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Abstract. Ecosystem function is the outcome of species interactions, traits, and niche overlap – all of which are influenced by evolution. However, it is not well understood how the
tempo and mode of niche evolution can influence ecosystem function. In evolutionary models
where either species differences accumulate through random drift in a single trait or species differences accumulate through divergent selection among close relatives, we should expect that
ecosystem function is strongly related to diversity. However, when strong selection causes species to converge on specific niches or when novel traits that directly affect function evolve in
some clades but not others, the relationship between diversity and ecosystem function might
not be very strong. We test these ideas using a field experiment that established plant mixtures
with differing phylogenetic diversities and we measured ten different community functions. We
show that some functions were strongly predicted by species richness and mean pairwise phylogenetic distance (MPD, a measure of phylogenetic diversity), including biomass production
and the reduction of herbivore and pathogen damage in polyculture, while other functions had
weaker (litter production and structural complexity) or nonsignificant relationships (e.g.,
flower production and arthropod abundance) with MPD and richness. However, these divergent results can be explained by different models of niche evolution. These results show that
diversity-ecosystem function relationships are the product of evolution, but that the nature of
how evolution influences ecosystem function is complex.
Key words: biodiversity; community ecology; ecosystem function; evolutionary models; multifunctionality;
phylogenetic diversity; plant ecology.

INTRODUCTION
Healthy ecosystems provide a multitude of functions,
with some delivering irreplaceable benefits to human societies (Costanza et al. 1997, Mace et al. 2012). Maximizing ecosystem multi-functioning means that carbon is
sequestered (Chapin et al. 2000) – providing a potential
pathway to help manage CO2 pollution; nutrients are
cycled – helping to reduce excesses produced by modern
industry (Spehn et al. 2005); pollinator food and habitat
are provided (Ghazoul 2006) – contributing to increased
crop yields (Klein et al. 2007); and storm water flow is
regulated and air quality improved by pollution reduction
– leading to higher quality of life in urban areas (Nowak
et al. 2013, Hansen et al. 2015). Some of these functions
have been shown to increase with species diversity
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(Tilman et al. 2001, Balvanera et al. 2006, Cardinale
et al. 2006), while others have not been adequately tested.
The nature of the effect of diversity on function depends
on two main factors, the role of coexistence mechanisms
and direct species contributions to these functions. Under
coexistence, some functions are maximized when niche
space is filled and more of the total available resource pool
is utilized (Tilman 1999, Carroll et al. 2011, Turnbull
et al. 2013). For example, community biomass increases
with increasing richness if species utilize different
resources (Gravel et al. 2011). Conversely, individual species contributions to function may be trait dependent,
without a direct link to coexistence (Lavorel et al. 2011).
For example, the abundances of two species using the
exact same resources and with the same local fitness would
be determined by neutral dynamics, but they would have
unequal contributions to pollinator support if one was
insect pollinated and the other pollinated by wind.
While these mechanisms are influenced by ecological
processes, they are also the products of evolution, and
can potentially be predicted by models of niche evolution.
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Niche differentiation allowing coexistence depends on a
tendency for species to differ in meaningful ways – either
through evolutionary drift in allopatry, which is often
described by a Brownian motion model of ecological drift
(e.g., Butler and King 2004, Cadotte and Davies 2016), or
under divergent selection in sympatry (Clarke et al. 2015,
Nuismer and Harmon 2015). Alternatively, species’ traits
can remain similar to ancestors because these trait values
represent optimal states and are reinforced by stabilizing
selection, as defined by Ornstein-Uhlenbeck models of
evolution (Butler and King 2004). Traits that directly
affect ecosystem function could have evolved under a
number of evolutionary models, including one where key
traits are tied into evolutionary diversification (Simpson
1944) and clades of close relatives possess these novel
traits. For example, the evolution of novel flower types
that increase attractiveness to pollinators or symbiotic
relationships with soil bacteria that convert atmospheric
nitrogen into ammonium are clade level traits that have
not only influenced diversification but also directly contribute to ecosystem function.
