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Advancing our current
understanding of plant–
fungal symbioses: bridging
scales from local to global

The recent joint meeting of the Botanical and Mycologi-
cal Societies of America (July 25–29, 2009; Snowbird,
Utah, USA) was an apt venue for a symposium examin-

ing the ecology and evolution of the symbiotic interac-
tions that occur between plants and fungi. These highly
diverse and cryptic symbioses, studied for many decades,
are ancient and ubiquitous. Recently, the field has under-
gone rapid expansion, drawing from molecular systemat-
ics and ecological genomics to develop new DNA-based
and RNA-based tools and associated bioinformatics. At a
session on the phylogenetic and functional patterns of
host plants and their associated fungi, speakers described
research programs that combine cutting-edge and tradi-
tional methods to amass data about the nature and distri-
bution of these interactions across scales, from local to
global, in a co-evolutionary context. Several threads uni-
ted the research programs presented, collectively pointing
to an alignment of questions investigated at different
scales to reveal a comprehensive picture of processes that
shape symbiotic plant–fungal communities. This emer-
gent view shows that the fields of botany and mycology
are maturing in an understanding of plant–fungal interac-
tions, founded on a rich collection of observations and
burgeoning theories, now coupled with fresh perspectives
garnered by using new tools. This Commentary captures
these developments and provides an introductory over-
view to a cluster of Letters published in this issue of
New Phytologist. Each letter focuses on one of three
important areas within plant–fungal symbiosis that
emerged from the meeting and will help to set the way
forward: plant–fungal symbiotic co-evolution (Arnold
et al., pp. 874–878); biogeography of these symbiotic
partners (Peay et al., pp. 878–882); and phylogenetic
community ecology of plants and their symbiotic partners
(Parrent et al., pp. 882–886). Full details relating to pre-
sentation titles, author affiliations and related information
about the 2009 Annual Botany & Mycology Conference
can be found online at http://2009.botanyconference.org.

‘With symbiotic interactions between plants and

fungi spanning a complex continuum from mutual-

ism to parasitism …, an ongoing conversation

between mycologists and botanists is critical.’

Innovative research that has steadily accrued in areas
spanning micro-evolutionary processes, patterns of specific-
ity, biogeography, and community phylogenetics of plants
and fungi was highlighted at this year’s meeting showcasing
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this emergent multidimensional view of plant–fungal sym-
bioses. As it becomes easier to characterize inter-specific and
intra-specific genetic variation of both plants and fungi, we
are poised to test theories about community assembly and
co-evolution on landscape and global scales that previously
were prohibitive. Speakers highlighted advancements in the
understanding of interactions at the genotype level that
affect the next generation, providing new evidence for local
adaptation (presented by Louis J. Lamit), and how narrow
receptivity of plant species leads to low ecological redun-
dancy of mycorrhizal fungi, so that keystone fungal taxa can
determine plant establishment, survival and diversification
(presented by Martin Bidartondo). Such processes at local
scales are critical for understanding the mechanisms of co-
evolution with direct implications for macro co-evolution.
Additionally, it is critical to identify ecologically relevant
models of symbioses for the broad context of research from
genomics to climate change. Symposium speakers Elizabeth
Arnold and Kabir Peay, as well as the MSA Presidential
Address by Roy Halling highlighted progress in understand-
ing fungal biogeography and dispersal, previewing the value
of such data for fueling ecologically relevant hypothesis-dri-
ven research about current and future distributions of fungi
and their plant hosts. Additionally, Peay, among others,
emphasized the exquisite sensitivity of symbiotic fungi to
the spatio-temporal scale and ecological context of sam-
pling, illustrated by his finding of a large difference in bio-
diversity patterns of plant hosts and fungal symbionts in
different ecosystems. Extrapolations from Peay’s data sug-
gest that tropical ecosystems rich in plant biodiversity can
have 10–40 times the number of plant hosts to fungal sym-
bionts of temperate ecosystems, which points to a potential
disconnect between biodiversity patterns of host species and
symbionts. The greater diversity of symbionts in temperate
systems relative to host plants indicates that there may be a
different pattern for symbiont diversity on a global basis,
begging for follow-up studies and meta-analyses, and indi-
cating the importance of examining biodiversity in areas
previously thought to be low on biodiversity based solely on
plant studies. Furthermore, Parrent presented data indicat-
ing that shifts in richness of constructed field communities
of fungal symbionts were connected to their phylogenetic
diversity. This finding suggests that competition among
mycorrhizal fungi in the field, presumed to be stronger
among closely related fungi, trumps plant–fungal interac-
tions. Finally, Avis’s presentation of community shifts of
fungal symbionts in woodlands experiencing elevated rates
of nitrogen deposition illustrate the new quest to identify
the tissue-level traits and their phylogenetic dispersal that
may mediate community-level shifts occurring below-
ground, and recast traditional thinking about drivers of
community assembly in changing environments.

With symbiotic interactions between plants and fungi
spanning a complex continuum from mutualism to parasit-

ism that is influenced by both plant and fungal partners
(Jones & Smith, 2004; Karst et al., 2008; Rodriguez &
Redman, 2008), an ongoing conversation between mycolo-
gists and botanists is critical. Scientists in both disciplines
are poised to profit from new theory in co-evolution that is
rapidly being generated and tested by investigators examin-
ing other interacting organisms, both symbiotic and free-
living, including plant-pollinator systems and even symbio-
ses in the sea (Bascompte et al., 2006; Ollerton et al.,
2007), and take into consideration that species (and geno-
types) interact within a geographic mosaic (Thompson,
2005). Coupling micro-perspectives and macro-perspectives
on symbiotic interactions between plants and fungi with the
latest genomic tools is likely to take us in exciting new direc-
tions (see Arnold et al., 2010; Peay et al., 2010 – both in
this issue). Such tools provide new ways to characterize
diversity from local to global scales, and place that diversity
into an evolutionary framework spanning from events
that have occurred quite recently to more ancient diversifi-
cation events (Arnold et al., 2009). Moreover, by placing
phylogenetically informed interactions in a geographic
framework, these tools can help to address broad questions
about the ecological processes shaping biogeographical
patterns.

