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Abstract
There is increasing evidence that plant roots and mycorrhizal fungi, whether living or dead, play a central role in soil car-
bon (C) cycling. Root–mycorrhizal–microbial interactions can both suppress and enhance litter decay, with the net result 
dependent upon belowground nutrient acquisition strategies and soil nutrient availability. We measured the net effect of 
living roots and mycorrhizal fungi on the decay of dead roots and fungal hyphae in a hardwood forest dominated by either 
sugar maple (Acer saccharum) or white oak (Quercus alba) trees. Root and fungal litter were allowed to decompose within 
root-ingrowth bags and root-exclusion cores. In conjunction with root effects on decay, we assessed foraging responses and 
root induced changes in soil moisture, nitrogen (N) availability and enzyme activity. After 1 year, maple root production 
increased, and mycorrhizal fungal colonization decreased in the presence of decaying litter. In addition, we found that actively 
foraging roots suppressed the decay of root litter (− 14%) more than fungal litter (− 3%), and suppression of root decay 
was stronger for oak (− 20%) than maple roots (− 8%). Suppressive effects of oak roots on decay were greatest when roots 
also reduced soil N availability, which corresponded with reductions in hydrolytic enzyme activity and enhanced oxidative 
enzyme activities. These findings further our understanding of context‐dependent drivers of root–mycorrhizal–microbial 
interactions and demonstrate that such interactions can play an underappreciated role in soil organic matter accumulation 
and turnover in temperate forests.
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Introduction

While there is increasing recognition that plant roots and 
their mycorrhizal fungal symbionts can actively modify 
decomposition processes (Frey 2019), our understanding 
of how interactions between roots, symbionts, and free-
living microbes mediate soil carbon (C) balance remains 
limited. Roots and mycorrhizal fungi can suppress decay 
and slow C loss by intensifying competition for water 
and nutrients (Koide and Wu 2003; Fernandez and Ken-
nedy 2016). The suppression of decay in the presence of 

mycorrhizal roots or enhanced decay following exclusion 
of mycorrhizal roots is termed ‘the Gadgil effect’ (Gadgil 
and Gadgil 1971, 1975). Conversely, roots and mycorrhi-
zal fungi can enhance soil C decomposition and loss by 
releasing exudates to fuel microbial metabolism, known as 
a ‘priming effect’ or a ‘rhizosphere priming effect’ when 
microbial enzyme activity is stimulated in root adjacent soils 
(Kuzyakov et al. 2000). While most studies focus on the 
occurrence of either a Gadgil or rhizosphere priming effect, 
these context-dependent processes are not mutually exclu-
sive (Fernandez and Kennedy 2016). To infer the net effect 
of mycorrhizal roots on decay processes we need a better 
understanding of which plant, soil, and litter characteristics 
promote the Gadgil effect over rhizosphere priming effects 
and vice versa. Moreover, most studies testing the Gadgil 
effect have focused on the effects of mycorrhizal roots on 
leaf litter decay and most studies testing priming effects have 
focused on soil organic matter (SOM) decay; thus, little is 
known about how these two processes affect the decay of 
root and fungal litters, despite the importance of root and 
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fungal-derived inputs to long-term soil C storage (Godbold 
et al. 2006; Clemmensen et al. 2013; Jackson et al. 2017). 
These knowledge gaps have hindered progress in incorpo-
rating root–microbe interactions into models (Moore et al. 
2015) that can lead to improved predictions about the pace 
of climate change (Warren et al. 2015).

Tree species differ in a number of root traits related to 
belowground nutrient acquisition strategies, which in turn, 
may have differential effects on decomposition dynamics 
(Han et al. 2020). Belowground foraging strategies can 
range from ‘do-it-yourself’ (DIY) acquisition to ‘outsourc-
ing’ acquisition to symbionts (Bergmann et al. 2020). Plants 
that use a DIY strategy prioritize efficient root construction 
by making thin roots with high specific root length (SRL). 
This may lead to greater competition for resources between 
roots and free-living soil microbes. Under these conditions, 
reduced rates of nutrient mineralization caused by less active 
soil microbes might be offset by fine root systems that can 
proliferate rapidly into nutrient patches (Hodge 2004; Liese 
et al. 2017). In contrast to a DIY strategy, roots might out-
source resource acquisition to mycorrhizal symbionts, which 
result in greater resource competition between mycorrhizal 
fungi and soil saprotrophs. This leads to the prediction that 
heavily colonized roots or root systems with an increased 
number of mycorrhizal tips may be associated with (or lead 
to) a stronger Gadgil effect. As an alternative outsourcing 
strategy, plants may allocate C to root-associated microbial 
communities rather than selectively allocating C to myc-
orrhizal fungi and the same root traits that reflect a DIY 
strategy may also be associated with enhanced rates of root 
exudation (Sun et al. 2021). Thin absorptive roots with 
high SRL have been shown to enhance rhizosphere priming 
effects (Meier et al. 2017; Han et al. 2020). Given that inter-
actions between plants and microorganisms are complex and 
can span the range from competitive to mutualistic, more 
studies are needed to determine if root traits and foraging 
strategies can be used to predict root–mycorrhizal–microbial 
interactions.

Mycorrhizal fungi are an extension of a plant’s nutrient 
acquisition strategy, and the type of mycorrhizal fungi a 
plant associates with can influence the direction and mag-
nitude of root effects on decay (Brzostek et al. 2015). The 
Gadgil effect is typically associated with ectomycorrhizal 
(EcM) fungi, as some species of EcM fungi produce oxida-
tive enzymes to mobilize nitrogen (N) from organic matter 
(OM), deterring further decay by free-living saprotrophs 
(Bödeker et al. 2009; Shah et al. 2016; Zak et al. 2019). In 
contrast, arbuscular mycorrhizal (AM) fungi do not produce 
the oxidative enzymes required to degrade OM, though they 
may modify the activity of free-living saprotrophs via water 
and nutrient reduction or through hyphal turnover and exu-
dation (Bunn et al. 2019). In general, EcM-associated plants 
are believed to induce greater rhizosphere priming effects 

in forests (Phillips and Fahey 2006; Sulman et al. 2017), 
though mesocosm studies indicate that rhizosphere priming 
by AM-associated plants may be equal to Chen et al. (2018) 
or greater than (Wurzburger and Brookshire 2017) EcM-
associated plants. Furthermore, it is unclear if the Gadgil 
effect is specific to EcM-associated gymnosperms or if it 
also occurs in forests containing deciduous angiosperm trees 
(Netherway et al. 2021). Given the potential for mycorrhi-
zal types to differ in their interactions with soil microbes 
(Cheeke et al. 2017) more studies need to be conducted in 
temperate hardwood forests containing both EcM- and AM-
associated tree species.

Soil nutrient availability is a key modulator of both 
Gadgil and priming effects. Much of the support for the 
Gadgil effect comes from studies conducted in conifer-
ous forests, where soil nitrogen (N) is limited and held in 
slow-decaying organic forms (but see Lin et al. 2019 and 
Lang et al. 2020). However, paradoxically, exudation rates 
are often greatest in low N soils (Pausch and Kuzyakov 
2018), as increased exudation can stimulate microbial N 
transformations and turnover (Dijkstra et al. 2013; Cheng 
et al. 2016; Meier et al. 2017; Yin et al. 2018). Whether 
mycorrhizal roots inhibit or facilitate other microbes in low 
nutrient soils likely depends on the nutrient content or qual-
ity of litter inputs themselves (Smith and Wan 2019). It is 
thought that higher quality litter inputs (lower C:N ratios), 
in the earlier stages of decay increase carbon use efficiency 
among free-living decomposers and can limit the advantage 
of EcM fungi in acquiring organic N, weakening the Gadgil 
effect (Fernandez et al. 2020). More studies are needed to 
disentangle the effects of soil and litter nutrient conditions 
on mycorrhizal interactions with saprotrophs.

We sought to evaluate the net effect of living roots and 
mycorrhizal fungi on decaying roots and fungi differing in 
their resource quality within forest stands differing in myc-
orrhizal type and soil nutrient conditions. We pose the fol-
lowing questions (i) Do root traits related to foraging (i.e., 
root production, morphology, and mycorrhizal colonization) 
reflect root involvement in decomposition? (ii) How do liv-
ing roots and mycorrhizal fungi influence the decay of dead 
roots and fungi in a hardwood forest for both an EcM (white 
oak) and AM-associated (sugar maple) tree species? We 
paired root ingrowth bags with root exclusion cores (See 
Fig. 1) to measure root foraging responses and effects on 
decomposition (mass loss). In addition to root and fungal 
mass loss, we measured how roots altered the availability 
of limiting resources (e.g., water and nitrogen), N cycling 
rates and rhizosphere enzyme activity to test for the occur-
rence of a rhizosphere priming effect. We hypothesize that 
(i) trees respond to litter additions by altering belowground 
foraging behavior (by either increasing root proliferation or 
mycorrhizal colonization) and (ii) the presence of mycor-
rhizal roots influences mass loss from root and fungal litter. 
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Further, we hypothesize that the magnitude of root effects 
on decay differs between tree species and litter types. By 
measuring both root effects and responses to decay we hoped 
to enhance our knowledge of how belowground acquisition 
strategies might contribute to soil C and nutrient cycling in 
forest ecosystems.