Different evolutionary models make divergent predictions about diversity-function relationships. Several studies
have tested the hypothesis that increased phylogenetic
diversity (PD) should result in higher ecosystem function,
and have compared the explanatory value of PD to that
provided by species richness (Cadotte et al. 2008, Flynn
et al. 2011, Cadotte 2013, 2015b, Venail et al. 2015), but
all of these studies lack a specific expectation based on
evolutionary models. We might na€ıvely assume that ecosystem function increases with both richness and mean pairwise phylogenetic distances (MPD) if niche differences are
explained by the distances on phylogenetic trees (e.g.,
Cadotte 2015a), but this might not be what is precisely predicted by most evolutionary models. Under Brownian
motion (BM), where niche differences are influenced by a
single trait, we should expect that ecosystem function is
explained by both richness and MPD, but that the variance in ecosystem function increases with increasing
MPD, making it a weaker predictor than richness (Cadotte
et al. 2017). There should be a weaker relationship
between function and both richness and MPD under Ornstein-Uhlenbeck model if the selection strength keeping
species at an optimal niche state is strong, reducing the
evolution of complementary species. Speciation events that
are associated with niche divergence will result in a positive
relationship between phylogenetic distance and niche difference (Nuismer and Harmon 2015), and hence there
should be a strong positive relationship between function
and both richness and MPD, but we should expect that
MPD should be a better predictor. Conversely, if single
species or a group of closely related species provide maximal function then as diversity increases or more distantly
related species added, the function might be reduced.
Although the evolutionary origins of single functions
are central to the question of diversity-function relationships, ecosystems provide multiple functions simultaneously, and this multivariate nature of ecosystem function
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can be measured using statistical measures of ‘multifunctionality’ that combine individual functions into aggregate
indices (Byrnes et al. 2014b). A number of recent papers
have shown that multifunctionality measures that combine
single functions generally increase with increasing diversity
(Hector and Bagchi 2007, Gamfeldt et al. 2008, Zavaleta
et al. 2010, Bradford et al. 2014, Lefcheck et al. 2015),
and this positive relationship happens because either all
single functions increase (Byrnes et al. 2014b) with diversity or diverse assemblages contain different species that
provide or maximize different functions (Gamfeldt et al.
2008). By definition, these metrics obfuscate specific inferences about the ecological mechanisms influencing function, or the evolution underpinning these mechanisms
(Byrnes et al. 2014a, Dooley et al. 2015), and so it is not
entirely clear what an MPD-multifunction relationship
should look like, but it should depend on the dominant
evolutionary model explaining single functions.
We simulated species niche differences using three different models of niche evolution (Brownian motion,
Ornstein-Uhlenbeck, and divergent selection) and a
fourth model of the evolution of novel traits that directly
influence ecosystem function regardless of coexistence
via niche differences. We then examine the relationships
between 10 measured ecosystem functions and both
richness and mean pairwise phylogenetic distance from a
field experiment and infer how evolution has shaped
ecosystem function. Finally, we examine how multifunctionality indices capture the fact that different models of
evolution influence individual functions.
MATERIALS AND METHODS
Simulations
We created simulations using the R programming language (R Development Core Team 2013) to examine
how the four different models of evolution (Brownian
motion (BM), niche divergence (ND), Ornstein-Uhlenbeck (OU), and evolution of novel traits (NT)) predict
ecosystem function (see supporting information for R
code). In all cases described herein, simulations were run
1,000 times, with random 64-species phylogenetic trees
created in each iteration, assemblages contain 1 to 4 species (to match the experimental design described in the
next section), and for the BM, OU, and ND, the niche is
a single resource axis bounded from 0 to 1, with species’
niches being normally distributed about an optimal
niche value that evolves according to the specific evolutionary model, and the final niche curve for each species
has an average standard deviation of 0.2. The ultrametric phylogenetic trees used in these simulations were created using the rcoal function in the ape package (Paradis
et al. 2004).