As we gain increasingly detailed information about fungal
communities, a specific goal mentioned by several speakers
is to use phylogenetic analyses to address the conservatism
of functional traits and their ecological implications (Cav-
ender-Bares et al., 2009). This potentially powerful
approach can proceed by relying on the use of phylogenetic
dispersal of a community as a proxy for functional diversity,
as highlighted in symposium presentations by Arnold and
by Parrent and in the accompanying Letter by Parrent et al.
This approach also allows broad questions about ecosystem
function to be complemented with narrower, more detailed,
studies that address function in taxon-specific organismal
terms. As discussed by many speakers, and during a discus-
sion following the symposium, additional progress will
require remedying the current scarcity of information about
plant and fungal functional traits related to these symbioses.
Given that fungi, belowground plant organs and mycorrhi-
zal symbioses are diverse and cryptic, this is a vast challenge,
but headway has been made with further progress forth-
coming. In some instances, it may be possible to mine func-
tional trait data from the literature. For example, it may be
possible to infer fungal dispersal syndromes from measures
of spore size, spore longevity, or fruiting body height (pre-
sented by Kabir Peay). While it has proven relatively
straightforward to gather data for aboveground functional
traits of diverse plant species (e.g. Grime, 2001; Reich et al.,
2003), a few studies have shown that it is possible to gain
comparable functional trait data from belowground tissues
such as fine roots (e.g. Guo et al., 2008; Comas & Eissen-
stat, 2009) and fungal hyphae (presented by Jeri Parrent).
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Moving forward, it will be useful to identify key functional
differences among symbionts, such as hyphal exploration
types (e.g. Agerer, 2001) and extend them to arbuscular
mycorrhizal fungi (AMF) (presented by Jeri Parrent).
Finally, there is an ongoing hunt for relevant and reliable
biochemical and molecular traits that can be easily scored
using high-throughput methods (Bidartondo & Gardes,
2005).

Overall, as detailed in the accompanying Letters, speakers
presenting research in Utah synthesized our current under-
standing of plant–fungal symbioses and indicated future
directions that would be fruitful in advancing this field.
These presentations illustrated how research on plant–
fungal interactions can profit from new theoretical frame-
works such as co-evolutionary theory (Thompson, 2005),
conservation-oriented biogeography (Cadotte et al., 2006;
Lockwood et al., 2007) and the merger of phylogenetic
community ecology with functional trait approaches
(Cavender-Bares et al., 2009). In the face of global change
– waves of species extinctions and invasions, anthropogenic
changes to Earth’s soils and atmosphere, damage to ecosys-
tem services – it is critical to advance a comprehensive
understanding of the symbiotic interactions between plants
and fungi occurring at multiple scales.
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Letters

Interwoven branches of
the plant and fungal trees of
life

Just as the processes that drive natural selection are now rec-
ognized to manifest at levels of biological organization
above and below those of the individual – with trait varia-
tion, differential rates of birth and death, and heredity per-
vasive from nucleic acids to cells to populations (Williams,
1966; Dawkins, 1976; Sober, 1984; Keller, 1999; Okasha,
2008) – so too is co-evolution now viewed not just at the
level of species, but also at phylogenetic scales ranging from
genotypes to major clades (Thompson, 2005). Although
strict-sense co-cladogenesis remains a holy grail among
some biologists seeking to document reciprocal evolution-
ary change, researchers have begun to recognize that phylo-
genetic trees need not branch in parallel to indicate co-
evolutionary history. A broader view encompassing ecology
brings to light the ways in which co-evolutionary processes
can be subtle – yet pervasive, rapid, and interlaced inexora-
bly with geography, chance and the ecological community
in which organisms are embedded.

Such a theme runs through the interface of mycology and
botany, as showcased at the 2009 meetings of the Mycologi-
cal Society of America and the Botanical Society of America
in Snowbird, Utah. Speakers highlighted the ways in which
the plant and fungal trees of life reflect co-evolutionary pro-
cesses at multiple scales – from roots and leaves to grass-
lands and forests – often in ways more akin to interwoven
branches than to parallel bifurcations. Not only were fungal
associates of plants shown to respond to evolutionary
change in their hosts, but responses of plants to fungi were
a significant theme. (Presentation titles, author affiliations
and related information can be found online at http://
2009.botanyconference.org.)

Co-evolution of plants and fungi – ancient in nature
and ongoing today – has shaped every plant, and by exten-
sion every terrestrial ecosystem, in ways we are only begin-
ning to appreciate. By integrating from genotypes to the
broadest phylogenetic scales, mycologists and botanists are
examining recent and historical traces of important symbi-
oses in ways that will inform a modern co-evolutionary
synthesis.

Micro-evolutionary perspectives on plant–
fungal co-evolution

Darwin argued that evolution by natural selection has three
requisites: trait variation among individuals within a spe-
cies, heritability of traits, and differential survival and repro-
duction in favor of individuals with the most beneficial
traits (Darwin, 1859). Investigators are beginning to shed
light on how these requisites, from the perspective of plants
and fungi, influence an organism’s partners in symbiosis.
For example, new evidence suggests that the composition of
plant-associated fungal communities, including fungi as
diverse as endophytes, ectomycorrhizal fungi and epiphytic
lichens, can differ among genotypes of the trees with which
they associate (e.g. Lamit, 2008; Sthultz et al., 2009a).
Moreover, studies show considerable functional variation
among genotypes of fungal symbionts, frequently with
strong effects on host fitness (e.g. Koch et al., 2006; Ji,
2007). Unquestionably, genetically based trait variation has
important ecological implications for plant–fungal interac-
tions, consistent with Darwin’s first requisite for evolution
by natural selection.

In testing Darwin’s second and third requisites, studies
are moving beyond documenting genotype differences to
investigate their heritability and evolutionary significance.
Presentations by Jamie Lamit and Chris Sthultz, represent-
ing researchers at Northern Arizona University (NAU),
showed that even long-lived trees such as pinyon pine
(Pinus edulis) can be used to study co-evolution between
plants and fungi. Strikingly, evidence is mounting that the
propensity to harbor a certain composition of fungal symbi-
onts can be passed from one generation to the next (Elamo
et al., 1999; Sthultz, 2008). In northern Arizona, USA,
P. edulis exhibits a genetically based polymorphism in
resistance and susceptibility to chronic herbivory by a stem-
boring moth (Whitham & Mopper, 1985; Mopper et al.,
1991). Ectomycorrhizal communities differ dramatically
between resistant and susceptible phenotypes, and long-
term removal of moths from susceptible trees does not shift
fungal composition to resemble resistant trees (Fig. 1a;
Sthultz et al., 2009a). Ectomycorrhizal communities of
seedlings grown in soil cores collected under resistant and
susceptible trees group by the phenotypic class of their
maternal parent, regardless of the source of their soil core,
and contain fungal communities resembling those of adult
trees of their phenotypic class (Sthultz, 2008).
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A necessary consequence of the genetic basis to plant–
fungal community interactions is that selection on one set
of partners in symbiosis influences the other. In a recent
drought, moth-resistant P. edulis suffered threefold higher
mortality than moth-susceptible trees (Fig. 1b; Sthultz
et al., 2009b). Given the tight connection between tree
phenotypes and the fungal community, this suggests that
selection on P. edulis will influence fungal communities
associated with the two phenotypic classes of trees – or that
selection is operating on the unique combinations of tree
genotype and fungal community in concert. Both possibili-
ties are tantalizing. Ongoing work will aim to uncover

whether these patterns are simply the product of directional
selection, or are true fingerprints of co-evolutionary
phenomena.