Materials and methods

Site description

We conducted this work at Moores Creek, a mature hard-
wood forest located in south-central Indiana (39°05′ N, 
86°28′ W; MAP = 1200 mm; MAT = 11.6 °C) in 20 × 20 m 
forest plots previously established by Midgley et al. (2015). 
Midgley et al. (2015) selected forest stands in which AM-
associated tree species or EcM-associated trees species 
comprised greater than 85% of stand basal area. AM plots 
include a mixture of the following species: Acer saccha-
rum, Liriodendron tulipifera, Prunus serotina and Sassa-
fras albidum. EcM plots contain a mixture of Carya glabra, 
Fagus grandifolia, Quercus alba and Quercus rubra. We 
chose three plots in which Acer saccharum (hereafter 
referred to as “maple”) was the predominant AM-associated 

canopy species and another three plots in which Quercus 
alba (hereafter referred to as “oak”) was the predominant 
EcM-associated canopy species. We chose these two spe-
cies because they are dominant species across much of the 
Northeast and Midwest (Jo et al. 2019) and have been shown 
to have differential effects on decay (Brzostek et al. 2015; 
Malik 2019). Within each plot, we selected four trees (12 
trees total per species). Paired oak and maple plots were 
organized in three forest blocks according to location (Fig. 
S1).

Decomposition measurements

We collected root litter in September of 2017, for additional 
details see SI methods. We chose to decay oak root litter in 
the presence of oak roots and maple root litter in the pres-
ence of maple roots in order to capture the decay environ-
ment that occurs most commonly for these litters (Ayres 
et al. 2009). This allowed us to test for the presence of either 
Gadgil or priming effects in ‘home soils’ for both oak and 
maple trees. To generate fungal litter, we grew Melinomyces 
bicolor hyphal plugs in 50 ml of half strength potato dex-
trose broth. Flasks containing M. bicolor cultures were kept 
in the dark at 20 °C on an orbital shaker at 80 rpm. After 
30 days, we thoroughly rinsed M. bicolor hyphae with DI 

Fig. 1  Schematic of experimental design and table of litter carbon 
(C) and nitrogen (N) values. Litter induced changes in root forag-
ing behavior (morphology and growth) were assessed after 92 and 
365  days of root ingrowth. Root (and mycorrhizal fungal) induced 
changes in litter mass loss were determined after 92 and 365 days of 

decay for Quercus alba (Oak), Acer saccharum (Maple) and Melino-
myces bicolor (fungal) litter. For each litter type C and N values are 
presented as mean values ± SE (n = 3). For a particular C or N value, 
means not sharing a letter are significantly different (P < 0.05)
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water and dried at 25 °C for 48 h (Fernandez and Kennedy 
2018).

Despite not being a site-specific EcM fungal species, we 
chose M. bicolor because it is common to temperate and 
boreal forest soils (Grelet et al. 2009) and decays on a time 
scale more similar to plant litter, with fungal mass remaining 
after three months of decay (Fernandez and Kennedy 2018). 
M bicolor necromass has also been utilized in a previous 
study conducted at this site assessing decay dynamics and 
fungal necromass decomposer communities in both AM and 
EcM dominated tree stands (Beidler et al. 2020). The gen-
eration of AM fungal necromass in the quantity required for 
this study was methodologically infeasible; thus, we chose 
to deploy a common fungal litter to compare the magnitude 
of oak and maple root effects on fungal decay as well as to 
compare fungal decay results to previous studies (Fernandez 
and Kennedy 2018; Beidler et al. 2020).

To determine initial litter C:N values, we ground dried 
root and fungal material to a powder using a GenoGrinder 
 (SPEX® SamplePrep) and analyzed the ground material 
for total C and N (Elemental Combustion System 4010; 
Costech Analytical Technologies, Valencia, CA, USA). We 
constructed litter bags (4.5 cm × 4.5 cm) from 0.2 mm nylon 
mesh (4.5 cm × 4.5 cm) and filled them with either 100 mg 
of root litter for each tree species or 25 mg of M. bicolor 
fungal hyphae. We determined that these masses were large 
enough to detect significant changes in mass loss (Träger 
et al. 2017; Beidler et al. 2020) and could serve as realistic 
proxies for organic nutrient patches within the soil environ-
ment (Hodge 2004).

We incubated root and fungal litters in two environ-
ments—inside root ingrowth bags and root exclusions 
(details below; Fig.  1). We constructed root ingrowth 
bags (20 cm × 25 cm) from polyester fabric with a 0.5 mm 
mesh size (Eissenstat et al. 2015). During the first week 
of May 2018, we tracked a live woody root (> 3 mm in 
diameter, ~ 25 cm in length) to a focal tree (at a depth of 
10–15 cm) and carefully removed all lateral absorptive roots. 
We pruned roots to initiate new absorptive root growth and 
to measure root foraging responses to litter decay. For each 
tree, we placed root and fungal litter in half of the root 
bags, on either side of a pruned root (Fig. 1). We then filled 
root bags with root free soil or soil picked free of roots and 
passed through a 2 mm sieve (~ 300 g) collected from around 
each tree (10–15 cm depth). We collected a subsample of 
soil to determine initial soil pH and total soil C and N for 
each focal tree (Fig. S1). We installed two sets of root bags 
(one bag with litter and one bag without litter) to allow for 
two separate harvests (3 months after installation and 1 year 
after installation). In total we installed 48 root bags per tree 
species (4 root bags × 4 trees × 3 plots).

We made root exclusions by driving PVC pipe (15.2 cm 
diameter) to a 30 cm depth. We then removed the PVC pipe 

(keeping the soil column inside intact) and wrapped the 
bottom with 1 μm mesh to exclude roots and mycorrhizal 
hyphae. We left exclusion cores to equilibrate for a year 
(n = 6, 1 per plot). At the same time, we buried litter bags at 
a similar depth inside of exclusions. We collected litter bags 
in August of 2018 (after 3 months) and May of 2019 (after 
1 year). Following collection, litter bags were brushed free 
of soil and any living roots that had colonized the outside 
of litter bag were carefully removed with forceps. To ensure 
that the mass observed in litter bags was from decaying root 
litter and not from the in-growth of newly produced roots, 
the contents of each litter bag was observed under magnifi-
cation (2.25 ×) and any living roots (determined by differ-
ences in root coloration and turgidity) were removed with 
forceps. Living roots were brighter in color and were turgid 
or not easily broken when pulled with forceps (Vogt and 
Persson 1991). However, when present, living roots were 
largely confined to the outer mesh of the litter bag. Follow-
ing processing, litter bags were oven-dried at 60 °C for 48 h 
and massed.

To test for the potential disturbance effects of soil sieving 
and an additional layer of mesh fabric on mass loss from 
litterbags within root bags vs. exclusions, we conducted a 
follow-up decomposition experiment where we decayed lit-
ter inside (enclosed litter bag) and outside of root bags (non-
enclosed litter bag) within the same PVC exclusions, the 
following summer. We found no differences in mass loss for 
litter decaying inside of the enclosed and non-enclosed litter 
bags (p = 0.560, Table S1), indicating that bag environment 
did not significantly affect mass loss.

Root trait measurements

We harvested root bags by block in the same order that we 
installed them. During processing we excavated and care-
fully cleaned the intact root networks within root bags. We 
excluded any root bags containing dead roots from subse-
quent analyses (see Table S2 for information on pruning 
recovery). Following cleaning, we removed absorptive roots 
(orders 1–2) from transportive roots (3rd order and higher) 
using stream-order classification (Guo et  al. 2008). We 
floated roots in a transparent tray and imaged them using an 
Epson Expression 100000XL scanner (300 dpi). We ana-
lyzed images for root length, average diameter, root volume, 
and tip number using Win-RHIZO (Regent Instruments Inc 
2009). We then dried and weighed roots (60 °C for 48 h) 
to determine root tissue density (g  cm−3) and specific root 
length (m  g−1).

