 391 

substrates. This should be taken into account when modelling soil organic matter decomposition in ecosystems. Our 392 

research emphasizes that further research in evaluating microbial substrate use efficiencies should focus on a set of 393 

different C substrates which may help to improve our mechanistic understanding of terrestrial C cycling. 394 

Compatibility of different efficiency indices 395 

The three efficiency indices resulted in the same overall conclusion, namely that the microbial community of the 396 

forest soil was most efficient in using the substrates. However, efficiency is generally defined as the ratio between 397 

an output and an input, and in most cases it is good if efficiency is high. From the indices used in the present study, 398 

only thermodynamic efficiency uses an input-output approach (Eq. 1). It is similar to approaches traditionally used 399 

for microbial C use efficiency where biomass production (output) is related to utilized substrate (input) (Frey et al. 400 

2001). Modelling of C dynamics in soils requires such values of substrate use efficiency which are based on the 401 

concept of input-output. Still, measuring the amount of utilized substrate (Eq. 1) may not always be feasible and/or 402 

rapid screening of microbial substrate use efficiency is required (Herrmann and Bölscher 2015). Under such 403 

circumstances, calorespirometric ratios may be a good proxy for relative substrate use efficiency, but only within the 404 

same substrate class (Fig. 5). Furthermore, the calorespirometric ratio has the potential for combined investigations 405 

of substrate use efficiency, substrate quality and metabolic pathways (Barros et al. 2016).  It should be noted that 406 

calorespirometric ratios varied substantially, but this variation could be reduced, if heat and CO2 production are 407 

measured in the same sample (Barros et al. 2011; Herrmann and Bölscher 2015). The metabolic quotient is not 408 

clearly related to thermodynamic efficiencies (Fig. 5) and applying this quotient may result in different overall 409 

conclusions in comparison with the thermodynamic efficiency index (see e.g. Harris et al. 2012). The underlying 410 

assumption in the metabolic quotient is that the amount of biomass is of importance when evaluating microbial 411 
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substrate use efficiency, but it has been questioned if the  microbial biomass is a pivotal characteristic for C turnover 412 

in soils (Kemmitt et al. 2008). Therefore, we consider that the metabolic quotient should be applied with care when 413 

evaluating microbial substrate use efficiencies. 414 

Conclusions 415 

Our study revealed differences in substrate use efficiencies among land use management systems with 416 

microorganisms residing in forest systems utilizing resources most efficiently. These findings support our 417 

hypothesis that microbial efficiencies increase with ecosystem maturity. The composition of microbial community 418 

may determine substrate use efficiency, and fungi as well as Gram-negative bacteria appear to be important 419 

biomarkers for differences in efficiencies. Furthermore, substrate use efficiency varied among resources, but 420 

complexity was not a good proxy for changes in efficiencies. Hence, the hypothesis that chemically complex 421 

substrates are metabolized with lower efficiency in comparison with labile organic material could not be confirmed. 422 

Our proposed thermodynamic efficiency provides values necessary for soil organic matter modelling, but the 423 

calorespirometric ratio could be used as an alternative when rapid screening of microbial substrate use efficiency is 424 

required. This study emphasizes that differences in land use management systems as well as the composition of soil 425 

organic matter may need to be considered when modelling C dynamics in terrestrial ecosystems. Our results warrant 426 

further investigation into establishing and evaluating appropriate proxies for substrate use efficiencies in various 427 

ecosystems. 428 

References 429 

Addiscott TM (1995) Entropy and Sustainability. Eur J Soil Sci 46:161–168. doi: 10.1002/jbm.b.31943 430 

Ågren GI, Bosatta E (1987) Theoretical ecosystem ecology: understanding element cycles. Cambridge University 431 
Press, Cambridge, UK Allison SD, Wallenstein MD, Bradford MA (2010) Soil-carbon response to warming 432 
dependent on microbial physiology. Nat Geosci 3:336–340. doi: 10.1038/ngeo846 433 

Anderson T-H, Domsch KH (1985a) Determination of ecophysiological maintenance carbon requirements of soil 434 
microorganisms in a dormant state. Biol Fertil Soils 1:81–89. doi: 10.1007/BF00255134 435 

Anderson T-H, Domsch KH (1986) Carbon assimilation and microbial activity in soil. Zeitschrift für 436 
Pflanzenernährung und Bodenkd 149:457–468. doi: 10.1002/jpln.19861490409 437 