Brownian motion (BM) niche evolution.—We evolved
species’ optimal niche values across the random phylogenetic tree with the ancestral niche value set at 0 using
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the rTraitCont function in the R package APE (Paradis
et al. 2004). The rate of evolution (sigma) was held constant at 1. We then rescaled the 64 optimal niche values
to be between 0 and 1 and added on the normally distributed niche centred at the niche values by drawing
minimum and maximum values from a normal distribution. A species niche is a certain proportion of the niche
axis occupied by this niche distribution. Niche distributions that extended beyond 0 or 1 were truncated.
Ornstein-Uhlenbeck (OU) evolution.—We evolved species differences following an OU model using a similar
set of procedures as described for BM evolution. The
rate of evolution (sigma) was again set to 1, and the
strength of selection (alpha) was set to 10.
Niche divergent evolution (ND).—Whereas BM produces
a triangular relationship between phylogenetic distance
and niche difference (Cadotte et al. 2017), where close relatives are very similar and distantly related species show
high variance in similarity, divergent niche evolution creates a linear relationship between phylogenetic distance
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and ecological differences (Nuismer and Harmon 2015).
To recover this linear relationship we selected a species in
the center of the phylogeny and used the patristic distances
from this species to all others to scale niche differences
multiplied by a normally distributed error term to introduce some “noise” into the relationship between phylogenetic distance and niche difference. Once again niches
were normally distributed around this optimal niche value
(see description in the previous section) and truncated if
less than 0 or greater than 1.
Evolution of novel traits (NT).—Here we wanted to
model the evolution of traits that contribute to ecosystem function directly rather than via niche differences.
We evolved this effect trait directly using a BM model.
We then identified all clades in the 64-species phylogeny
with between four and eight species and randomly
selected one of these clades and multiplied the evolved
trait values by a constant (x3 in our simulations). These
traits were then scaled by the maximum trait value to
represent species relative contributions to ecosystem
function (see cartoon at the top of Fig. 1).

FIG. 1. The simulated relationships between both species richness and phylogenetic diversity with ecosystem function under
three different evolutionary mechanisms: (a) Brownian motion evolution; (b) Ornstein-Uhlenbeck model; (c) divergent niche
evolution; and (d) the evolution of novel traits. The relative explanatory power of the function-MPD relationships are shown with
the distribution of R-squared values (bottom row).
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Turning niches and traits into ecosystem function.—The
above four routines produced niche or trait values that
we then used in simulations of ecosystem function. For
the niches produced by BM, OU, and ND, we created
monoculture values as the proportion of the niche axis
occupied by the niche distributions of species. For polycultures, we randomly sampled two, three, or four species and calculated the proportion of the niche axis
occupied by the species, while not double counting the
overlapping portions of the niche distributions. In these
simulations, ecosystem function is simply the proportion
of the niche axis being utilized by an assemblage and
assumes that all species coexist (e.g., there are minimal
fitness differences, which are much less than niche differences). This concept of ecosystem function matches
those functions that depend on the amount of the available resources being utilized, biomass production for
example (Tilman 1999).
For the direct trait contributions to ecosystem function from the NT model, we took the standardized trait
values described above as monoculture values. For polycultures, we assumed that this contribution was diluted
by other species by dividing this contribution by the
number of species in polyculture, and calculated
ecosystem function as the direct trait contribution multiplied by species proportional abundances, which were
simply 1/S, where S is the number of species in polyculture.
For each polyculture in the above simulations, we also
recorded the number of species and the mean pairwise
phylogenetic distance (MPD).
Analysis of simulation results.—For individual functions
produced by these four evolutionary models, we used
linear models using either the number of species or
MPD to predict ecosystem function. In order to assess
which evolutionary model produced the strongest relationships between ecosystem function and MPD, we ran
simulations 1,000 times and examined the distribution of
R-squared values from linear models.
We also ran simulations and calculated multifunctionality by standardizing each individual function (Byrnes
et al. 2014b) and regressing the average function with
both species number and MPD. We simulated eight
ecosystem functions, two from each of the above three
evolutionary models and compared this to eight ecosystem functions produced by BM alone to determine how
mixing ecosystem functions from different models influences multifunction measures.