Soil measurements

To minimize disturbance of soil inside of exclusions, we 
took point measurements of soil volumetric water content 
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(VWC) using a Hydrosense II soil–water sensor (Camp-
bell Scientific). At the end of the study (365 days), when 
root bags were fully colonized by living roots and pruning 
related disturbances had likely subsided, we sampled soils 
from root bags and exclusions for differences in nitrogen 
(N) availability and enzyme activities using the methods of 
Brzostek et al. (2015) and Midgley and Phillips (2019). We 
extracted soil inorganic N (NH4 + –N and NO3–N; μg  g−1) 
from a 5 g soil subsample using 10 mL of a 2 M KCl solu-
tion. We determined N mineralization and nitrification rates 
(μg  g−1  day−1) using an additional set of soil subsamples 
which we incubated for two weeks at 25 °C, subsequently 
extracted with 10 mL of 2 M KCl solution and analyzed on 
a Lachat QuikChem 800 Flow Injection Analyzer (Lachat 
Instruments, Loveland, CO, USA).

We performed assays for the following enzymes: b-1,4-N-
acetylglucosaminidase (NAGase- involved in N degrada-
tion), β-Glucosidase (BG; involved in degradation of labile 
C), oxidative (OX) enzyme activity (the sum of peroxidase 
and phenol oxidase activities; enzymes involved in the deg-
radation of complex C). We measured potential enzyme 
activities for soils within root bags and PVC exclusion cores, 
as well as for rhizosphere soils in root bags with and without 
litter additions. We performed both colorimetric (OX) and 
fluorometric (BG and NAG) assays by preparing soil slurries 
(1.5 g soil and 100 mL of sodium acetate buffer per sample: 
pH 5) and adding them to microplates in triplicate. To deter-
mine BG and NAG activities, we added methylumbelliferone 
(MUB) substrate, incubated the microplates in the dark at 
23 °C for either two (NAG) or five (BG) hours and read the 
plates using a microplate fluorometer (365 nm excitation and 
450 nm emission). To determine OX enzyme activities, we 
added l-3,4-dihydroxyphenylalanine (l-DOPA) substrate, 
incubated microplates in the dark at 23 °C for four hours 
and read the plates using a microplate spectrophotometer 
(absorbance at 460 nm). We corrected potential enzyme 
activities (μmol  g−1  h−1) for controls, quenching, and dry 
soil weights (Midgley and Phillips 2019).

Calculations and statistical tests

We calculated root mass loss by subtracting ash-free dry 
mass of the remaining litter from the ash-free dry mass of 
the initial input for each litter bag. We calculated pruning 
recovery as the percentage of woody roots that grew new 
absorptive roots following pruning (Eissenstat et al. 2015). 
We calculated specific root  length1+2 (SRL), as the length 
of the 1st + 2nd order roots divided by the corresponding 
1st + 2nd order root dry weight. We calculated root tis-
sue  density1+2 (RTD) as 1st + 2nd order root dry weight 
divided by 1st–2nd order root volume. We calculated root 
branching intensity as the number of tips per 1st + 2nd root 
length (Liese et al. 2017). We determined total root length 

by combining measurements for the absorptive and trans-
portive roots and dividing by the duration of the growth 
period to determine new root length production (cm  day−1) 
following pruning. We determined the percentage mycor-
rhizal colonization for oak roots by dividing the number 
of first-order roots colonized by EcM fungi by the total 
number of first order roots examined; to determine AM 
colonization intensity for maple roots we used the grid line 
intersect method (Brundrett et al. 1996). Five maple root 
samples were damaged during clearing and omitted from 
mycorrhizal colonization calculations.

We determined the magnitude of root effects for each 
plot by subtracting measurements taken from exclusions 
from root bag treatments to calculate root induced changes 
in mass loss, soil moisture content, N cycling and enzyme 
actives (Fig. 1). We determined the magnitude of litter 
effects on root foraging for a given tree by subtracting 
measurements taken from root bags without litter additions 
from root bags with litter additions to calculate the litter 
induced changes in root foraging traits (Fig. 1). We per-
formed one sample T tests to determine if mean changes 
differed from zero.

Because mass remaining, and VWC data are bounded 
by zero and one, they often did not meet the assumptions 
of normality and/or homoscedasticity. As an alternative 
to transformation, we fit generalized linear mixed-effect 
(GLME) models based on a beta distribution with a logit 
link function using the glmmTMB package in R (Douma 
and Weedon 2019). Fixed effects included root treat-
ment, tree species, incubation time and forest block. Plot 
nested within block was included as a random effect. We 
included soil VWC to control for potential moisture dif-
ferences between treatments and plots. We also included 
treatment, species, and time interactions. We performed 
type III Wald chi-square tests to determine statistical sig-
nificance of GLME models (α = 0.05; Anova.glmmTMB 
function).

We assessed the effect of root treatment, tree species 
and potential interactions on soil variables using linear 
mixed-effect (LME) models with plot nested in block as a 
random factor. We also used LME models to test the fixed 
effects of litter addition, tree species, growth period and 
all interactions on root foraging traits. We included tree 
nested in plot as a random effect. We used the ANOVA 
function in the car package to generate analysis of devi-
ance tables for LME models (Type III Wald Chi-squared 
tests; α = 0.05; Fox and Weisberg 2019; See SI for ANOVA 
tables). We explored interactions using Tukey post hoc 
tests in the lsmeans package (Lenth 2018). We performed 
regression analysis to test for significant relationships 
between correlated continuous variables (α = 0.05). We 
carried out all statistics using R 4.0.3 (R Core Team 2020).



 Oecologia

1 3

Results

Root responses to presence of decaying litter

We found that morphological root traits did not differ 
between tree species, except for average  diameter1+2 and 
tissue  density1+2 (Table 1). First and second order oak roots 
were thinner and denser on average. New root production 
was higher for oak roots during the first three months (oak, 
2.5 ± 0.3, maple, 1.3 ± 0.2 cm  day−1; t = − 1.6, p < 0.001) 
but did not differ between species after a year (t = − 0.11, 
p = 0.9; Table S3). Overall, recovery from pruning or the 
percentage of roots that grew new absorptive root length, 
was greater for roots grown in soil with litter additions 
(79%) when compared to soils without litter additions (60%; 
χ2 = 4.3, p = 0.04; Table S2). On average root trait values did 

not differ between soil treatments for either sampling date 
(Table 1).

Significant litter induced changes in root production and 
mycorrhizal colonization were detected for maple roots after 
365 days of growth (Fig. 2). After 1 year, maple root produc-
tion was 70% higher and mycorrhizal colonization was 8% 
lower in the presence of decaying litter (Table S4). After one 
year of root ingrowth, rhizosphere enzyme activities were 
similar between tree species and soil treatments, except for 
NAGase, which was twice as high in oak rhizosphere soils 
in the presence of decaying litter (Table 2). Moreover, for 
oak roots growing in soils with litter additions, rhizosphere 
activity of C-degrading enzymes related negatively to myc-
orrhizal colonization (slope: − 0.022; R2 = 0.58; p = 0.004) 
and positively to root production (slope: 0.703; R2 = 0.44; 
p = 0.02) (see Fig. 3).

Table 1  Average root foraging trait values ± SE Quercus alba (Oak) and Acer saccharum (Maple) roots growing in soils with and without litter 
additions

For a particular trait, means not sharing a letter are significantly different (P < 0.05)

Avg. 
 Diameter1st+2nd 
(mm)

SRL1st+2nd (m 
 g-1)

Root tissue 
density (g 
 cm-3)

Branching 
intensity (no. 
 cm-1)

Growth period 
(days)

92 365 92 365 92 365 92 365

Oak roots
 With litter 0.466 ± 0.05a 0.462 ± 0.02a 32.6 ± 3.9a 33.4 ± 3.9a  0.173 ± 0.01a 0.217 ± 0.02a 1.98 ± 0.09a 2.37 ± 0.09a

 Without litter 0.480 ± 0.06a 0.434 ± 0.02a 31.1 ± 4.0a 32.8 ± 4.0a  0.186 ± 0.01a 0.184 ± 0.05a 1.94 ± 0.18a 2.45 ± 0.15a

Maple roots
 With litter 0.605 ± 0.08b 0.567 ± 0.01b  25.9 ± 1.8a 31.7 ± 2.6a 0.141 ± 0.01b 0.129 ± 0.01b 2.13 ± 0.13a 2.07 ± 0.14a

 Without litter 0.610 ± 0.08b 0.574 ± 0.03b 28.1 ± 4.5a 28.1 ± 4.5a  0.156 ± 0.03b 0.159 ± 0.02b 1.96 ± 0.13a 2.32 ± 0.14a