At a larger scale, such strong selection may lead to local
adaptation and speciation, as evidenced by Nancy Johnson
and colleagues’ demonstration of local adaptation between
the grass Andropogon gerardii and its arbuscular mycorrhi-
zal fungi (AMF) (Johnson et al., 2010). In this case, the
symbiosis is more efficient from the perspective of both
plants and fungi when symbionts share an evolutionary
history than when they do not. Complementing such find-
ings was Suzanne Joneson’s study of gene regulation dur-
ing the early stages of the establishment of lichen
symbioses, and Tami MacDonald’s work on the acquisi-
tion of genes that influence the ability of mycobionts to
lichenize. These studies brought a ‘real time’ ecological
and genetic perspective to the meetings, linking genotypes
to signatures of co-evolution at the species level and
above.

Species-level co-evolution in plant–fungal
interactions

Many foundational studies in co-evolution focus on highly
specialized associations that display strong specificity (e.g.
Darwin, 1862; Futuyma & Slatkin, 1983; Jordano, 1987).
However, recognizing variation in specificity is fundamental
to understanding how diversity is organized spatially, and
maintained over ecological and evolutionary time (Thomp-
son, 2005).

Mycologists have long been aware that fungal symbio-
nts of plants range from facultative to obligate, and
from cosmopolitan to highly specialized (e.g. Molina
et al., 1992). Now, investigators are beginning to focus
on the ecological and evolutionary consequences of such
variation. Not only are some plant-associated fungal
communities variable in their specificity across space –
such as endophytes, which exhibit higher specificity at
higher latitudes than in the tropics (Arnold & Lutzoni,
2007) – but they also differ in the outcomes of their
functions over time and space. Particular species may be
mutualists under some environmental conditions, but
saprotrophs or parasites under others (e.g. Johnson et al.,
1997), and over evolutionary time, changes among eco-
logical states can be unexpectedly frequent (Arnold et al.,
2009). The complex interplay that must occur when
hosts and ⁄ or symbionts shift along the mutualism-to-par-
asitism continuum is an exciting but under-explored area
of research.

To date, our best understanding of variation in
such interactions comes from the illuminating case of
mycoheterotrophy. Mycoheterotrophic plants, which
receive some or all of their organic nutrition from fungal
symbionts, have long been key pieces of the co-evolutionary

(a)

(b)

Fig. 1 (a) Nonmetric multidimensional scaling ordination of ecto-
mycorrhizal communities of adult Pinus edulis trees that are moth-
resistant (diamond), moth-susceptible (square), or from which
moths have been removed (triangle). Each symbol represents the
mean plus ± 1 SE of ectomycorrhizal community ordination scores
of trees for each group. (b) Trees with the moth-resistant phenotype
have three times greater mortality than moth-susceptible pheno-
types at four different sites and on average. Bar, ± 1 SE. Adapted
from Sthultz et al. (2009a,b).
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puzzle. These ‘saprophytic plants’ gained recognition even
in early botany textbooks (e.g. Skene, 1924):

‘It is not certain that any [saprophytic plants] really draw
organic food directly from the soil. The fungus may in all cases
act as an intermediary. …These plants would properly be
regarded as the end of a series, exhibiting the extreme results
of the mycorrhizal habit. … There are likely many cases of
partial saprophytism which have not been recognized.’

Early in the molecular revolution, mycoheterotrophic
associations were recognized as highly specific, propelling
investigations of specificity in other plant–fungal systems.
Presentations at Snowbird extended this momentum, doc-
umenting specificity among Basidiomycota and liverworts
(Bidartondo & Duckett, 2009), AMF and nonphotosyn-
thetic plants (Merckx et al., 2009), ectomycorrhizal fungi
and heathland seedlings (Collier & Bidartondo, 2009),
ectomycorrhizal fungi and nonphotosynthetic plants
(Marc-André Selosse, presentation; Hynson & Bruns,
2009; see also Selosse, 2010), foliar endophytes and their
hosts (A. Elizabeth Arnold, Mariana del Olmo, Romina
Gazis, Jose Herrera, Demetra Kandalepas, Kali Lader,
Michael Weiß, Jana U’Ren, presentations), Dikarya and
orchids (Martin Bidartondo, presentation), and even fungi
and their own endosymbionts (Michele Hoffman, presen-
tation). Many of these talks provided examples in which
fungal phylogenies did not reflect co-cladogenesis with
hosts at the species level, yet still provided strong signals
of co-evolution.

Notably, these presentations not only provided a per-
spective on how specificity shapes particular symbioses,
but also addressed how specificity can translate to func-
tion. In particular, speakers showed that narrow plant
receptivity implies low ecological redundancy in fungi,
whereby a particular fungus can determine the establish-
ment and survival of a plant, and thus – over the long
term – the persistence and subsequent diversification of
the lineage that plant represents. Although recognized
for plant pathogens, as showcased in a new light at
Snowbird by Michelle Hersh, this novel realization for
nonpathogenic associations turns the tables on plant con-
servation by spotlighting conservation of species or
groups of fungi, and highlights the sometimes over-
looked reciprocity with which plants respond to their
fungal inhabitants over evolutionary time. It also echoes
our growing understanding of the crucial role of fungi
in the colonization of land by plants (Heckman et al.,
2001; François Lutzoni, presentation), a critical step in
the diversification of the green tree of life.

Co-evolution in the broad sense

No plant in a natural setting exists in the absence of fungi.
Spores and hyphae on exterior surfaces, endophytes within

leaves and stems, and root-associated fungi ranging from
mycorrhizal fungi to dark-septate endophytes comprise a
living context for plant ecology in every terrestrial ecosystem
(Blackwell, 2000; Rodriguez et al., 2009). Accordingly,
most plants live in close association with members of multi-
ple phyla of fungi, each distinctive in its evolutionary
history and genomic architecture. Researchers studying
broad-scale patterns in co-diversification must often peer
through thousands of twigs of the fungal tree of life in the
hope of finding a signal of the major branches that lie
beneath.

Seeming at times a Quixotic task – and at other times a
Herculean one – recent efforts are being informed by the
rapid accumulation of fungal genome sequences (e.g. Mar-
tin et al., 2008; Eva Stukenbrock, presentation), advances
in understanding evolutionary changes among major lin-
eages (e.g. James et al., 2006), integration of phylogenetics
with rules of community assembly (Jeri Parrent, presenta-
tion) and linking of survey data – including culture-based
and environmental sampling – with large-scale phylogenetic
inferences (e.g. Arnold et al., 2009). Talks at Snowbird
described exciting new perspectives on the timing of major
diversification events in fungal–plant associations (F. Lutz-
oni), the dominance of endophyte communities by different
major clades of Ascomycota in plants representing different
major lineages (U’Ren) and the insights at multiple levels
emerging from studies of the ‘microbiomes’ of lichens and
plants (Lutzoni).

Synthesis

Botanists and mycologists are entering a new decade with
a shared perspective that plants co-evolve with the fungi
on and in their tissues – even when strict-sense co-clado-
genesis is not evident. Convincing data indicate that many
plants depend on fungi, particularly in stressful environ-
ments, and that fungal symbionts range from mutualism
to parasitism and from specificity to generalism, encom-
passing the ability to change over host ranges, short or
long timescales, or as a function of environmental condi-
tions (Rodriguez et al., 2009). Studies described at Snow-
bird provided evidence of plant–fungal co-evolution using
approaches as diverse as micro-evolutionary experiments in
the laboratory and field to measuring the congruence of
fungal and plant phylogenies from the narrowest to the
broadest levels.