Anderson T-H, Domsch KH (1990) Application of eco-physiological quotients (qCO2 and qD) on microbial 438 
biomasses from soils of different cropping histories. Soil Biol Biochem 22:251–255. doi: 10.1016/0038-439 
0717(90)90094-G 440 

Anderson T-H, Domsch KH (1985b) Maintenance carbon requirements of actively-metabolizing microbial 441 
populations under in situ conditions. Soil Biol Biochem 17:197–203. doi: 10.1016/0038-0717(85)90115-4 442 



18 
 

Anderson T-H, Domsch KH (2010) Soil microbial biomass: The eco-physiological approach. Soil Biol Biochem 443 
42:2039–2043. doi: 10.1016/j.soilbio.2010.06.026 444 

Bååth E (2003) The use of neutral lipid fatty acids to indicate the physiological conditions of soil fungi. Microb Ecol 445 
45:373–83. doi: 10.1007/s00248-003-2002-y 446 

Bååth E, Anderson T-H (2003) Comparison of soil fungal/bacterial ratios in a pH gradient using physiological and 447 
PLFA-based techniques. Soil Biol Biochem 35:955–963. doi: 10.1016/S0038-0717(03)00154-8 448 

Barros N, Feijóo S, Hansen LD (2011) Calorimetric determination of metabolic heat, CO2 rates and the 449 
calorespirometric ratio of soil basal metabolism. Geoderma 160:542–547. doi: 450 
10.1016/j.geoderma.2010.11.002 451 

Barros N, Hansen LD, Piñeiro V, Pérez-Cruzado C, Villanueva M, Proupín J, Rodríguez-Añón JA (2016) Factors 452 
influencing the calorespirometric ratios of soil microbial metabolism. Soil Biol Biochem 92:221–229. doi: 453 
10.1016/j.soilbio.2015.10.007 454 

Barros N, Salgado J, Rodríguez-Añón JA, Proupín J, Villanueva M, Hansen LD (2010) Calorimetric approach to 455 
metabolic carbon conversion efficiency in soils. J Therm Anal Calorim 99:771–777. doi: 10.1007/s10973-010-456 
0673-4 457 

Battley EH (1960) Enthalpy Changes Accompanying the Growth of Saccharomyces cerevisiae (Hansen). Physiol 458 
Plant 13:628–640. 459 

Battley EH (1987) Energetics of microbial growth. Wiley Interscience, New York 460 

Behera B, Wagner GH (1974) Microbial Growth Rate in Glucose-Amended Soil1. Soil Sci Soc Am J 38:591. doi: 461 
10.2136/sssaj1974.03615995003800040021x 462 

Bergkvist G, Öborn I (2011) Long-term field experiments in Sweden – what are they designed to study and what 463 
could they be used for? Asp Appl Biol 75–86. 464 

Blagodatskaya E, Blagodatsky S, Anderson T-H, Kuzyakov Y (2014) Microbial growth and carbon use efficiency in 465 
the rhizosphere and root-free soil. PLoS One 9:e93282. doi: 10.1371/journal.pone.0093282 466 

Blagodatskaya E V., Anderson T-H (1998) Interactive effects of pH and substrate quality on the fungal-to-bacterial 467 
ratio and qCO2 of microbial communities in forest soils. Soil Biol Biochem 30:1269–1274. doi: 468 
10.1016/S0038-0717(98)00050-9 469 

Bödeker ITM, Clemmensen KE, de Boer W, Martin F, Olson Å, Lindahl BD (2014) Ectomycorrhizal Cortinarius 470 
species participate in enzymatic oxidation of humus in northern forest ecosystems. New Phytol 203:245–256. 471 
doi: 10.1111/nph.12791 472 

Bödeker ITM, Nygren CMR, Taylor AFS, Olson Å, Lindahl BD (2009) ClassII peroxidase-encoding genes are 473 
present in a phylogenetically wide range of ectomycorrhizal fungi. ISME J 3:1387–1395. doi: 474 
10.1038/ismej.2009.77 475 

Börjesson G, Sundh I, Tunlid A, Svensson BH (1998) Methane oxidation in landfill cover soils, as revealed by 476 
potential oxidation measurements and phospholipid fatty acid analyses. Soil Biol Biochem 30:1423–1433. doi: 477 
10.1016/S0038-0717(97)00257-5 478 

Bosatta E, Ågren GI (1999) Soil organic matter quality interpreted thermodynamically. Soil Biol Biochem 31:1889–479 
1891. 480 