Fig. 2  Litter-induced changes 
(∆LI) in Quercus alba (Oak) 
and Acer saccharum (Maple) 
a root length production and b 
mycorrhizal colonization rates 
at 3 months (92 days) and 1 year 
(365 days). Error bars repre-
sent 95% confidence intervals 
(CIs). One sample T-tests were 
performed to determine whether 
root induced changes differed 
significantly from zero (denoted 
by an asterisk*; see Table S5 for 
T-test results)
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Root effects on decay

We found that the presence of foraging roots suppressed 
decay and that the magnitude of root reductions in litter 
mass loss depended on tree species, time period, and lit-
ter type (Fig. 4a). The suppression of decay was greater for 
oak root litter. When averaged across time periods, mass 
loss of oak root litter decreased by 20% and maple root 
litter decreased by 8% in the presence of living roots. For 
both oak and maple trees, root effects on decay decreased 
over time (Fig. 4b), supported by a significant treatment 
by time interaction with respect to root mass remaining 
(χ2 = 7.2, p = 0.007; Table S8). When averaged across spe-
cies, root mass remaining in exclusions after three months 
(62.1 ± 2.9%) was similar to root mass remaining in the pres-
ence of living roots after one year (67.9 ± 1.8%; t = − 1.9; 
p = 0.2). Relative to root litter, fungal litter decomposed rap-
idly, with 85% of mass loss occurring in the first 92 days, 
more than triple that of root litter (~ 25% mass loss after 
92 days; Fig. 4b). However, the only significant root induced 
change in fungal decay was a 6% decrease in fungal mass 
after 365 days in the presence of maple roots (t = − 3.02; 
p = 0.02; Table S8).

Exclusion of roots and mycorrhizae also altered soil con-
ditions, with the direction of root induced changes differ-
ing between tree species. Across time periods the presence 
of oak roots increased soil VWC (+ 2.1 ± 0.4%; t = 4.78, 
p < 0.001) while the presence of maple roots decreased 
soil VWC (− 4.0 ± 1.1%, t = − 3.4, p = 0.004; Table S8). 
After 1 year, the presence of roots altered soil N availability 
without altering soil pH (Table 3). Oak roots decreased soil 
inorganic N (− 4.7 ± 6.9 μg  g−1; t = − 2.26, p = 0.05 ) while 
maple roots increased soil inorganic N (+ 9.12 ± 4.5 µg  g−1; 
t = 5.39, p = 0.002; Table  S9). Differences in soil inor-
ganic N concentrations were likely due to differences in N 
cycling rates in the presence of roots (Table 3). Nitrifica-
tion rates were 5.5 × lower and N mineralization rates were 
2.5 × higher when oak roots were present. Whereas, nitrifica-
tion rates were 4 × higher and N mineralization rates were 
7 × higher when maple roots were present. However, it is 
important to note that when roots were excluded, average 
soil inorganic N concentrations were similar between maple 
and oak plots (t = 0.89, p = 0.80; Table 3).

We also detected significant oak root induced changes 
in carbon (C) degrading enzyme activities (Fig. 5). On 
average oak roots reduced β-Glucosidase (BG) activities 

Table 2  Average rhizosphere 
β-Glucosidase (BG), b-1,4-N-
acetylglucosaminidase (NAG), 
and oxidative (OX) enzyme 
activities ± SE for Quercus alba 
(Oak) and Acer saccharum 
(Maple) roots growing in soils 
with and without litter additions 
after 365 days

For a particular enzyme, means not sharing a letter are significantly different (P < 0.05: Table S6)

Rhizosphere 
enzyme activity
365 days n OX (μmol  g−1  h−1) BG (μmol  g−1  h−1) NAG (μmol  g-1  h-1)

Oak roots
 With litter 11 1.01 ± 0  12a 0.889 ± 0.14a 0.280 ± 0.04a

 Without litter 9 1.11 ± 0.07a 0.932 ± 0.19a 0.241 ± 0.03ab

Maple roots
 With litter 7 0.906 ± 0.06a 0.863 ± 0.04a 0.129 ± 0.02c

 Without litter 11 0.980 ± 0.08a 0.829 ± 0.06a 0.150 ± 0.02bc

Fig. 3  Relationships between 
Quercus alba (Oak) root traits 
and C-degrading enzyme 
activity in rhizosphere or root 
adjacent soils. a Relationship 
between oak root mycorrhizal 
colonization and rhizosphere 
oxidative (OX) enzyme activity 
b relationship between oak 
root length production and 
rhizosphere β-Glucosidase (BG) 
activity
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by ~ 70% (roots present: 0.494 ± 0.07 μmol  g−1  h−1; roots 
absent: 1.05 ± 0.17  μmol   g−1   h−1; χ2 = 32.7, p < 0.001) 
and enhanced OX enzyme activities by ~ 50% (roots 
present: 0.912 ± 0.09  μmol   g−1   h−1; roots absent: 
0.543 ± 0.03 μmol  g−1  h−1; χ2 = 9.57, p < 0.001; Table S10). 
Root induced changes in mass loss were not directly related 
to root induced changes in soil conditions within oak or 
maple plots. However, we found that oak root induced 
changes in soil inorganic N concentrations were positively 
related to root induced changes in BG activity (slope: 0.01; 
R2 = 0.30; p = 0.05) and negatively related to OX enzyme 
activities (slope: − 0.026; R2 = 0.26; p = 0.06). Though 
these relationships were only moderately significant, in soils 

where oak roots reduced N availability, BG activity tended 
to be lower and OX enzyme activities tended to be higher in 
the presence of roots and mycorrhizal fungi (Fig. 6).

Discussion

Approximately 50–70% of soil C is thought to originate from 
belowground inputs (Godbold et al. 2006; Clemmensen et al. 
2013), yet the degree to which roots, and mycorrhizal fungi 
influence soil C storage is poorly understood in temperate 
forests. We hypothesized that trees would respond to root 
and fungal litter additions by altering root morphology or 

Fig. 4  a Root (and mycorrhizal 
fungal) induced changes in 
Quercus alba (Oak) and Acer 
saccharum (Maple) percent 
root litter mass loss (Root Mass 
Loss) and Melinomyces bicolor 
necromass loss (Fungal Mass 
Loss), as well as soil volumetric 
water content (Soil VWC) at 
3 months (92 days) and 1 year 
(365 days). Error bars repre-
sent 95% confidence intervals 
(CIs). One sample T-tests were 
performed to determine whether 
root induced changes differed 
significantly from zero (denoted 
by an asterisk*: see Table S9 for 
T-test results) b Average mass 
remaining ± SE of root and 
fungal litter through time

Table 3  Average soil nitrogen 
(N) cycling metrics (total 
inorganic N, Nitrification and 
N mineralization rates) ± SE for 
soils surrounding decaying litter 
in the presence and absence of 
Quercus alba (Oak) and Acer 
saccharum (Maple) roots after 
365 days

For a particular measurement, means not sharing a letter are significantly different (P < 0.05: Table S10)

n pH Total inorganic N 
(μg  g−1)

Nitrification rate 
(μg  g−1  day−1)

N Min. rate 
(μg  g−1 
 day−1)

Oak
 Roots present 11 3.93 ± 0.06a  8.22 ± 1.6a  0.02 ± 0.005a  3.46 ± 0.52a

 Roots excluded 3 3.84 ± 0.06a  12.7 ± 3.5bc  0.11 ± 0.05ab  1.29 ± 0.87bc

Maple
 Roots present 7 5.25 ± 0.20b  24.5 ± 2.1ab  3.27 ± 0.13c  2.63 ± 0.14ab

 Roots excluded 3 5.02 ± 0.25b  16.0 ± 2.7c  0.76 ± 0.70b  0.38 ± 0.54c
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increasing mycorrhizal colonization, and that the magni-
tude of root effects on decay would differ between tree spe-
cies and litter types. We found that maple roots grew faster 
and were less colonized by AM fungi in the presence of 
decaying litter (Fig. 2). Oak roots with increased rates of 
EcM colonization were associated with decreased rhizos-
phere oxidative enzyme (OX) activity in the presence of 
decaying litter (Fig. 3). However, root foraging traits and 
rhizosphere enzyme activities did not relate directly to root 
induced changes in decay. We predicted that suppressive 
effects of mycorrhizal roots on decay would be greater for 
lower quality litters (roots) than higher quality litters (fungi), 
and greater for oak roots (which associate ECM fungi) than 
maple roots (which associate with AM fungi). We found that 

living mycorrhizal roots inhibited the decay of root litter to a 
greater degree than fungal litter (Fig. 3), and the magnitude 
of this effect was greater for oak roots growing in N limited 
soils which also tended to have reduced BG activity and 
enhanced activity of oxidative (OX) enzymes (Fig. 6). Col-
lectively, our results show that mycorrhizal roots can play a 
key role in the carbon and nutrient dynamics of belowground 
litter and the potential for litter quality and tree species iden-
tity to modify that role.