Symposium participants agreed that future work will
benefit from an interdisciplinary approach fusing traditional
evolutionary studies with cutting-edge methods. Identifying
traits that vary among plant or fungal genotypes, and
how they lead to differences in community structure and
function, is critical – and can be achieved through methods
ranging from the identification of quantitative traits to
detailed studies of gene expression. Speakers also agreed that

876 Forum Letters
New
Phytologist

� The Authors (2010)

Journal compilation � New Phytologist (2010)

New Phytologist (2010) 185: 874–878

www.newphytologist.org



the traditional approach of studying pairwise interactions is
limiting: new research should consider not only diverse
fungal symbionts of a given guild, but the simultaneous
interactions of symbionts from roots and shoots, and their
multipartite associations. This challenging prospect
becomes ever more feasible through metagenomics and may
be enhanced by ecological network analyses and structural
equation modeling (Agrawal et al., 2007; Vacher et al.,
2008; Mary Jane Epps, presentation). In part because most
fungal communities remain largely understudied, investiga-
tors suggested that processes such as local adaptation need
more attention: such processes appear frequently in the evo-
lutionary history of plants and fungi, but rarely have studies
encompassed sufficient scales – and precise enough tools –
to diagnose them. Linking surveys of fungal communities
to function (Parrent et al., this issue of New Phytologist, pp.
882–886) and geographic distributions (Peay et al., this
issue of New Phytologist, pp. 878–882) represent key steps
forward.

In this context, biologists from many backgrounds are
connected by studying plant–fungal interactions. Together
they are poised to provide new perspectives on co-evolu-
tion, and to move towards a science of ‘applied co-evolu-
tionary biology’ (Thompson, 2005) to predict outcomes
that may ensue as humans spread invasive plant and fungal
species, eliminate native biodiversity and otherwise reshape
the myriad species interactions that underpin terrestrial
plant communities and the ecosystems they support.
Understanding how plants and fungi are interwoven at
multiple levels of biological organization promises to be
key to both foundational and predictive science in the years
to come.
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Not every fungus is
everywhere: scaling to the
biogeography of fungal–
plant interactions across
roots, shoots and
ecosystems

Early natural historians viewed the distributions of fungi as
independent of ecology, and instead akin to spontaneous

generation: if conditions are right, the appropriate fungi
will appear (de Candolle, 1820). Accordingly, Miles Joseph
Berkeley (1863), the founder of British mycology, writes to
Darwin, ‘Indeed were not Fungi so much the creatures of
peculiar atmospheric conditions, there would seem to be no
limit to the diffusion of their species.’ Such a perspective
captures a view that characterized the early literature in
mycology: fungi may appear to have limited geographical
distributions, but dispersal per se plays no role in determin-
ing such distributions. Nearly a century later, Bisby (1943)
recognized endemism in fungi but remained convinced
that, ‘distribution of hosts and substrata primarily controls
distribution of fungi’. Whereas appreciation of spatial and
historical patterns of biodiversity led Darwin and Wallace
to the theory of evolution by natural selection, the percep-
tion that fungi are relatively free from dispersal barriers
remained influential well into the 20th century (e.g. Bisby,
1943; Raper et al., 1958).

This assumption has been challenged by recent molec-
ular studies of historical biogeography, ecology and popu-
lation genetics of fungi (Taylor et al., 2006; Lumbsch
et al., 2008). Such studies show that although some fungi
are capable of long-distance dispersal (Moncalvo &
Buchanan, 2008), the distributions of most reflect the
same major dispersal barriers (e.g. oceans and mountains)
that drive vicariance events in other organisms (James
et al., 1999; Matheny et al., 2009). At first glance the
dispersal and distribution of fungi may seem like a topic
of interest only in an academic sense. However, broad-
scale distributions of fungal pathogens, saprotrophs and
mutualists influence key ecosystem properties (Fig. 1),
which are currently under pressure from anthropogenic
change.

The ecological and historical determinants of fungal dis-
tributions – particularly those of symbiotic fungi – were a
topic of discussion at a special symposium on the phyloge-
netic and functional patterns of host plants and their associ-
ated fungi, as well as several other sessions, at the Botanical
and Mycological Societies of America meeting at Snowbird,
Utah, in July 2009. Speakers addressed patterns of fungal
distributions at scales ranging from experimental gardens to
continents, and at levels of biological organization from
genotypes to phyla.

Two talks provided ecological evidence that dispersal lim-
itation should be prevalent among fungi: T. E. Galante
(SUNY College of Environmental Science and Forestry,
USA) and J. L. Stolze-Rybczynski (Miami University, FL,
USA) presented statistical and biomechanical models,
respectively, based on direct measurements of basidiospore
dispersal from fungal reproductive structures, highlighting
how structural differences, such as mushroom height, spore
shape and size of Buller’s drop, determine dispersal dis-
tances. These talks also showed that most spores travel only
very short distances from their point of origin – for exam-
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ple, Galante found that 95% of the spores observed fell
within 45 cm of the mushroom from which they originated
– and suggest that dispersal limitation may occur even at
small to moderate spatial scales. At the community level,
differences between species in dispersal strategies can
explain patterns of fungal community assembly at landscape
scales (Nara, 2009), and isolation and dispersal limitation
can lead to significant changes in the species richness and
colonization intensity experienced by mycorrhizal host
plants (Dickie & Reich, 2005).

At larger spatial and temporal scales, the interplay
among dispersal limitation, biogeographical history and
adaptive evolution have generated an array of unique fun-
gal assemblages, many of which are just beginning to be
characterized by morphological or molecular means. Talks
by T. D. Fulgenizi (Humboldt State University, CA,
USA) and K. G. Peay (University of California, Berkeley,
USA) both described unique ectomycorrhizal communities

from the major tropical rainforests of the Amazon and
Borneo, respectively. Strong latitudinal changes in fungal
community structure were demonstrated for foliar endo-
phytes by A. E. Arnold (University of Arizona, USA), who
highlighted the interplay of species diversity and phylo-
genetic diversity from tropical to arctic environments. A.
S. Amend (University of California, Berkeley, USA),
presenting a 454 pyrosequencing characterization of
indoor environments from every continent, found greater
phylogenetic similarity of fungal communities sampled
from similar latitudes.

Such latitudinal and biome-level differences in the abun-
dance of particular species, lineages and functional groups
are probably linked with ecosystem processes and plant
community structure at large spatial scales. For example,
the increasing prevalence of ectomycorrhizal symbioses vs
arbuscular mycorrhizal symbioses from low to high latitudes
and (within tropical forests) from the Amazon to southeast

Fig. 1 The potential research outputs of
global fungal biodiversity assessments.
Rectangles, a research effort; ovals, a
research output; diamonds, an instance when
data gathered from permanent plots would
enhance research efforts.
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Asia (Read, 1991), probably affects regional rates of carbon
and nitrogen cycling. Still, relatively little is known about
how mycorrhizal type and diversity interact with large-scale
soil processes in most of the world.