Field experiment
This experimental design is explained in detail in
Cadotte (2013), but briefly the experiment was conducted in an old field at the University of Toronto’s Koffler Scientific Reserve (44°020 N, 79°310 W). In 2010,
One hundred 2 9 2 m plots were evenly spaced, separated by 1 m and seeded with 1, 2 or 4 species from a
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pool of 17, including: Andropogon gerardii (Vitman, Poaceae); Schizachyrium scoparium ([Michx.] Nash, Poaceae); Elymus canadensis (L., Poaceae); E. trachycaulus
([Link) Gould ex Shinners, Poaceae); Asclepias tuberosa
(L., Asclepiadaceae); Doellingeria umbellata ([Mill.]
Nees, Asteraceae); Liatris cylindracea (Michx., Asteraceae); Rudbeckia hirta (L. Asteraceae); Solidago nemoralis (Aiton, Asteraceae); Oligoneuron album ([Nutt.] G.
L. Nesom, Asteraceae); Desmodium canadense (L.,
Fabaceae); Lespedeza capitata (Michx., Fabaceae); Monarda fistulosa (L., Lamiaceae); Pycnanthemum tenuifolium (Schrad., Lamiaceae); P. virginianum ([L.] T. Dur &
B. D. Jacks. Ex B. L. Rob & Fernald, Lamiaceae); Penstemon digitalis (Nutt. Ex Sims, Scrophulariaceae); and
P. hirsutus (L. Willd., Scrophulariaceae).
As described in Cadotte (2013), four species did not
germinate (D. umbellata, L. cylindracea, O. album and
P. digitalis). In late fall 2010, L. cylindricea and O. album were replaced with Solidago altissima (L., Asteraceae), and D. umbellata and P. digitalis were dropped
from the experiment and several of the 4-species plots
became 3-species treatments, and several of the 2-species
plots became monocultures.
The polycultures were crossed with three treatments:
(1) short; (2) medium; and (3) long phylogenetic distances. For the medium treatment, plots contain moderately distantly related species, or a mix of close and
distant relatives. All species monocultures were replicated three times, small and large phylogenetic distance
treatments were replicated 7 times each for each richness
level, and the medium treatments were replicated 9
times, for each richness level. Plots we weeded throughout the growing season to exclude unplanted species.
Sampling functions.—We sampled 10 different community-level functions that span a number of different
influences of plant diversity including resource dynamics, energy flow, and support for other trophic levels.
Soil nitrogen.—Composite soil samples were collected to
a depth of 20 cm from each plot in June and August of
2013. Samples were air-dried, sieved, and analyzed for
nitrogen with dry combustion (LECO FP428). Delta N
values represent the change in percent soil nitrogen
from June to August. Here, a decrease in Delta N across
the growing season indicates a positive functional
response, and vice versa (following Scherer-Lorenzen
et al. 2003).
Total arthropod richness and abundance.—Each plot was
sampled twice (late July and mid August 2012) using
sweep nets. The nets were rapidly passed through the
vegetation in each plot 30 times and insects were preserved in ethanol. Species were identified to genus or
species using Marshall (2006) and counted.
Biomass production and litter.—In mid August 2012,
2013, and 2014, 0.1 9 1 m strips were delineated in each
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plot, not overlapping with previous years samples and at
least 0.25 m away from any plot edge. All aboveground
biomass was removed by cutting vegetation at soil surface, and was sorted into constituent species as well as
litter (i.e., dead or dying material not connected to a living stem). All samples were dried in a VWR drying oven
(VWR International, Radnor, PA, USA) at 50°C for 2 d,
and then weighed using a Mettler Toledo ML Series precision balance (Mettler Toledo Canada, Mississauga,
ON, Canada). We averaged the biomass estimates across
all 3 yr in our analysis.