Root responses to presence of decaying litter

Maple and oak roots differed in their foraging response to 
the presence of litter. Maple root production increased, and 
mycorrhizal colonization decreased (Fig. 2), consistent with 
other root pruning studies (Eissenstat et al. 2015). Maple 
roots are believed to forage more by proliferating roots rather 
than by allocating resources to mycorrhizal fungi, reflect-
ing a ‘DIY’ strategy (Bergmann et al. 2020). If greater root 
proliferation decreased nutrient or water availability for free-
living microbes, this might explain the slight suppression 
of litter decay by maple roots. Oak root foraging traits did 
not respond to litter additions (Table 1) and this lack of root 
response might be indicative of greater reliance on mycor-
rhizal foraging away from roots (Chen et al. 2018; Cheng 
et al. 2016). It is thought that EcM fungal species produc-
ing cords or rhizomorphs that span larger distances from 
root tips have greater enzymatic capabilities and thus might 
contribute to a stronger Gadgil effect in hyphosphere (soils 
surrounding hyphae) rather than rhizosphere soils (Tedersoo 
and Smith 2013). Furthermore, Oak root mycorrhization was 
negatively related to oxidative enzyme activity in rhizos-
phere soils, indicating that mycorrhizal fungi were likely 
not enhancing OX activities in root adjacent soils (Fig. 3). 
Instead, saprotrophic fungi (Baldrian 2008) or even bacteria 
(Lladó et al. 2017) might have been the primary producers 

Fig. 5  Root (and mycorrhizal fungal) induced changes in soil organic 
matter (SOM) degrading extracellular enzyme activities in soils 
dominated by either oak (Quercus alba) or maple (Acer saccharum) 
roots on the final sampling date (365 days). Data is presented for the 
following enzymes: β-Glucosidase (BG), b-1,4-N-acetylglucosamini-
dase (NAG), and oxidative (OX) enzymes (phenol oxidase and perox-
idase activities summed). Error bars represent 95% confidence inter-
vals (CIs). One sample T-tests were performed to determine whether 
root induced changes differed significantly from zero (denoted by an 
asterisk*; see Table S12 for T-test results)

Fig. 6  Relationships between 
Quercus alba (Oak) root 
induced changes ( ΔRI) in total 
soil inorganic nitrogen (N) and 
a β-Glucosidase (BG) and b 
oxidative (OX) enzyme activi-
ties after 365 days. The shaded 
confidence region around the 
regression line is a pointwise 
95% confidence interval. For 
root induced change calcula-
tions refer to Fig. 1
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OX enzymes in rhizosphere soils. Future studies should 
relate enzyme production to fungal community composition 
at increasing distances from the root to better understand the 
competitive dynamics between mycorrhizal fungi and free-
living soil saprotrophs.

Root effects on decay

Our results suggest that mycorrhizal roots can indirectly 
influence decay processes by modifying the soil environ-
ment surrounding decomposing litter. Ingrowth of maple 
roots reduced soil moisture (Fig. 4a)) which might have con-
tributed to the suppression of maple root decay (Koide and 
Wu 2003). Surprisingly, the presence of oak roots increased 
the moisture content of surrounding soils. Oak roots and 
associated EcM mycelial networks may have enhanced soil 
water retention by promoting soil aggregate formation and 
stability (Querejeta et al. 2012; Querejeta 2017). Oak and 
maple roots both increased N mineralization rates; however, 
maple roots increased nitrification rates; whereas, oak roots 
decreased nitrification rates (Table 3). These results are con-
sistent with previous studies reporting elevated nitrification 
in maple-dominated stands compared to adjacent oak-dom-
inated stands (Vitousek et al. 1982; Lovett and Mitchell, 
2004). The reasons for the differences are unclear but may 
relate root-promotion of distinct microbial communities. In 
a study conducted on the same site, Mushinski et al, (2021) 
reported that plots dominated by AM trees (many of which 
were maple-dominated) had soil microbial communities 
with fourfold more N cycling genes than ECM-dominated 
plots (many of which were oak dominated). It also suggests 
that maple roots may have been less limited by N and instead 
could have been competing for water or phosphorus (DeFor-
est and Snell 2020).

Given that oak roots stimulated N cycling to a lesser 
degree than maple roots, N availability may have contrib-
uted to a stronger Gadgil effect. Root-induced changes in 
N cycling in oak plots corresponded with reductions in the 
activity of β-glucosidase (Fig. 6), suggesting that the cost 
of synthesizing N-rich enzymes may have slowed sapro-
trophic activity. Mycorrhizal hyphae, especially those pro-
duced by EcM fungi, extend beyond the rhizosphere into 
the surrounding soil, and mycorrhizal hyphae independent 
of roots have been shown to reduce BG activity and slow 
root litter decay (Lin et al. 2019). At the same time, EcM 
fungi can accelerate N cycling via priming effects (Meier 
et al. 2015). Thus, the accelerated rates of N mineralization 
in the oak soils (Table 3) may not have provided sufficient 
N to satisfy the N demands of mycorrhizal hyphae in the 
soil surrounding decaying litter. Thus, to better understand 
root vs. mycorrhizal contributions to soil carbon and nutrient 
cycling, future studies should compare microbial parameters 
(microbial community composition, enzyme activities and 

respiration rates) within rhizosphere and hyphosphere soils 
under a range of soil conditions.

Previous studies have shown that the presence of white 
oak and sugar maple roots had contrasting effects on the 
decay of species-specific leaf litter (Brzostek et al. 2015) 
and no effect on wood decay (Malik, 2019).

Moreover, a recent study testing the Gadgil effect in a 
northern hardwood forest found that the presence of both 
EcM and AM associated roots stimulated leaf litter decay 
(Lang et al. 2020). Inconsistencies among studies testing the 
Gadgil effect in temperate forests may be attributed to vari-
ation in the quality of litter inputs (Fernandez and Kennedy 
2016; Smith and Wan 2019; Fernandez et al. 2020). Oak root 
litter utilized in this study was lower quality or had a higher 
C:N ratio (~ 41) compared to both maple root (~ 37) and 
fungal litter (~ 8). Although not measured in this study, oak 
litter is known to contain increased concentrations of tannins 
(Talbot et al. 2008; Sun et al. 2018) which can complex with 
organic N compounds and slow decay (Hättenschwiler and 
Vitousek 2000; Adamczyk et al. 2019). It is possible that 
tannin-rich oak litter formed recalcitrant complexes with 
organic N from decaying roots and fungi, slowing decompo-
sition. Greater tannin contents in oak relative to maple litter 
may have contributed to decay differences in oak and maple 
plots. Furthermore, these complexes may play an important 
role in soil C stabilization (Adamczyk et al. 2019).

The labile nature of fungal hyphae (6 X more N per unit 
C) when compared with the root litter may explain the dif-
ferential effects of living roots on root and fungal decay in 
this study. We detected a suppressive effect of maple roots 
on fungal mass loss after a year and though not statistically 
significant, the effect of oak roots showed a similar trend. 
The fungal hyphae used in this study contained significant 
concentrations of the chemically complex pigment, melanin 
(Fernandez and Koide 2014). It is possible that at this stage 
in decay, the fraction of fungal mass remaining was resistant 
to decay and there was a shift in the decomposer commu-
nity to less efficient decomposers (Fernandez and Kennedy 
2018). A previous study conducted at this site found that in 
plots dominated by maple trees but containing EcM-asso-
ciated understory vegetation, the proportion of EcM fungi 
colonizing decaying M. bicolor fungal hyphae increased 
through time (between 14 and 92 days; Beidler et al. 2020). 
Dominant EcM fungal species at the site include Cortinarius 
caperatus, Hygrophorus sordidus and Russula ochroleuca 
(Beidler et al. 2020). Genes coding for oxidative enzymes 
have been detected in the genera Cortinarius, Hygrophorus, 
and Russula (Bödeker et al. 2009); moreover Cortinarius 
spp. have been associated with the degradation of complex 
organic matter in later stages of decay (Bödeker et al. 2014). 
To account for decomposer community shifts associated 
with substrate quality, we suggest that future studies testing 
‘Gadgil effects’ on fungal decay include increased sampling 



Oecologia 

1 3

frequency to capture both shorter- and longer-term time 
intervals (Maillard et al. 2021).