Understanding determinants of fungal community struc-
ture across multiple spatial and temporal scales is particu-
larly important given that fungal communities in a variety
of ecosystems have been altered markedly by human activi-
ties (e.g. Arnolds, 1991; Lilleskov et al., 2002; Mummey &
Rillig, 2006). Since the 1980s, compelling evidence has
emerged of a decline in fruiting of forest fungi in northern
and central European countries (Arnolds, 1991) and model-
ling of bioclimatic envelopes predicts changing distributions
and possible extinction for some British lichen (Ellis et al.,
2007). Some pathogenic and mutualistic fungi are expand-
ing their geographical ranges (James et al., 2009; Pringle
et al., 2009), and the phenology of fungi in some forests has
changed markedly over the last 50 years, in many cases
yielding not one annual fruiting season, but two (Gange
et al., 2007; Kauserud et al., 2008). Despite the steady
increase in mycological studies from tropical regions, many
tropical fungal communities remain unstudied, and the
continuing decline in forested areas may lead to a large loss
of still uncharacterized biodiversity (Arnold & Lutzoni,
2007).

Moreover, evidence is accumulating that fungal responses
to anthropogenic change may have far-reaching conse-
quences. For example, complex changes in rates of fungal
decomposition of organic matter have been observed in the
context of climate alteration (Lensing & Wise, 2006; Alli-
son & Treseder, 2008). A number of studies indicate that
fungal species composition, root and ⁄ or shoot biomass,
rates of herbivory and susceptibility to pathogens, and rates
of nitrogen acquisition and cycling efficiency, respond to
environmental changes such as elevated CO2 (Hunt et al.,
2005; Chen et al., 2007; Cudlin et al., 2007; Clark et al.,
2009). In turn, these processes will shape large-scale distri-
butions of plants and animals. For example, high specificity
has been demonstrated for a number of mycoheterotrophic
plants (Bidartondo & Bruns, 2002; Bidartondo, 2005), and
experimental tests have shown that the distributions of these
plants (many of which are rare or endangered) are con-
strained by distributions of one or a few species of ectomy-
corrhizal fungi (Bidartondo & Bruns, 2005; Bidartondo &
Read, 2008). Thus, the migration of these plants and others
in response to climate change may be constrained by the
distribution or co-migration of fungal symbionts. Given
that many fungi, as well as plants, differ in their dispersal
abilities, it is likely that individual species will differ in the
rate of migration in response to global change, which will
inevitably lead to the creation of novel communities and
interactions (Davis, 1986; Keith et al., 2009). These may
lead to temporary disequilibria (i.e. where species are not
present in otherwise suitable environments) or to the forma-

tion of stable communities of plants and fungi much differ-
ent from those we see today.

Despite compelling evidence that fungal communities
are changing, and that these changes have potential rami-
fications for key ecosystem properties, we still have little
ability to predict or generalize at the spatial and temporal
scales necessary to inform sound experimental design for
ecology and ecosystem science. This is primarily because
we have accurate distributional data for only a small frac-
tion of fungal species and lack the ability to extrapolate
functional studies from the laboratory to the ecosystem
and from single species to communities. Fortunately, our
ability to map large-scale distributions is greater than ever
before. From a methodological standpoint, fungal com-
munity ecologists have harnessed the power of molecular
ecology to permit the following: more holistic and quan-
titative measures of community structure that take into
account uncultured fungi and fungi that fruit infre-
quently; and rapid analyses at levels of biological organi-
zation ranging from genotype diversity to phylogenetic
structure (Arnold et al., 2007; Peay et al., 2008). Concur-
rently, communities of researchers are rallying to enhance
the quality and content of databases to accommodate and
curate such data (Bruns et al., 2008), and ecologists are
calling for use of the baseline distribution data for mycor-
rhizal fungi, ranging from regional to continental scales
and encompassing entire ecosystems (Lilleskov & Parrent,
2007). These efforts will use increasingly powerful next-
generation sequencing methods to open up the ‘black
box’ of fungal ecology and to identify and focus on spe-
cies, lineages or functional groups that are key to provid-
ing ecosystem services.

Such a change in perspective will also require scaling from
the traits of individual fungi and their individual plant part-
ners, across multiple scales, as well as a clear research frame-
work that identifies links between research efforts and gaps
in our knowledge (Fig. 1). With this framework in mind, we
propose a series of fundamental questions that we hope will
motivate and guide a global fungal biodiversity assessment.
(1) What are the large-scale spatial distributional ranges
for fungal species and to what extent are these determined
by abiotic and biotic environmental variables vs historical
patterns of dispersal and migration?
(2) Can changes in fungal distributions driven by environ-
mental change (i.e. climate shifts, habitat loss and changing
host ⁄ substrate distribution) be predicted for groups with
distinct geographical distributions, and how will this affect
the future distribution of symbiotic plants or animals?
(3) Are there ecologically dominant fungi in particular
ecosystems? What criteria should we use to identify them?
How do they contribute directly to ecosystem processes
(such as carbon sequestration) and how much do they indi-
rectly affect ecosystem processes (such as net primary pro-
ductivity)?
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(4) If there are widespread, dominant fungal species or
lineages across biomes and environmental gradients, to
what extent are they functionally and genetically homoge-
neous?
(5) Can data from traditional, small-scale studies be
extrapolated directly to entire ecosystems, or are large-scale
pilot studies required to account for interactions and non-
additive effects in the scaling-up process?
(6) At what spatial scale can we detect key changes in fun-
gal community structure that are related to essential ecosys-
tem functions or responses to perturbations such as climate
change? In other words – which scale is appropriate for
detecting community responses to disturbance and at which
scale do these changes in the fungal community structure
translate to changes in ecosystem processes or services?
(7) Where are the geographical hot spots of fungal biodi-
versity and why?

The increasing interest by the broader ecological commu-
nity in fungi, the existence of long-term plot networks and
the increasing availability of next-generation sequencing
technology make a global assessment of fungal diversity a
realistically achievable goal now more than ever. We hope
that these questions will help to motivate and guide such an
effort and believe that the data generated will answer funda-
mental questions about the distribution and drivers of fun-
gal diversity, provide baseline data for the incorporation of
fungi into other ecological study programmes and help to
meet the future challenges of global change.
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Lomolino MV, Sax DF, Brown JH, eds. Foundations of biogeography.
Chicago, IL, USA: University of Chicago Press, 28–48.

Chen X, Tu C, Burton MG, Watson DM, Burkey KO, Hu SJ. 2007.

Plant nitrogen acquisition and interactions under elevated carbon diox-

ide: impact of endophytes and mycorrhizae. Global Change Biology 13:

1238–1249.