Damage reduction.—In August 2014, ten plants for each
species were randomly selected in each plot. For each
sampled plant, we counted the total number of leaves,
the number of leaves exhibiting insect herbivore damage,
the number of leaves exhibiting disease damage, and estimated the percent leaf area damaged. For our analyses
we calculated the proportion of damaged leaves (by both
herbivores and disease) and estimated the reduction in
damage (/) in plot i as the inverse of the log response
ratio:
 
Si
X
dji
/i ¼ 
log 
dj
j
where Si is the number of species in polyculture i, dji is
the proportion of leaves diseased or damaged for species
j in plot i, and dj is the average monoculture proportion
of leaves diseased or damaged for species j.
Decomposition.— In late June 2013, we placed two nylon
mesh bags filled with dried and weighed Solidago altissima leaves in each plot. Bags were collected after 1 and
2 months and the contents were dried and weighed. Here
we show the mass lost after 2 months as our measure of
decomposition. We chose S. altissima as our indicator
species as it was the most abundant species surrounding
our experimental plots, but we did not assess within species diversity which could influence decomposition and
other functions (Crutsinger et al. 2006, Wang et al.
2014).
Flower production.—From the experimental species
pool, 10 of the plant species produced flowers; however,
only 9 flowered during the 2013 field season. Weekly
counts of flower abundance for those 9 species were
taken from early June to the end of September 2013.
Plots with large abundances of flowers were quartered
and the total number of flowers was estimated by multiplying the number of flowers counted in the randomly
selected quarter by 4. The flower abundances for the Solidago species were estimated based on the number of
flowering branches found on a single plant, these estimates were in reference to fully counted Solidago plants.
Missed flower counts for some observation days were
estimated using mean interpolation.
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Pollinator abundance.—Pollinator abundance was measured during the 2013 field season using biweekly 10-min
plot observations. Based on personal observations and
because rare flowers are more stochastic, plots with less
than 10 flowers were not observed as we were unlikely to
observe visits. During the 10-min sampling period any
insect that landed on a flower within the plot, including
accidental visitors, were counted as a potential pollinator.
Plot observations occurred between 10 am to 3 pm, and
were only conducted when sunny or partially cloudy. We
recorded pollinators to morpho-species, and the number
of times that type of pollinator was observed.
Structural complexity.—Structural complexity refers to
the three-dimensional habitat structure provided by the
vegetation assemblage, which represents habitat heterogeneity for other tropic levels (Beals 2006). Here we use
a simplifying definition of the structural complexity of
an assemblage as the number of leaf layers between the
ground and top of the plant canopy (e.g., leaf area index
– LAI). We measured LAI using the LP-80 AccuPAR
PAR/LAI ceptometer (Decagon Devices, Inc. Pullman,
WA, USA), which estimates LAI by the fraction of photosynthetically active radiation (PAR) standardized by
the average leaf absorption of light.
Phylogeny.—The phylogeny construction is described in
Cadotte (2013), but briefly, GenBank (Benson et al.
2005) was queried for five commonly sequenced genes:
matK, rbcl, ITS1, ITS2 and 5.8s, for each species plus
two representatives of early diverging angiosperm lineages as outgroup species, Amborella trichopoda (Baill.)
and Magnolia grandiflora (L.). Sequences were aligned
using MUSCLE (Edgar 2004) and models of nucleotide
substitution for each gene were selected using the Akaike
Information Criterion, as implemented in Modeltest
(Posada and Crandall 1998, 2001).
The maximum likelihood phylogeny using the
PHYML algorithm (Guindon and Gascuel 2003, Anisimova and Gascuel 2006) was used to estimate the
phylogeny. The tree was made ultrametric using a semiparametric rate smoothing method (Sanderson 2002) to
transform the phylogeny using the chronopl function in
the R package ape (Paradis et al. 2004) and the tree was
time calibrated to 160 million yr.
Analyses.—We used general linear models to estimate
the ability of mean pairwise phylogenetic distance to
explain variation in ecosystem function for each of the
ten functions. We also calculated multifunctionality by
standardizing each individual function (Byrnes et al.