Limitations and conclusions

We found that root production and mycorrhizal colonization 
were responsive to belowground litter decay and related to 
rhizosphere enzyme activity. However, we only measured 
the foraging behavior of two tree species. To develop a gen-
eralizable understanding of belowground nutrient acqui-
sition strategies, more studies are needed to test for trait 
coordination between roots and root-associated microbes for 
a greater diversity of plant species (Chen et al. 2018; Sun 
et al. 2021). We found that both oak and maple tree roots can 
have a suppressive effect on decay and that the magnitude 
of this effect was greater for low-quality root litter decaying 
in N limited mineral soils. A caveat of our design is that 
we pruned roots to ensure that they were actively growing 
and placed them in root-free, sieved soils which may have 
influenced both root responses to and effects on litter decay. 
Root pruning may result in compensatory growth responses 
including increases in specific root length or root branching 
intensity (Feng et al. 2021), as well as enhanced physiologi-
cal activity of remaining roots (Vysotskaya et al. 2004). Our 
overall percent root recovery to pruning was similar to pre-
vious studies that have utilized root ingrowth bags (~ 70%; 
Eissenstat et al. 2015; Liu et al. 2015); however, it is unclear 
how fine root responses to pruning (a proxy for root her-
bivory) might influence the activity of mycorrhizal fungi or 
competitive dynamics between roots and soil microorgan-
isms. This question is ripe for exploration in future studies.

In addition, our experimental design did not allow us 
to separate the effects of roots vs fungal hyphae on below-
ground litter decay. More field studies are needed to dis-
entangle root vs fungal contributions to the suppression of 
decay and may be accomplished using different sized mesh 
bags to exclude either roots or fungal hyphae (see Lin et al. 
2019); a technique that can be especially powerful when 
paired with microbial community and enzyme analysis (see 
Maillard et al. 2021). Despite these limitations, our findings 
demonstrate the potential for the Gadgil effect to operate on 
root and fungal inputs in temperate forests and to contribute 
to the persistence of root and fungal derived C in forest soils. 
Given the known sensitivity of root-microbe interactions to 
global change drivers (Terrer et al. 2016) and their potential 
role in forest adaptation to changing environments (Jo et al. 
2019), we need to refine our understanding of what con-
trols the direction and extent of root effects on ecosystem 
processes.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s00442- 021- 05051-1.

Acknowledgements We are grateful to Elizabeth Huenupi for facili-
tating enzyme, N cycling and C: N measurements. We would like to 
thank Brien Beidler and Sandra Cross for their assistance in the field 
and in the laboratory, as well as Megan Midgley for establishing the 
plots at Moores Creek and Michael Chitwood for maintaining IU RTP 
properties. We thank Jordan Blekking for his help in proofreading this 
manuscript and would like to thank the reviewers for their helpful com-
ments and suggestions.

Author contribution statement Both KVB and RPP conceived of and 
designed the study. KVB and YEO collected the data. SGP helped with 
root trait measurements and data interpretation. KVB. wrote the paper 
with input from all authors.

Funding Funding was provided by the Department of Energy, Envi-
ronmental System Science Program (DE‐SC0016188).

Data availability Data and code available on request from the authors.

Declarations 

Conflict of interest The authors declare that they have no conflict of 
interest.

References

Adamczyk B, Sietiö OM, Biasi C, Heinonsalo J (2019) Interaction 
between tannins and fungal necromass stabilizes fungal residues 
in boreal forest soils. New Phytol 223:16–21. https:// doi. org/ 10. 
1111/ nph. 15729

Ayres E, Steltzer H, Simmons BL et al (2009) Home-field advantage 
accelerates leaf litter decomposition in forests. Soil Biol Biochem 
41:606–610. https:// doi. org/ 10. 1016/j. soilb io. 2008. 12. 022

Baldrian P (2008) Ecology of saprotrophic basidiomycetes. Br Mycol 
Soc Symp Ser 28:19–41

Beidler KV, Phillips RP, Andrews E et al (2020) Substrate quality 
drives fungal necromass decay and decomposer community struc-
ture under contrasting vegetation types. J Ecol. https:// doi. org/ 10. 
1111/ 1365- 2745. 13385

Bergmann J, Weigelt A, Van Der Plas F et al (2020) The fungal col-
laboration gradient dominates the root economics space in plants. 
Sci Adv. https:// doi. org/ 10. 1126/ sciadv. aba37 56

Bödeker ITM, Nygren CMR, Taylor AFS et al (2009) ClassII peroxi-
dase-encoding genes are present in a phylogenetically wide range 
of ectomycorrhizal fungi. ISME J 3:1387–1395

Bödeker ITM, Clemmensen KE, de Boer W et al (2014) Ectomycor-
rhizal cortinarius species participate in enzymatic oxidation of 
humus in northern forest ecosystems. New Phytol 203:245–256

Brundrett M, Bougher N, Dell B, et al (1996) Examining mycorrhi-
zal associations. In: Working with Mycorrhizas in Forestry and 
Agriculture. ACIAR Monograph 32. Australian Centre for Inter-
national Agricultural, Canberra, Australia, pp 173–212

Brzostek ER, Dragoni D, Brown ZA, Phillips RP (2015) Mycorrhi-
zal type determines the magnitude and direction of root-induced 
changes in decomposition in a temperate forest. New Phytol 
206:1274–1282. https:// doi. org/ 10. 1111/ nph. 13303

Bunn RA, Simpson DT, Bullington LS et al (2019) Revisiting the 
‘direct mineral cycling’ hypothesis: arbuscular mycorrhizal fungi 
colonize leaf litter, but why? ISME J. https:// doi. org/ 10. 1038/ 
s41396- 019- 0403-2

https://doi.org/10.1007/s00442-021-05051-1
https://doi.org/10.1111/nph.15729
https://doi.org/10.1111/nph.15729
https://doi.org/10.1016/j.soilbio.2008.12.022
https://doi.org/10.1111/1365-2745.13385
https://doi.org/10.1111/1365-2745.13385
https://doi.org/10.1126/sciadv.aba3756
https://doi.org/10.1111/nph.13303
https://doi.org/10.1038/s41396-019-0403-2
https://doi.org/10.1038/s41396-019-0403-2


 Oecologia

1 3

Cheeke TE, Phillips RP, Brzostek ER et al (2017) Dominant mycor-
rhizal association of trees alters carbon and nutrient cycling by 
selecting for microbial groups with distinct enzyme function. New 
Phytol 214:432–442. https:// doi. org/ 10. 1111/ nph. 14343

Chen W, Koide RT, Eissenstat DM (2018) Nutrient foraging by myc-
orrhizas: From species functional traits to ecosystem processes. 
Funct Ecol 32:858–869. https:// doi. org/ 10. 1111/ 1365- 2435. 13041

Cheng L, Chen W, Adams TS et al (2016) Mycorrhizal fungi and roots 
are complementary in foraging within nutrient patches. Ecology 
97:2815–2823. https:// doi. org/ 10. 1002/ ecy. 1514

Clemmensen KE, Bahr A, Ovaskainen O et al (2013) Roots and associ-
ated fungi drive long-term carbon sequestration in boreal forest. 
Science (80-) 339:1615–1618. https:// doi. org/ 10. 1126/ scien ce. 
12319 23

DeForest JL, Snell RS (2020) Tree growth response to shifting soil 
nutrient economy depends on mycorrhizal associations. New Phy-
tol 225:2557–2566. https:// doi. org/ 10. 1111/ nph. 16299

Dijkstra FA, Carrillo Y, Pendall E, Morgan JA (2013) Rhizosphere 
priming: a nutrient perspective. Front Microbiol 4:216. https:// 
doi. org/ 10. 3389/ fmicb. 2013. 00216

Douma JC, Weedon JT (2019) Analysing continuous proportions in 
ecology and evolution: a practical introduction to beta and Dir-
ichlet regression. Methods Ecol Evol 10:1412–1430

Eissenstat DM, Kucharski JM, Zadworny M et al (2015) Linking root 
traits to nutrient foraging in arbuscular mycorrhizal trees in a tem-
perate forest. New Phytol 208:114–124. https:// doi. org/ 10. 1111/ 
nph. 13451

Feng Z, Kong D, Kong Y et al (2021) Coordination of root growth with 
root morphology, physiology and defense functions in response 
to root pruning in Platycladus orientalis. J Adv Res. https:// doi. 
org/ 10. 1016/j. jare. 2021. 07. 005

Fernandez CW, Koide RT (2014) Soil Biology & Biochemistry Initial 
melanin and nitrogen concentrations control the decomposition 
of ectomycorrhizal fungal litter. Soil Biol Biochem 77:150–157. 
https:// doi. org/ 10. 1016/j. soilb io. 2014. 06. 026