Clark NM, Rillig MC, Nowak RS. 2009. Arbuscular mycorrhizal fungal

abundance in the mojave desert: seasonal dynamics and impacts of ele-

vated co2. Journal of Arid Environments 73: 834–843.

Cudlin P, Kieliszewska-Rojucka B, Rudawska M, Grebenc T, Alberton

O, Lehto T, Bakker MR, Borja I, Konopka B, Leski T et al. 2007. Fine

roots and ectomycorrhizas as indicators of environmental change. Plant
Biosystems 141: 406–425.

Davis MB. 1986. Climatic instability, time lags, and community disequi-

librium. In: Diamond JM, Case TJ, eds. Community ecology. New York,

NY, USA: Harper & Roy, 269–284.

Dickie IA, Reich PB. 2005. Ectomycorrhizal fungal communities at forest

edges. Journal of Ecology 93: 244–255.

Ellis CJ, Coppins BJ, Dawson TP, Seaward MRD. 2007. Response of

British lichens to climate change scenarios: trends and uncertainties in

the projected impact for contrasting biogeographic groups. Biological
Conservation 140: 217–235.

Gange AC., Gange EG., Sparks TH, Boddy L. 2007. Rapid and recent

changes in fungal fruiting patterns. Science 316: 71–71.

Hunt MG, Rasmussen S, Newton PCD, Parsons AJ, Newman JA. 2005.

Near-term impacts of elevated CO2, nitrogen and fungal endophyte-

infection on Lolium perenne L. Growth, chemical composition and alka-

loid production. Plant, Cell and Environment 28: 1345–1354.

James TY, Porter D, Hamrick JL, Vilgalys R. 1999. Evidence for limited

intercontinental gene flow in the cosmopolitan mushroom, Schizophyl-
lum commune. Evolution 53: 1665–1677.

James TY, Litvintseva AP, Vilgalys RJ, Morgan JAT, Taylor JW, Fisher

MC, Berger L, Weldon C, du Preez L, Longcore JE. 2009. Rapid global

expansion of the fungal disease chytridiomycosis into declining and

healthy amphibian populations. PLoS Pathog 5: e1000458.

Kauserud H, Stige LC, Vik JO, Okland RH, Hoiland K, Stenseth NC.

2008. Mushroom fruiting and climate change. Proceedings of the
National Academy of Sciences USA 105: 3811–3814.

Keith SA, Newton AC, Herbert RJH, Morecroft MD, Bealey CE. 2009.

Non-analogous community formation in response to climate change.

Journal for Nature Conservation 17: 228–235.

Lensing JR, Wise DH. 2006. Impact of changes in rainfall amounts pre-

dicted by climate-change models on decomposition in a deciduous for-

est. Applied Soil Ecology 35: 523–534.

Lilleskov EA, Parrent JL. 2007. Can we develop general predictive models

of mycorrhizal fungal community-environment relationships? New
Phytologist 174: 250–256.

New
Phytologist Letters Forum 881

� The Authors (2010)

Journal compilation � New Phytologist (2010)

New Phytologist (2010) 185: 878–882

www.newphytologist.org



Lilleskov EA, Fahey TJ, Horton TR, Lovett GM. 2002. Belowground

ectomycorrhizal community change over a nitrogen deposition gradient

in Alaska. Ecology 83: 104–115.

Lumbsch HT, Buchanan PK, May TW, Mueller GM. 2008. Phylogeog-

raphy and biogeography of fungi. Mycological Research 112: 423–424.

Matheny PB, Aime MC, Bougher NL, Buyck B, Desjardin DE, Horak E,

Kropp BR, Lodge DJ, Soytong K, Trappe JM et al. 2009. Out of the

palaeotropics? Historical biogeography and diversification of the cosmo-

politan ectomycorrhizal mushroom family inocybaceae. Journal of Bioge-
ography 36: 577–592.

Moncalvo JM, Buchanan PK. 2008. Molecular evidence for long distance

dispersal across the southern hemisphere in the Ganoderma applanatum-
australe species complex (Basidiomycota). Mycological Research 112:

425–436.

Mummey DL, Rillig MC. 2006. The invasive plant species Centaurea
maculosa alters arbuscular mycorrhizal fungal communities in the field.

Plant and Soil 288: 81–90.

Nara K. 2009. Spores of ectomycorrhizal fungi: ecological strategies for

germination and dormancy. New Phytologist 181: 245–248.

Peay KG, Kennedy PG, Bruns TD. 2008. Fungal community ecology: a

hybrid beast with a molecular master. BioScience 58: 799–810.

Pringle A, Adams RI, Cross HB, Bruns TD. 2009. The ectomycorrhizal

fungus Amanita phalloides was introduced and is expanding its range on

the west coast of North America. Molecular Ecology 18: 817–833.

Raper JR, Krongelb GS, Baxter MG. 1958. The number and distribution

of incompatibility factors in Schizophyllum commune. American
Naturalist 92: 221–232.

Read DJ. 1991. Mycorrhizas in ecosystems. Experienta 47: 376–391.

Taylor JW, Turner E, Townsend JP, Dettman JR, Jacobson D. 2006.

Eukaryotic microbes, species recognition and the geographic limitation

of species: examples from the kingdom fungi. Philosophical Transactions
of the Royal Society B 361: 1947–1963.

Key words: biogeography, dispersal, diversity, mycorrhiza, scaling,

symbiosis.

Moving from pattern to
process in fungal symbioses:
linking functional traits,
community ecology and
phylogenetics

A growing appreciation of the ubiquity of plant–fungal sym-
bioses and their fundamental importance to plant communi-
ties (Smith & Read, 2008; Rodriguez et al., 2009) has led to
a recent radiation of research at the ecological intersection of
botany and mycology. With new tools helping fungal ecolo-
gists frame new questions – and answer long-standing ones
with new precision – fungal ecology has entered a transfor-
mative phase. As high-throughput and next-generation
molecular tools begin to yield unprecedentedly large data
sets describing the diversity and composition of fungal com-
munities (e.g. Bidartondo & Gardes, 2005; Jumpponen &
Jones, 2009), fungal ecologists are using computational and

analytical innovations (e.g. Taylor et al., 2008) to re-cast
questions in terms of process, rather than of pattern alone.

A consensus emerged at the 2009 joint annual conference
of the Botanical and Mycological Societies of America
(Snowbird, UT, USA; http://2009.botanyconference.org)
that incorporating functional traits and phylogenetic
information into community studies is key to address-
ing underlying processes – a critical step for moving
fungal ecology to a more predictive science. Such a perspec-
tive adds to an increasing awareness of the ways that evolu-
tion and ecology are linked through functional biology and
can be examined at scales ranging from gene expression to
broad ecological modes (James et al., 2006; Edwards et al.,
2008; Nygren et al., 2008). With a rich history of using
molecular approaches for community surveys, an ever-
clearer understanding of the fungal tree of life, and a growing
wealth of genome sequences, fungal ecologists are poised to
examine fungal diversity, functional traits and phylogenetic
relationships in novel ways – and to view them through the
lens of genomics to characterize, manipulate and conserve
fungal ‘community symbiomes’.