2014b) and regressing the average function with MPD.
We also examined threshold approaches advocated by
(Byrnes et al. 2014b), where we analyze the relationship
between MPD and the number of functions surpassing a
threshold amount of functioning (e.g., number of plots
surpassing 50% of the maximum function observed).
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RESULTS
Simulations
The three coexistence-based evolutionary processes
created positive diversity-ecosystem function relationships (Fig. 1). For BM, ND, and OU niche evolution,
ecosystem function increased with greater species richness and MPD (Fig. 1a–c), but the magnitude and
strengths of these relationships depended on the model
of evolution. BM produced strong correlations between
species richness and ecosystem function, but generally
weaker MPD-ecosystem function relationships. ND produced strong richness-ecosystem function and MPDecosystem function relationships. BM and ND models
cannot be distinguished from richness-ecosystem function relationships, but do differ when examining MPDecosystem function relationships.
The OU model also tended to produce significant correlations between ecosystem function and both richness
and MPD (Fig. 1c). However, these relationships were
substantially weaker than those predicted by ND. More
importantly, the relationships were flatter and OU models always yielded a lower maximum function.
Conversely, when clades evolve novel effect traits
(NT), neither richness nor MPD was a significant predictor of ecosystem function (Fig. 1d). Furthermore, the
signature of this type of mechanism is the higher variance among monocultures and reduced polyculture variance and a linear relationship with a slope  0 (Fig. 1d).
Despite the fact that different evolutionary models
were used to generate multiple ecosystem functions, the
results of the multifunction analysis was remarkably similar to the single function results from BM niche evolution (Fig. S2). Both species richness and MPD were
significant predictors of ecosystem function of average
multifunction, but MPD tended to be relatively weak.
Field experiment
Of the ten ecosystem functions measured, five were significantly related to richness and MPD (average biomass,
damage reduction, decomposition, structural complexity,
and litter production – Figs. 2 and 3). Of these five functions, average biomass production (Figs. 2b and 3b) was
the most strongly related to both richness and MPD. Several other functions, especially litter production and
structural complexity (Fig. 3a, c), were significantly
related to MPD but with very low variance explained.
While it may be intuitive to dismiss the ecosystem functions that were not significantly explained by richness or
MPD, -Delta N (Figs. 2h and 3h) appeared to have a
fixed mean value with relatively little variation around it,
matching what could be expected under an OU model of
evolution. Further, three other nonsignificant predictions
(arthropod abundance, flower production, and pollinator
abundance) appear to fit the data pattern expected under
the evolution of novel effect traits. Indeed, two of these
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functions appear to be maximized in single clades
(Fig. 4). Flower production was highest in the Solidago
clade (Fig. 4b) and pollination visitation rates were highest in the Pycnanthemum clade (Fig. 4c). However,
arthropod abundance, which appeared to fit the expected
pattern from a novel clade (Fig. 3i), was not highest in a
single clade (Fig. 4a), but instead several clades appeared
to suppress arthropods (e.g., Pycnanthemum and the grass
clades). Thus, the pattern expected by a clade of high
functioning species (Fig. 1) could also be produced when
a clade suppresses function.
MPD was a significant predictor of ecosystem multifunctionality, regardless of the multifunctionality measure employed (Fig. 5). However, the explanatory value
of MPD is rather weak with substantial variability, and
is similar to what is predicted by multiple traits evolving
under Brownian motion evolution (Appendix S1:
Fig. S1). Further, MPD was a better predictor at lower
thresholds for polyculture function and had the best
explanatory power at a threshold of just 11% (Fig. 5).
DISCUSSION
The relationship between ecological differences and
phylogenetic distances has been controversial (Narwani
et al. 2013, Gerhold et al. 2015), yet most analyses do
not use evolutionary models to generate ecological
expectations (Mouquet et al. 2012, Cadotte et al. 2017),
making it difficult to assess whether negative results
reported in the literature are due to evolution not influencing ecological differences per se or that a specific
(often unspecified) evolutionary model is not valid
(Cadotte et al. 2017). Different models generate different relationships between phylogenetic distance and ecological differences, which influence the correlation
between ecosystem function and both species richness
and phylogenetic diversity. In our analysis, we use several models to generate expected diversity-ecosystem
function relationships.