Bossio DA, Girvan MS, Verchot L, Bullimore J, Borelli T, Albrecht A, Scow KM, Ball AS, Pretty JN, Osborn AM 481 
(2005) Soil microbial community response to land use change in an agricultural landscape of western Kenya. 482 
Microb Ecol 49:50–62. doi: 10.1007/s00248-003-0209-6 483 

Bradford MA (2013) Thermal adaptation of decomposer communities in warming soils. Front Microbiol 4:1–16. 484 
doi: 10.3389/fmicb.2013.00333 485 

Burns RG, DeForest JL, Marxsen J, Sinsabaugh RL, Stromberger ME, Wallenstein MD, Weintraub MN, Zoppini A 486 
(2012) Soil enzymes in a changing environment: Current knowledge and future directions. Soil Biol Biochem 487 



19 
 

58:216–234. doi: 10.1016/j.soilbio.2012.11.009 488 

Coleman K, Jenkinson DS (2014) RothC - A Model for the turnover of carbon in soil. Model discription and users 489 
guide. Harpenden 490 

Cookson WR, Osman M, Marschner P, Abaye DA, Clark I, Murphy DV, Stockdale EA, Watson CA (2007) 491 
Controls on soil nitrogen cycling and microbial community composition across land use and incubation 492 
temperature. Soil Biol Biochem 39:744–756. doi: 10.1016/j.soilbio.2006.09.022 493 

Coucheney E, Strömgren M, Lerch TZ, Herrmann AM (2013) Long-term fertilization of a boreal Norway spruce 494 
forest increases the temperature sensitivity of soil organic carbon mineralization. Ecol Evol 3:5177–5188. doi: 495 
10.1002/ece3.895 496 

Creamer CA, de Menezes AB, Krull ES, Sanderman J, Newton-Walters R, Farrell M (2015) Microbial community 497 
structure mediates response of soil C decomposition to litter addition and warming. Soil Biol Biochem 498 
80:175–188. doi: 10.1016/j.soilbio.2014.10.008 499 

Dahlin S, Witter E (1998) Can the low microbial biomass C-to-organic C ratio in an acid and a metal contaminated 500 
soil be explained by differences in the substrate utilization efficiency and maintenance requirements? Soil Biol 501 
Biochem 30:633–641. doi: 10.1016/S0038-0717(97)00156-9 502 

Delmont TO, Francioli D, Jacquesson S, Laoudi S, Mathieu A, Nesme J, Ceccherini MT, Nannipieri P, Simonet P, 503 
Vogel TM (2014) Microbial community development and unseen diversity recovery in inoculated sterile soil. 504 
Biol Fertil Soils 50:1069–1076. doi: 10.1007/s00374-014-0925-8 505 

Devêvre OC, Horwáth WR (2000) Decomposition of rice straw and microbial carbon use efficiency under different 506 
soil temperatures and moistures. Soil Biol Biochem 32:1773–1785. 507 

Dijkstra P, Salpas E, Fairbanks D, Miller EB, Hagerty SB, van Groenigen KJ, Hungate BA, Marks JC, Koch GW, 508 
Schwartz E (2015) High carbon use efficiency in soil microbial communities is related to balanced growth, not 509 
storage compound synthesis. Soil Biol Biochem 89:35–43. doi: 10.1016/j.soilbio.2015.06.021 510 

Dijkstra P, Thomas SC, Heinrich PL, Koch GW, Schwartz E, Hungate BA (2011) Effect of temperature on 511 
metabolic activity of intact microbial communities: Evidence for altered metabolic pathway activity but not 512 
for increased maintenance respiration and reduced carbon use efficiency. Soil Biol Biochem 43:2023–2031. 513 
doi: 10.1016/j.soilbio.2011.05.018 514 

Drenovsky RE, Steenwerth KL, Jackson LE, Scow KM (2010) Land use and climatic factors structure regional 515 
patterns in soil microbial communities. Glob Ecol Biogeogr  a J macroecology 19:27–39. doi: 10.1111/j.1466-516 
8238.2009.00486.x 517 

Federle TW (1986) Microbial Distribution in Soil - New Techniques. In: Megusar F, Gantar M (eds) Perspectives in 518 
Microbial Ecology. Proceedings of the Fourth International Symposium on Microbial Ecology. Ljubljana. 24-519 
29 August 1986. Slovene Society for Microbiology, Ljubljana, pp 493–498 520 