Fernandez CW, Kennedy PG (2016) Revisiting the “Gadgil effect”: 
do interguild fungal interactions control carbon cycling in forest 
soils? New Phytol 209:1382–1394. https:// doi. org/ 10. 1111/ nph. 
13648

Fernandez CW, Kennedy PG (2018) Melanization of mycorrhizal fun-
gal necromass structures microbial decomposer communities. J 
Ecol 106:468–479. https:// doi. org/ 10. 1111/ 1365- 2745. 12920

Fernandez CW, See CR, Kennedy PG (2020) Decelerated carbon 
cycling by ectomycorrhizal fungi is controlled by substrate quality 
and community composition. New Phytol 226:569–582. https:// 
doi. org/ 10. 1111/ nph. 16269

Fox J, Weisberg S (2019) An R companion to applied regression, 3rd 
edn

Frey SD (2019) Mycorrhizal fungi as mediators of soil organic matter 
dynamics. Annu Rev Ecol Evol Syst 50:237–259. https:// doi. org/ 
10. 1146/ annur ev- ecols ys- 110617- 062331

Gadgil RL, Gadgil PD (1971) Mycorrhiza and litter decomposition. 
Nature 233:133. https:// doi. org/ 10. 1038/ 23313 3a0

Gadgil RL, Gadgil PD (1975) Suppression of litter decomposition by 
mycorrhizal roots of Pinus radiata. New Zeal J for Sci 5:33–41

Godbold DL, Hoosbeek MR, Lukac M et  al (2006) Mycorrhizal 
hyphal turnover as a dominant process for carbon input into soil 
organic matter. Plant Soil 281:15–24. https:// doi. org/ 10. 1007/ 
s11104- 005- 3701-6

Grelet GA, Johnson D, Paterson E et al (2009) Reciprocal carbon and 
nitrogen transfer between an ericaceous dwarf shrub and fungi 
isolated from Piceirhiza bicolorata ectomycorrhizas. New Phytol 
182:359–366. https:// doi. org/ 10. 1111/j. 1469- 8137. 2009. 02813.x

Guo D, Li H, Mitchell RJ et al (2008) Fine root heterogeneity by 
branch order: exploring the discrepancy in root turnover estimates 

between minirhizotron and carbon isotopic methods. New Phytol 
177:443–456

Han M, Sun L, Gan D et al (2020) Root functional traits are key deter-
minants of the rhizosphere effect on soil organic matter decompo-
sition across 14 temperate hardwood species. Soil Biol Biochem. 
https:// doi. org/ 10. 1016/j. soilb io. 2020. 108019

Hättenschwiler S, Vitousek PM (2000) The role of polyphenols in ter-
restrial ecosystem nutrient cycling. Trends Ecol Evol 15:238–242

Hodge A (2004) The plastic plant: root responses to heterogeneous 
supplies of nutrients. New Phytol 162:9–24. https:// doi. org/ 10. 
1111/j. 1469- 8137. 2004. 01015.x

Jackson RB, Lajtha K, Crow SE et al (2017) The ecology of soil car-
bon: pools, vulnerabilities, and biotic and abiotic controls. Annu 
Rev Ecol Evol Syst 48:419–445. https:// doi. org/ 10. 1146/ annur 
ev- ecols ys- 112414- 054234

Jo I, Fei S, Oswalt CM et al (2019) Shifts in dominant tree mycorrhi-
zal associations in response to anthropogenic impacts. Sci Adv. 
https:// doi. org/ 10. 1126/ sciadv. aav63 58

Koide RT, Wu T (2003) Ectomycorrhizas and retarded decomposition 
in a Pinus resinosa plantation. New Phytol 158:401–407. https:// 
doi. org/ 10. 1046/j. 1469- 8137. 2003. 00732.x

Kuzyakov Y, Friedel JK, Stahr K (2000) Review of mechanisms and 
quantification of priming effects. Soil Biol Biochem 32:1485–
1498. https:// doi. org/ 10. 1016/ S0038- 0717(00) 00084-5

Lang AK, Jevon FV, Vietorisz CR et al (2020) Fine roots and mycor-
rhizal fungi accelerate leaf litter decomposition in a northern hard-
wood forest regardless of dominant tree mycorrhizal associations. 
New Phytol 230:316–326. https:// doi. org/ 10. 1111/ nph. 17155

Liese R, Alings K, Meier IC (2017) Root branching is a leading root 
trait of the plant economics spectrum in temperate trees. Front 
Plant Sci. https:// doi. org/ 10. 3389/ fpls. 2017. 00315

Lin G, Chen Z, Zeng DH (2019) Presence of mycorrhizal fungal 
hyphae rather than living roots retards root litter decomposition. 
Forests. https:// doi. org/ 10. 3390/ f1006 0502

Liu B, Li H, Zhu B et al (2015) Complementarity in nutrient forag-
ing strategies of absorptive fine roots and arbuscular mycorrhizal 
fungi across 14 coexisting subtropical tree species. New Phytol 
208:125–136. https:// doi. org/ 10. 1111/ nph. 13434

Lladó S, López-Mondéjar R, Baldrian P (2017) Forest soil bacteria: 
diversity, involvement in ecosystem processes, and response to 
global change. Microbiol Mol Biol Rev 81:1–27. https:// doi. org/ 
10. 1128/ mmbr. 00063- 16

Lovett GM, Mitchell MJ (2004) Sugar maple and nitrogen cycling in 
the forests of eastern North America. Front Ecol Environ 2:81–88

Maillard F, Kennedy PG, Adamczyk B et al (2021) Root presence 
modifies the long-term decomposition dynamics of fungal necro-
mass and the associated microbial communities in a boreal forest. 
Mol Ecol 30:1921–1935. https:// doi. org/ 10. 1111/ mec. 15828

Malik RJ (2019) No “Gadgil effect”: temperate tree roots and soil 
lithology are effective predictors of wood decomposition. For 
Pathol. https:// doi. org/ 10. 1111/ efp. 12506

Meier IC, Pritchard SG, Brzostek ER et al (2015) The rhizosphere and 
hyphosphere differ in their impacts on carbon and nitrogen cycling 
in forests exposed to elevated CO2. New Phytol 205:1164–1174. 
https:// doi. org/ 10. 1111/ nph. 13122

Meier IC, Finzi AC, Phillips RP (2017) Root exudates increase N avail-
ability by stimulating microbial turnover of fast-cycling N pools. 
Soil Biol Biochem 106:119–128. https:// doi. org/ 10. 1016/j. soilb 
io. 2016. 12. 004

Midgley MG, Phillips RP (2019) Spatio-temporal heterogeneity in 
extracellular enzyme activities tracks variation in saprotrophic 
fungal biomass in a temperate hardwood forest. Soil Biol Bio-
chem. https:// doi. org/ 10. 1016/j. soilb io. 2019. 107600

Midgley MG, Brzostek E, Phillips RP (2015) Decay rates of leaf litters 
from arbuscular mycorrhizal trees are more sensitive to soil effects 

https://doi.org/10.1111/nph.14343
https://doi.org/10.1111/1365-2435.13041
https://doi.org/10.1002/ecy.1514
https://doi.org/10.1126/science.1231923
https://doi.org/10.1126/science.1231923
https://doi.org/10.1111/nph.16299
https://doi.org/10.3389/fmicb.2013.00216
https://doi.org/10.3389/fmicb.2013.00216
https://doi.org/10.1111/nph.13451
https://doi.org/10.1111/nph.13451
https://doi.org/10.1016/j.jare.2021.07.005
https://doi.org/10.1016/j.jare.2021.07.005
https://doi.org/10.1016/j.soilbio.2014.06.026
https://doi.org/10.1111/nph.13648
https://doi.org/10.1111/nph.13648
https://doi.org/10.1111/1365-2745.12920
https://doi.org/10.1111/nph.16269
https://doi.org/10.1111/nph.16269
https://doi.org/10.1146/annurev-ecolsys-110617-062331
https://doi.org/10.1146/annurev-ecolsys-110617-062331
https://doi.org/10.1038/233133a0
https://doi.org/10.1007/s11104-005-3701-6
https://doi.org/10.1007/s11104-005-3701-6
https://doi.org/10.1111/j.1469-8137.2009.02813.x
https://doi.org/10.1016/j.soilbio.2020.108019
https://doi.org/10.1111/j.1469-8137.2004.01015.x
https://doi.org/10.1111/j.1469-8137.2004.01015.x
https://doi.org/10.1146/annurev-ecolsys-112414-054234
https://doi.org/10.1146/annurev-ecolsys-112414-054234
https://doi.org/10.1126/sciadv.aav6358
https://doi.org/10.1046/j.1469-8137.2003.00732.x
https://doi.org/10.1046/j.1469-8137.2003.00732.x
https://doi.org/10.1016/S0038-0717(00)00084-5
https://doi.org/10.1111/nph.17155
https://doi.org/10.3389/fpls.2017.00315
https://doi.org/10.3390/f10060502
https://doi.org/10.1111/nph.13434
https://doi.org/10.1128/mmbr.00063-16
https://doi.org/10.1128/mmbr.00063-16
https://doi.org/10.1111/mec.15828
https://doi.org/10.1111/efp.12506
https://doi.org/10.1111/nph.13122
https://doi.org/10.1016/j.soilbio.2016.12.004
https://doi.org/10.1016/j.soilbio.2016.12.004
https://doi.org/10.1016/j.soilbio.2019.107600