Characterizing fungal communities using
molecular tools

Because many fungal associates of plants are microscopic
and/or unculturable, fungal ecologists long have employed
molecular tools to characterize fungi in substrates ranging
from leaf litter to flower nectar. Such methods have
expanded, especially in the last two decades, with high-
throughput 454 and Illumina sequencing platforms provid-
ing previously unimaginable sampling depth and breadth
(e.g. Buee et al., 2009; Jumpponen & Jones, 2009).
Although still limited in sequence length and in the degree
to which communities can be accurately described (see Avis
et al., 2010), such data sets complement culturing,
whole-community fingerprinting (e.g. denaturing gradient
gel electrophoresis; Bonito et al., 2010), nonsequence-based
molecular approaches (e.g. terminal restriction fragment
length polymorphism; Dickie & FitzJohn, 2007) and clon-
ing (e.g. Geml et al., 2009) to illuminate fungal diversity.

Presentations at Snowbird showcased not only these
approaches but also the progress in bioinformatics tools
needed to analyze such data. For example, József Geml and
colleagues (University of Alaska Fairbanks, AK, USA) com-
pared sequence data from curated collections of sporocarps
of mycorrhizal Lactarius to clone libraries from soil, high-
lighting unexpected spatial partitioning of these fungi in
boreal and tundra ecosystems. Ari Jumpponen and col-
leagues (Kansas State University, KS, USA) used 454 tech-
nology to compare the diversity and composition of
phyllosphere fungi between rural and nonrural trees, unco-
vering a striking effect of urbanization on highly diverse
fungi associated with healthy foliage.
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Despite an ever-increasing number of studies and
advances in molecular tools, discussions at the meeting
highlighted challenges that still limit our ability to synthe-
size large-scale data sets across studies. For example, sam-
pling methods often are optimized for a given system of
interest (Peay et al., 2008) and may differ sufficiently
among studies to preclude robust comparisons. By contrast,
at times standard methods are imperfect despite their appar-
ent generality. For example, many fungal ecologists categor-
ize communities using sequence data from the nuclear
ribosomal internal transcribed spacer (nrITS), which are
widely represented in GenBank, easily amplified and useful
for rapid estimation of taxonomic richness. However, reli-
ance on this locus often precludes phylogenetic analysis of
taxonomically diverse survey data, and a growing number
of authors have highlighted the many difficulties that limit
its utility for taxonomic identification using GenBank (e.g.
Vilgalys, 2003; Nilsson et al., 2006). As a result, authors
often ‘play it safe’ by delineating operational taxonomic
units (OTU) based on nrITS sequence similarity. However,
not only does a general rule for approximating species
boundaries remain elusive (Nilsson et al., 2009), but esti-
mates of richness differ markedly when the same data are
organized into OTU using different software applications
(U’Ren et al., 2009).

The meetings represented an important opportunity to
address such issues – not only through interactions among
researchers, but also more formally through a two-day
statistical workshop on community analysis, which was
sponsored by the Fungal Environmental Sampling and
Informatics Network (FESIN, a research coordination
network supported by the National Science Foundation).
The workshop provided hands-on training for > 70 stu-
dents, postdocs, faculty members, and government scien-
tists in community characterization software and how to
draw the strongest insights from survey-based studies. Par-
ticipants agreed that high-quality analyses and interpreta-
tion are key not only for their own sake, but also for
understanding the biogeography of fungal–plant associa-
tions (Peay et al., 2010; see pp. 878–882 this issue) and
the co-evolutionary context they represent (Arnold et al.,
2010; see pp. 874–878 of this issue). With the number of
community survey studies continuing to rise, and meth-
ods for their analysis continuing to improve, participants
agreed that the field is ripe for two major steps forward:
identifying and measuring functional traits in fungal com-
munities, and interpreting such traits through community
phylogenetics.

New perspectives on functional traits

Examining functional traits provides a mechanistic perspec-
tive on the abiotic and biotic processes governing commu-
nity assembly. Because the same traits can be measured on

different species, a functional-trait approach allows commu-
nities comprising different taxa to be compared, expanding
our ability to generalize or contrast processes structuring
communities in very different ecosystems (Diaz & Cabido,
2001; Westoby & Wright, 2006).

The rhizosphere has long been a focus for understanding
functional aspects of plant–fungal interactions, with a rich
history of studies on arbuscular mycorrhizal and ectomy-
corrhizal associations. Rhizosphere survey data have been
complemented recently by functional studies of nutrient
transport and interactions at the cellular and molecular lev-
els (e.g. Jargeat et al., 2003; Govindarajulu et al., 2005).
Novel methods for understanding enzyme activity in soil
are elucidating functional aspects of nutrient cycling (Sin-
sabaugh et al., 2008), and new refinements are providing
enzyme profiles directly from recently excised mycorrhizal
root tips (Courty et al., 2005; Pritsch et al., 2005). Such
findings link fungi identified in surveys to their products in
vivo, facilitating the exploration of mycorrhizal responses to
various environmental conditions (Phillips et al., 2008)
and linking aspects of ecosystem function to particular spe-
cies (Dong et al., 2007). Presentations at Snowbird
reminded researchers that such studies need not tie func-
tion only to chemistry; for example, Kabir Peay (University
of California, Berkeley, CA, USA) showed that functional
traits such as mushroom height, fruit body production and
dispersal vectors are associated with the prevalence of
particular fungal species colonizing seedlings planted at
varying distances from established mycorrhizae-forming
vegetation.

Coupled with estimates of niche occupancy or trait
diversity, functional studies provide a context for address-
ing how fungal communities will respond to environmen-
tal change. In addition to examining community
responses to factors associated with climate shifts, discus-
sion at Snowbird focused the functional trait lens on
issues such as nutrient deposition. In one example, Peter
Avis (Indiana University Northwest, Gary, IN, USA)
examined the prediction that greater phosphorus uptake
and transport abilities should be exhibited by mycorrhizal
fungi where nitrogen (N) is less limiting to plants (e.g. N-
fixing plants or high N-deposition environments). Observ-
ing an ectomycorrhizal community shift to favor species
of Russula, he found those with cystidia-coated ectomycor-
rhizas more often in areas of high N (Avis et al., 2003,
2008). Because cystidia produce calcium oxalate crystals
that increase soil phosphate availability, he proposed this
as a mechanism by which competitive abilities may be
enhanced.

An improved understanding of fungal functional traits is
promising also from a molecular perspective. Complement-
ing previous phylogenetic analyses (e.g. Hibbett et al.,
2000; Arnold et al., 2009), recent genome sequencing has
provided insight into the interplay of symbiosis and
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saprotrophy (Martin et al., 2008) and highlighted genomic
signatures of ecological strategies such as pathogenicity (So-
anes et al., 2008) and endophytism (Parrent et al., 2009).
Recently, functional genes also have been identified and
measured directly in fungal communities (e.g. Blackwood
et al., 2007; Nygren et al., 2008).