Frey SD, Gupta VVSR, Elliott ET, Paustian K (2001) Protozoan grazing affects estimates of carbon utilization 521 
efficiency of the soil microbial community. Soil Biol Biochem 33:1759–1768. 522 

Frey SD, Lee J, Melillo JM, Six J (2013) The temperature response of soil microbial efficiency and its feedback to 523 
climate. Nat Clim Chang 3:1–4. doi: 10.1038/nclimate1796 524 

Frostegård Å, Bååth E, Tunlid A (1993a) Shifts in the structure of soil microbial communities in limed forests as 525 
revealed by phospholipid fatty acid analysis. Soil Biol Biochem 25:723–730. 526 

Frostegård Å, Tunlid A, Bååth E (1993b) Phospholipid Fatty Acid Composition, Biomass, and Activity of Microbial 527 
Communities from Two Soil Types Experimentally Exposed to Different Heavy Metals. Appl Environ 528 
Microbiol 59:3605–3617. 529 

Garnier E, Cortez J, Billès G, Navas ML, Roumet C, Debussche M, Laurent G, Blanchard A, Aubry D, Bellmann A, 530 
Neill C, Toussaint JP (2004) Plant Functional Markers Capture Ecosystem Properties During Secondary 531 
Succession. Ecology 85:2630–2637. doi: 10.1890/03-0799 532 

Geary N, Langhans W, Scharrer E (1981) Metabolic concomitants of glucagon-induced suppression of feeding in 533 



20 
 

the rat. Am J Physiol 241:R330–5. 534 

Gommers PJF, van Schie BJ, van Dijken JP, Kuenen JG (1988) Biochemical limits to microbial growth yields: An 535 
analysis of mixed substrate utilization. Biotechnol Bioeng 32:86–94. doi: 10.1002/bit.260320112 536 

Griffiths BS, Kuan HL, Ritz K, Glover LA, McCaig AE, Fenwick C (2004) The relationship between microbial 537 
community structure and functional stability, tested experimentally in an upland pasture soil. Microb Ecol 538 
47:104–113. doi: 10.1007/s00248-002-2043-7 539 

Hagerty SB, van Groenigen KJ, Allison SD, Hungate BA, Schwartz E, Koch GW, Kolka RK, Dijkstra P (2014) 540 
Accelerated microbial turnover but constant growth efficiency with warming in soil. Nat Clim Chang 4:903–541 
906. doi: 10.1038/NCLIMATE236 542 

Hansen LD, Macfarlane C, McKinnon N, Smith BN, Criddle RS (2004) Use of calorespirometric ratios, heat per 543 
CO2 and heat per O2, to quantify metabolic paths and energetics of growing cells. Thermochim Acta 422:55–544 
61. doi: 10.1016/j.tca.2004.05.033 545 

Harris JA, Ritz K, Coucheney E, Grice SM, Lerch TZ, Pawlett M, Herrmann AM (2012) The thermodynamic 546 
efficiency of soil microbial communities subject to long-term stress is lower than those under conventional 547 
input regimes. Soil Biol Biochem 47:149–157. doi: 10.1016/j.soilbio.2011.12.017 548 

Henrissat B, Deleury E, Coutinho PM (2002) Glycogen metabolism loss: a common marker of parasitic behaviour in 549 
bacteria? Trends Genet 18:437–440. doi: 10.1016/S0168-9525(02)02734-8 550 

Herrmann A, Witter E (2002) Sources of C and N contributing to the flush in mineralization upon freeze-thaw 551 
cycles in soils. Soil Biol Biochem 34:1495–1505. doi: 10.1016/S0038-0717(02)00121-9 552 

Herrmann AM, Bölscher T (2015) Simultaneous screening of microbial energetics and CO2 respiration in soil 553 
samples from different ecosystems. Soil Biol Biochem 83:88–92. doi: 10.1016/j.soilbio.2015.01.020 554 

Herrmann AM, Coucheney E, Nunan N (2014) Isothermal microcalorimetry provides new insight into terrestrial 555 
carbon cycling. Environ Sci Technol 48:4344–52. doi: 10.1021/es403941h 556 

Hill PW, Farrar JF, Jones DL (2008) Decoupling of microbial glucose uptake and mineralization in soil. Soil Biol 557 
Biochem 40:616–624. doi: 10.1016/j.soilbio.2007.09.008 558 

Holland EA, Coleman DC (1987) Litter Placement Effects on Microbial and Organic Matter Dynamics in an 559 
Agroecosystem. Ecology 68:425–433. 560 