Oecologia 

1 3

than litters from ectomycorrhizal trees. J Ecol 103:1454–1463. 
https:// doi. org/ 10. 1111/ 1365- 2745. 12467

Moore JAM, Jiang J, Patterson CM et al (2015) Interactions among 
roots, mycorrhizas and free-living microbial communities dif-
ferentially impact soil carbon processes. J Ecol 103:1442–1453. 
https:// doi. org/ 10. 1111/ 1365- 2745. 12484

Mushinski RM, Payne ZC, Raff JD et al (2021) Nitrogen cycling micro-
biomes are structured by plant mycorrhizal associations with con-
sequences for nitrogen oxide fluxes in forests. Glob Chang Biol 
27:1068–1082. https:// doi. org/ 10. 1111/ gcb. 15439

Netherway T, Bengtsson J, Krab EJ, Bahram M (2021) Biotic interac-
tions with mycorrhizal systems as extended nutrient acquisition 
strategies shaping forest soil communities and functions. Basic 
Appl Ecol 50:25–42. https:// doi. org/ 10. 1016/j. baae. 2020. 10. 002

Pausch J, Kuzyakov Y (2018) Carbon input by roots into the soil: quan-
tification of rhizodeposition from root to ecosystem scale. Glob 
Change Biol 24:1–12. https:// doi. org/ 10. 1111/ gcb. 13850

Phillips RP, Fahey TJ (2006) Tree species and mycorrhizal associa-
tions influence the magnitude of rhizosphere effects. Ecology 
87:1302–1313. https:// doi. org/ 10. 1890/ 0012- 9658(2006) 87[1302: 
TSAMAI] 2.0. CO;2

Querejeta JI (2017) Soil water retention and availability as influenced 
by mycorrhizal symbiosis: consequences for individual plants, 
communities, and ecosystems. Elsevier Inc.

Querejeta JI, Egerton-Warburton LM, Prieto I et al (2012) Changes 
in soil hyphal abundance and viability can alter the patterns of 
hydraulic redistribution by plant roots. Plant Soil 355:63–73. 
https:// doi. org/ 10. 1007/ s11104- 011- 1080-8

R Core Team (2020) R: a language and environment for statistical com-
puting. R Foundation for Statistical Computing, Vienna, Austria. 
https:// www.R- proje ct. org/

Shah F, Nicolás C, Bentzer J et al (2016) Ectomycorrhizal fungi decom-
pose soil organic matter using oxidative mechanisms adapted from 
saprotrophic ancestors. New Phytol 209:1705–1719. https:// doi. 
org/ 10. 1111/ nph. 13722

Smith GR, Wan J (2019) Resource-ratio theory predicts mycorrhizal 
control of litter decomposition. New Phytol 223:1595–1606. 
https:// doi. org/ 10. 1111/ nph. 15884

Sulman BN, Brzostek ER, Medici C et al (2017) Feedbacks between 
plant N demand and rhizosphere priming depend on type of myc-
orrhizal association. Ecol Lett 20:1043–1053. https:// doi. org/ 10. 
1111/ ele. 12802

Sun T, Hobbie SE, Berg B et  al (2018) Contrasting dynamics 
and trait controls in first-order root compared with leaf litter 

decomposition. Proc Natl Acad Sci USA 115:10392–10397. 
https:// doi. org/ 10. 1073/ pnas. 17165 95115

Sun L, Ataka M, Han M et al (2021) Root exudation as a major com-
petitive fine-root functional trait of 18 coexisting species in a 
subtropical forest. New Phytol 229:259–271. https:// doi. org/ 10. 
1111/ nph. 16865

Talbot JM, Allison SD, Treseder KK (2008) Decomposers in disguise: 
mycorrhizal fungi as regulators of soil C dynamics in ecosystems 
under global change. Funct Ecol 22:955–963

Tedersoo L, Smith ME (2013) Lineages of ectomycorrhizal fungi revis-
ited: foraging strategies and novel lineages revealed by sequences 
from belowground. Fungal Biol Rev 27:83–99

Terrer C, Vicca S, Hungate BA et al (2016) Mycorrhizal association as 
a primary control of the CO2 fertilization effect. Science 353:72–
74. https:// doi. org/ 10. 1126/ scien ce. aaf46 10

Träger S, Milbau A, Wilson SD (2017) Potential contributions of root 
decomposition to the nitrogen cycle in arctic forest and tundra. 
Ecol Evol 7:11021–11032. https:// doi. org/ 10. 1002/ ece3. 3522

Vitousek PM, Gosz JR, Grier CC et al (1982) A comparative analysis 
of potential nitrification and nitrate mobility in forest ecosystems. 
Ecol Monogr 52:155–177. https:// doi. org/ 10. 2307/ 19426 09

Vogt KA, Persson H (1991) Measuring growth and development 
of roots. In: Lassoie JP, Hinckley TM (eds) Techniques and 
approaches in forest tree ecophysiology. CRC Press, pp 447–501

Vysotskaya LB, Arkhipova TN, Timergalina LN et al (2004) Effect 
of partial root excision on transpiration, root hydraulic conduct-
ance and leaf growth in wheat seedlings. Plant Physiol Biochem 
42:251–255. https:// doi. org/ 10. 1016/j. plaphy. 2004. 01. 004

Warren JM, Hanson PJ, Iversen CM et al (2015) Root structural and 
functional dynamics in terrestrial biosphere models - evaluation 
and recommendations. New Phytol 205:59–78. https:// doi. org/ 10. 
1111/ nph. 13034

Wurzburger N, Brookshire ENJ (2017) Experimental evidence that 
mycorrhizal nitrogen strategies affect soil carbon. Ecology 
98:1491–1497. https:// doi. org/ 10. 1002/ ecy. 1827

Yin L, Feike DA, Wang P, et al (2018) Rhizosphere priming effects on 
soil carbon and nitrogen dynamics among tree species with and 
without intraspecific competition. New Phytol 218:1036–1048. 
https:// doi. org/ 10. 1111/ nph. 15074

Zak DR, Pellitier PT, Argiroff WA et al (2019) Exploring the role 
of ectomycorrhizal fungi in soil carbon dynamics. New Phytol 
223:33–39

https://doi.org/10.1111/1365-2745.12467
https://doi.org/10.1111/1365-2745.12484
https://doi.org/10.1111/gcb.15439
https://doi.org/10.1016/j.baae.2020.10.002
https://doi.org/10.1111/gcb.13850
https://doi.org/10.1890/0012-9658(2006)87[1302:TSAMAI]2.0.CO;2
https://doi.org/10.1890/0012-9658(2006)87[1302:TSAMAI]2.0.CO;2
https://doi.org/10.1007/s11104-011-1080-8
https://www.R-project.org/
https://doi.org/10.1111/nph.13722
https://doi.org/10.1111/nph.13722
https://doi.org/10.1111/nph.15884
https://doi.org/10.1111/ele.12802
https://doi.org/10.1111/ele.12802
https://doi.org/10.1073/pnas.1716595115
https://doi.org/10.1111/nph.16865
https://doi.org/10.1111/nph.16865
https://doi.org/10.1126/science.aaf4610
https://doi.org/10.1002/ece3.3522
https://doi.org/10.2307/1942609
https://doi.org/10.1016/j.plaphy.2004.01.004
https://doi.org/10.1111/nph.13034
https://doi.org/10.1111/nph.13034
https://doi.org/10.1002/ecy.1827
https://doi.org/10.1111/nph.15074

	Mycorrhizal roots slow the decay of belowground litters in a temperate hardwood forest
	Abstract
	Introduction
	Materials and methods
	Site description
	Decomposition measurements
	Root trait measurements
	Soil measurements
	Calculations and statistical tests

	Results
	Root responses to presence of decaying litter
	Root effects on decay

	Discussion
	Root responses to presence of decaying litter
	Root effects on decay
	Limitations and conclusions

	Acknowledgements 
	References