In almost all cases, a gap remains in linking genome
structure to gene expression. In the coming years, transcri-
ptomics will be especially critical; in the meantime, translat-
ing the growing genomic database into ecologically
meaningful and quantifiable traits is an area where collabo-
ration among bioinformaticians, physiologists, biochemists,
mycologists and ecologists is likely to yield especially great
rewards. One way to immediately maximize the inferential
power of genomics and functional trait studies lies in
phylogenetics, especially when applied at a community
scale.

Community phylogenetics: linking function to
ecology, evolution and genomics

After taking chance into account (see McGill et al., 2006),
community assembly at local scales can be conceptualized as
the interplay of abiotic filters and biotic interactions such as
competition and mutualism – with functional traits deter-
mining which organisms successfully pass a given filter and
establish. Functional traits often are tied directly to evolu-
tionary history, such that inferences about them are stron-
gest when factors such as biogeographic history (Peay et al.,
2010) and phylogenetic relationships are considered.

Dating at least to Darwin, biologists have observed that
closely related species are often ecologically similar – imply-
ing that they may succeed in similar environments and may
compete strongly when they co-occur (Cavender-Bares
et al., 2009). Thus, a phylogenetic perspective is useful for
interpreting community assembly rules. In Snowbird, a
transition from species-level or genotype-level characteriza-
tion of communities to approaches based on a phylogenetic
perspective was showcased by Steve Kembel (University of
Oregon, OR, USA) and Elisabeth Costello (Stanford
University, CA, USA), who provided hands-on training in
Phylocom (Webb et al., 2008) and UniFrac (Lozupone
et al., 2006) at the FESIN workshop.

Increasingly, researchers are using such tools to generate
hypotheses about connections between taxa and their func-
tion (Webb et al., 2002; Cavender-Bares et al., 2009). For
example, a community featuring species distributions that
are over-dispersed with regard to phylogeny may indicate
competition among functionally similar species (Kraft et al.,
2007). In contrast, one that features phylogenetically clus-
tered distributions may speak to highly conserved traits that
allow related organisms to successfully pass through an envi-
ronmental filter. Community phylogenetics provides an
indirect way to identify key functional traits without

explicitly measuring them, and also can be used to direct
efforts to measure such traits.

Several presenters focused on community phylogenetics
approaches at Snowbird. For example, Jeri Parrent and
colleagues (University of Guelph, ON, Canada) examined
the diversity and spatial organization of four functional
traits in arbuscular mycorrhizal fungi (AMF): percentage
root colonization; extraradical hyphal length; plant bio-
mass; and plant phosphorus content. Evolutionary recon-
structions of functional traits across the AMF phylogeny
showed that several were highly conserved within lineages
(Powell et al., 2009), and that both phylogenetic and trait
diversity showed significant evenness in an old-field AMF
assemblage. They concluded that phylogenetic structure is
an honest signal for functional diversity within AMF
communities, and suggested that phylogenetic evenness
may represent functional complementarity of community
members, which can positively and synergistically affect
plants (see also van der Heijden et al., 1998; Maherali &
Klironomos, 2007).

An attractive feature of the community phylogenetics
approach is its utility at multiple different spatial scales. For
example, Kabir Peay characterized ectomycorrhizal commu-
nity structure across a plant-soil ecotone in tropical rainfor-
ests of Borneo. Although little is known about the
functionality of such fungi in these forests, phylogenetic
clustering and biased representation of several families in
particular soils suggested that conserved traits within these
lineages may promote their occurrence in particular soil
types. Similarly, Ivan Edwards’s (University of Michigan,
MI, USA) phylogenetic analysis of Agaricomycotina from
three forest types demonstrated significant phylogenetic
clustering of fungi from sites with similar overstorey com-
position. By contrast, Sara Branco (University of Chicago,
IL, USA) showed that serpentine and nonserpentine soils
contained radiations by the same major clades of fungi, sug-
gesting the lack of a physiological barrier for mycorrhizal
fungi.

Synthesis

The combination of functional trait analysis and commu-
nity phylogenetics offers great promise in developing inte-
grated, predictive models for factors shaping the assembly
of symbiotic fungal communities on which plants depend.
However, a number of challenges – including accurate enu-
meration and identification of fungal community members,
diagnosis of key fungal functional traits, standardizing their
measurement, and understanding their evolutionary history
– remain before full realization of this approach is possible.
Resolving these challenges will help to discern the common
processes underlying the dazzling mosaic of diversity that
has been uncovered by molecular characterization of plant-
symbiotic fungal communities.
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Missing pieces for improving our understanding of func-
tional diversity of fungi and implementing a community
phylogenetics approach include: (1) exploiting new technol-
ogies to obtain phylogenetically informative but species-
resolving loci in environmental surveys, and ⁄ or applying
supertree methods to link nrITS data sets to deeper phylo-
genetics; (2) careful evaluation of intraspecific variation in
ecological modes as a prelude to interpreting the evolution-
ary history of ecological function; and (3) examination of
the conservation or lability of certain functional traits
within fungal lineages. The first issue will be addressed
through mycologists’ ongoing efforts to capture fungal bio-
diversity, and community-wide efforts to improve curation,
informatics tools, metadata, accessibility and phylogenetic
analyses associated with such work. The second will be
informed by genomics and metagenomics analyses coupled
with empirical assessments of function, and enhanced by
classically trained mycologists who know these organisms
well.

Together, these approaches, coupled with the types of
analyses characterized by recent studies examining the evo-
lution of fungal ecological modes (e.g. James et al., 2006;
Arnold et al., 2009), will inform the third missing piece –
phylogenetic analysis with regard to the origins and evolu-
tionary trajectories of functional traits. Thus, the utility of
this emerging approach lies in its multidisciplinary nature
and in the ever-greater interaction of diverse researchers
interested in an array of levels of biological organization
and ecological function.
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The Sphagnum air-gun
mechanism resurrected

In a recent paper, Duckett et al. (2009) present experimen-
tal data that they argue reject the air gun mechanism for
spore discharge in Sphagnum. Since Nawaschin (1897) pub-
lished the results from physical tests, the air gun mechanism
has been widely accepted as the means by which Sphagnum
spores are propelled into the air (e.g. Ingold, 1965; Maier,
1973; Cronberg, 1992), but no one until Duckett et al.
has tested it further. According to the air gun notion, air
pressure builds up in a cavity in the lower half of the spore
capsule when the capsule dries, contracts longitudinally and
changes shape from a sphere to a cylinder. The spores are
located in a sac in the upper part of the capsule, below the
operculum, on top of the air cavity (Nawaschin, 1897) –
this may be seen if one holds a fresh, semitransparent cap-
sule towards the light, where the spore mass is darker than
the air cavity below. The air cavity constitutes approx. 35%
of the external volume of a cylindrical capsule – the rest is
the spore sac (50%) and capsule tissue (15%; see illustration
in Nawaschin, 1897) – a similar figure is derived by multi-
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