Kemmitt SJ, Lanyon CV, Waite IS, Wen Q, Addiscott TM, Bird NRA, O´Donnell AG, Brookes PC (2008) 561 
Mineralization of native soil organic matter is not regulated by the size, activity or composition of the soil 562 
microbial biomass—a new perspective. Soil Biol Biochem 40:61–73. doi: 10.1016/j.soilbio.2007.06.021 563 

Linder S (1995) Foliar Analysis for Detecting and Correcting Nutrient Imbalances in Norway Spruce. Ecol Bull 564 
178–190. 565 

Manzoni S, Taylor P, Richter A, Porporato A, Ågren GI (2012) Environmental and stoichiometric controls on 566 
microbial carbon-use efficiency in soils. New Phytol 196:79–91. doi: 10.1111/j.1469-8137.2012.04225.x 567 

Merilä P, Malmivaara-Lämsä M, Spetz P, Stark S, Vierikko K, Derome J, Fritze H (2010) Soil organic matter 568 
quality as a link between microbial community structure and vegetation composition along a successional 569 
gradient in a boreal forest. Appl Soil Ecol 46:259–267. doi: 10.1016/j.apsoil.2010.08.003 570 

Minitab (2010) Minitab 17 Statistical Software. Minitab, Inc., State College PA, USA 571 

Nannipieri P, Ascher J, Ceccherini MT, Landi L, Pietramellara G, Renella G (2003) Microbial diversity and soil 572 
functions. Eur J Soil Sci 54:655–670. doi: 10.1046/j.1365-2389.2003.00556.x 573 

Nannipieri P, Giagnoni L, Renella G, Puglisi E, Ceccanti B, Masciandaro G, Fornasier F, Moscatelli MC, Marinari S 574 
(2012) Soil enzymology: classical and molecular approaches. Biol Fertil Soils 48:743–762. doi: 575 
10.1007/s00374-012-0723-0 576 

Nguyen C, Guckert  A (2001) Short-term utilisation of 14C-[U]glucose by soil microorganisms in relation to carbon 577 



21 
 

availability. Soil Biol Biochem 33:53–60. doi: 10.1016/S0038-0717(00)00114-0 578 

Odum EP (1969) The Strategy of Ecosystem Development. Science (80- ) 164:262–270. doi: 579 
10.1126/science.164.3877.262 580 

Oksanen J, Blanchet FG, Kindt R, Legendre P, Minchin PR, O´Hara RB, Simpson GL, Solymos P, Stevens MHH, 581 
Wagner H (2013) vegan: Community Ecology Package.  582 

Parton WJ, Schimel DS, Cole C V., Ojima DS (1987) Analysis of factors controlling soil organic matter levels in 583 
Great Plains grasslands. Soil Sci. Soc. Am. J. 51:1173–1179. 584 

Quideau S., Chadwick O., Benesi  A, Graham RC, Anderson MA (2001) A direct link between forest vegetation 585 
type and soil organic matter composition. Geoderma 104:41–60. doi: 10.1016/S0016-7061(01)00055-6 586 

R Core Team (2013) R: A Language and Environment for Statistical Computing. R Foundation for Statistical 587 
Computing, Vienna, Austria 588 

Reischke S, Kumar MGK, Bååth E (2015) Threshold concentration of glucose for bacterial growth in soil. Soil Biol 589 
Biochem 80:218–223. doi: 10.1016/j.soilbio.2014.10.012 590 

Reischke S, Rousk J, Bååth E (2014) The effects of glucose loading rates on bacterial and fungal growth in soil. Soil 591 
Biol Biochem 70:88–95. doi: 10.1016/j.soilbio.2013.12.011 592 

Reverter M, Lundh T, Lindberg JE (1997) Determination of free amino acids in pig plasma by precolumn 593 
derivatization with 6-N-aminoquinolyl-N-hydroxysuccinimidyl carbamate and high-performance liquid 594 
chromatography. J Chromatogr B Biomed Appl 696:1–8. doi: 10.1016/S0378-4347(97)00217-X 595 

Rousk J, Bååth E (2011) Growth of saprotrophic fungi and bacteria in soil. FEMS Microbiol Ecol 78:17–30. doi: 596 
10.1111/j.1574-6941.2011.01106.x 597 

Rousk J, Demoling LA, Bahr A, Bååth E (2008) Examining the fungal and bacterial niche overlap using selective 598 
inhibitors in soil. FEMS Microbiol Ecol 63:350–8. doi: 10.1111/j.1574-6941.2008.00440.x 599 