The evolution of traits and niche differences undoubtedly influence species’ contributions to ecosystem function. However, the influence of species on function
depends upon the model of evolution, as well as the way
in which species’ traits influence function (e.g., through
their influence on coexistence vs. direct influence on
function). Here we show that different models of evolution predict the strength of diversity-ecosystem function
relationships. Further, combining multiple functions
reveals the importance of diversity on ecosystem multifunctionality, but at the same time reduces the signatures
of different models of evolution.
Using evolutionary models to generate expectations is
important because the often-assumed relationship
between phylogenetic diversity, species differences, and
ecosystem function is simplistic. Previous analyses (e.g.,
Cadotte et al. 2008) assume that species differences are
linearly related to phylogenetic differences, but this is not
the precise prediction generated by a number of
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FIG. 2. The relationships between species richness and 10 different measures of ecosystem function. Solid lines indicate a significant relationship and dashed lines show non-significant ones.

evolutionary models (Cadotte et al. 2017). This distinction matters because debates about the relative value of
species richness and phylogenetic diversity to explain
ecosystem function (Cadotte 2015a, Cardinale et al.
2015, Venail et al. 2015) have been limited by a lack of
evolutionary models. The question shouldn’t be “is richness a better predictor of function than phylogenetic
diversity”, rather we should ask how different models of
evolution influence diversity-ecosystem function relationships (Srivastava et al. 2012). In fact, non-significant
diversity-ecosystem function relationships do not necessarily mean that evolutionary history does not influence

function, since species contributions to function might be
best described by an OU model or the evolution of novel
traits that directly affect ecosystem function (e.g., Fig. 1).
There is mounting evidence that evolution can strongly
influence ecosystem functions (but the reverse is likely
true -that the ecological mechanisms that generate ecosystem function influence evolution, though this is not frequently tested). Our analyses reveal that several different
models explain a number of different ecosystem functions. Productivity is strongly predicted by richness and
MPD, as is decomposition rate and damage reduction,
and here we conclude that these results appear consistent
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FIG. 3. The relationships between species mean pairwise distance (MPD) and 10 different measures of ecosystem function.
Solid lines indicate a significant relationship and dashed lines show non-significant ones.

with evolution of trait differences from either Brownian
motion or divergent niche evolution, but more sophisticated simulations and larger experiments are required. A
couple of other functions (structural complexity and litter
production) have a weaker relationship with MPD, but
still appear consistent with Brownian motion evolution.
A further three functions (Arthropod abundance, flower

production, and pollinator abundance) are consistent
with the evolution of traits within clades with direct
effects on function, and produce non-significant diversity-ecosystem function relationships. Only two functions
(arthropod richness and soil nitrogen depletion) were
unrelated to richness and MPD and could be explained
by an OU model of evolution, or just the fact that there is
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FIG. 4. Species contributions to function across the phylogenetic tree for (a) arthropod abundance, (b) flower production; and
(c) pollinator visitation. Species codes refer to: SONE: Solidago nemoralis; SOAL: S. altissima; RUHI: Rudbeckia hirta; PYTE:
Pycnanthemum tenuifolium; PYVI: P. virginianum; MOFI: Monarda fistulosa; PEHI: Penstemon hirsutus; ASTU: Asclepias tuberosa;
DECA: Desmodium canadense; LECA: Lespedeza capitata; ELCA: Elymus canadensis; ELTR: E. trachycaulu; ANGE: Andropogon
gerardii; SCSC: Schizachyrium scoparium.
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multifunction (measured as the standardize average function). (b) The relationship between MPD and the number of functions
surpassing a threshold of functions, for three thresholds. (c) The strength of the relationship between MPD and the number of
functions surpassing a threshold of functions, across a gradient of thresholds.