Schimel JP, Schaeffer SM (2012) Microbial control over carbon cycling in soil. Front Microbiol. doi: 600 
10.3389/fmicb.2012.00348 601 

Sinsabaugh RL, Manzoni S, Moorhead DL, Richter A (2013) Carbon use efficiency of microbial communities: 602 
stoichiometry, methodology and modelling. Ecol Lett 930–939. doi: 10.1111/ele.12113 603 

Steinweg JM, Plante AF, Conant RT, Paul EA, Tanaka DL (2008) Patterns of substrate utilization during long-term 604 
incubations at different temperatures. Soil Biol Biochem 40:2722–2728. doi: 10.1016/j.soilbio.2008.07.002 605 

Tucker CL, Bell J, Pendall E, Ogle K (2013) Does declining carbon-use efficiency explain thermal acclimation of 606 
soil respiration with warming? Glob Chang Biol 19:252–63. doi: 10.1111/gcb.12036 607 

Vance ED, Brookes PC, Jenkinson DS (1987) An extraction method for measuring microbial biomass C. Soil Biol 608 
Biochem 19:703–707. 609 

Wardle DA, Ghani A (1995) A Critique of the Microbial Metabolic Quotient ( qC02 ) as a Bioindicator of 610 
Disturbance and Ecosystem Development. Soil Biol Biochem 27:1601–1610. 611 

Washburn EW (ed) (2003) International Critical Tables of Numerical Data, Physics, Chemistry and Technology, 1st 612 
Electr. Knovel, New York 613 

Wetterstedt JÅM, Ågren GI (2011) Quality or decomposer efficiency – which is most important in the temperature 614 
response of litter decomposition? A modelling study using the GLUE methodology. Biogeosciences 8:477–615 
487. doi: 10.5194/bg-8-477-2011 616 

Wieder WR, Bonan GB, Allison SD (2013) Global soil carbon projections are improved by modelling microbial 617 
processes. Nat Clim Chang 3:909–912. doi: 10.1038/nclimate1951 618 

Wu J, Joergensen RG, Pommerening B, Chaussod R, Brookes PC (1990) Measurment of soil microbial biomass C 619 
by fumigation-extraction - an automated procedure. Soil Biol Biochem 22:1167–1169. 620 



22 
 

Zelles L (1999) Fatty acid patterns of phospholipids and lipopolysaccharides in the characterisation of microbial 621 
communities in soil: a review. Biol Fertil Soils 29:111–129. doi: 10.1007/s003740050533 622 

 623 

 624 



Figure Legends 

Fig. 1 Schematic representation of the TAM Air 20 ml Admix ampule set up system 

Fig. 2 Heat production rates over 32 h incubation from (A) D-glucose, (B) L-alanine and (C) glycogen amended soil 

samples. Values displaying means (n = 3) and whiskers show standard errors 

Fig. 3 Results of substrate use efficiency expressed as (A) thermodynamic efficiency, (B) calorespirometric ratios, 

and (C) microbial metabolic quotient (qCO2). Values display means (n = 3) and whiskers show standard errors; 

common symbols after land use management regimes (see legend) and substrates (see x-axis) indicate homogenous 

means analyzing of overall effects (two-way ANOVA and Tukey’s HSD test at 5 % significance level). Values of 

calorespirometric ratios are expressed as mJ µg-1 CO2-C and kJ mol-1 CO2 to facilitate comparison with previous 

studies 

Fig. 4 Microbial community composition and substrate use efficiency profiling. Principle component analysis 

representing (A) microbial community composition by PLFA, (B) thermodynamic efficiency profiles and (C) 

calorespirometric ratio profiles in different land use management systems. Values in parentheses on axis labels 

denote % variation accounted for by the respective components 

Fig. 5 Substrate specific correlations between thermodynamic efficiencies (x-axis) and (A) calorespirometric ratios 

(y-axis) and (B) microbial metabolic quotient (qCO2) (y-axis) 
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Table S1 Calibration curves for quantification of substrate in soil solutions: Concentrations of D-glucose, L-alanine 

and glycogen used for establishing substrate assays in soils 

 Substrate concentration  

(µg C g-1 soil) 

D-Glucose 0 45 102 155  

L-Alanine  0 325 414 503  

Glycogen 0 89 177 353 452 

 

Fig. S1 Calibration curves for glycogen and all four land use management regimes. Values display means (n = 4); 

whiskers fall within confines of symbols 
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