insufficient variation at the scale of our study. While we
implicitly assume that species contributions to function
are influenced by relatively simple models of evolution
acting on relatively few traits, real patterns of evolution
could be much more complex, including trait non-independence and traits evolving at different rates.
Several studies have shown how evolutionary history
can influence individual ecosystem functions. Evolutionary diversification in stickleback fish has been shown to
have important consequences for prey community structure and primary production when members of divergent
lineages are combined (Harmon et al. 2009). Increased
plant phylogenetic diversity is associated with greater soil
microbial biomass and activity (Navarro-Cano et al.
2014), which could be responsible for the increased
decomposition rates observed in the current study. Parker
et al. (2015) found that decreasing plant phylogenetic
diversity was associated with greater disease damage on
rare species, revealing the phylogenetic non-independence

of disease transfer in communities. Our results are compatible with this, and despite expectations that diseasepathogen interactions should rapidly evolve (Parker and
Gilbert 2004), plant evolutionary history appears to be
an important predictor of disease patterns.
The most important insights into how evolution can
shape diversity-ecosystem function relationships come
from microbial experiments (Gravel et al. 2011, 2012).
In a series of experiments by Gravel et al. (2011, 2012),
marine bacteria were subjected to differing selection
regimes using artificial carbon substrates and the
authors showed how evolution can alter the relationship
between phylogenetic diversity and ecosystem function.
Under selection regimes that create specialists, steeper
diversity-ecosystem function relationships are observed,
compared to evolved generalists (Gravel et al. 2011).
Further, strong selection that increases average carbon
use efficiency (similar to what is expected by OU evolution) can weaken these relationships (Gravel et al. 2012).
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While our results confirm that species’ evolved differences contribute to ecosystem function, an additional factor that we did not consider is the role of intraspecific
variability and plasticity in influencing ecosystem function
(Burns and Strauss 2012, Violle et al. 2012, Wang et al.
2014). Work by Burns and Strauss (2011) has shown that
closely related plant species are more likely to exhibit phenotypic plasticity, which contributes to their coexistence.
Despite phylogenetically non-random plasticity, Burns
and Strauss (2012), further showed that phylogeny still
provided significant explanatory power for variation in
biomass production. We could strengthen our understanding of ecosystem function by including plastic responses
to competition in our analyses (Burns and Strauss 2012),
however, we do not have the individual level data required
to do this.
When we combined the 10 functions into a single multifunction measure, the MPD-multifunction relationship
was significant, but was difficult to distinguish from that
expected with a BM model of evolution (e.g.,
Appendix S1: Fig. S1). This result was consistent whether
or not non-significant individual functions were excluded.
While it is important to measure how ecosystem multifunctionality is influenced by assemblage diversity, it is
also important to understand the relationships between
diversity and individual functions if one wishes to understand mechanistic underpinnings (Byrnes et al. 2014a).
The most important limitation of this analysis is that
our experiment was limited to a maximum diversity of
just four species. Plant multifunction is likely maximized
by much higher diversity (Zavaleta et al. 2010), and this
is reinforced by the relatively weak threshold analyses
(Fig. 5). Only about two functions per plot surpass a 75%
threshold at four species (Fig. 5). Zavaleta et al. (2010)
found that about 12 species were required to surpass a
60% threshold for four functions. Thus, many more species would be required to maximize 10 functions.
CONCLUSIONS
Given that human land use, habitat management, and
restoration can influence species diversity, understanding how changes in diversity affect the provisioning of
ecosystem functions and services is of utmost importance if we are to develop sound management solutions.
Importantly, these functions and services can be manipulated in anthropogenically influenced landscapes by
adopting practices that influence species diversity. But to
do this, we need to understand why diversity influences
function. Here we show that the evolutionary history of
species can be modelled to make predictions about how
phylogenetic diversity correlates with ecosystem function. In a field experiment, we show that different functions appear to be the product of different models of
evolution, resulting in different types and strengths of
diversity-function relationships. By understanding how
species evolve we can predict species combinations that
will maximize ecosystem function.
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