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Recent scientific and technological advances have improved and streamlined our ability to
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recognise and describe fungal species. Detailed comparative genomics studies have also
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expanded our understanding of species boundaries. Against this background, we explore
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the nature of fungal species and consider how this impacts our understanding of their ge-
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netics and evolution. The current body of evidence suggests that fungal species are unique
evolutionary units that are separated from one another by boundaries that are “porous”
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under certain conditions (“semipermeable” in analogy to the differential permeability of

Cross-species gene flow

membranes). Overall, the penetrability of these boundaries depends on the relatedness be-
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tween donor and recipient species, the spatial proximity of related species to one another

Hybridisation

during their evolution, and the evolutionary potential associated with the breach of a

Introgression

boundary. Furthermore, the semipermeable nature of species boundaries fundamentally

Reproductive isolation

affects the population genetics of a species, with potentially profound effects on its overall

Speciation

evolution and biology. This also influences the methodologies used in taxonomy, because

Speciation and barrier genes

some species appear capable of maintaining their genetic isolation despite extensive pene-

Species boundary

trability of their boundaries. Most analytical procedures are also not able to distinguish the
signals of species boundary permeability from those associated with incomplete lineage
sorting or intraspecific diversity. Collectively, these issues greatly complicate how we study
and name fungi. An awareness of the nature of species, their boundaries and the biological
and genomic signatures of boundary breaches, will enhance our ability to identify them
and, perhaps more importantly, to develop realistic strategies to manage and manipulate
their growth and distribution.
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Introduction

The importance of fungi in agriculture, forestry, medicine, industry and ecosystem functioning is widely recognised, yet
only a small fraction of the millions of species suggested to
inhabit our planet have been formally described (Blackwell,
2011). This lag in documenting fungal diversity will likely
speed up because of developments in DNA sequencing technologies and the streamlining of naming schemes, which simplifies species discovery and description (Crous et al., 2015;
Hibbett and Taylor, 2013). Despite these advances, however,
the identification and delineation of new species will not
necessarily become easier. This is primarily due to complexities regarding their distribution and behaviour e fungi occur
everywhere on earth, they can interact with one another
and other organisms across the Tree of Life, and given appropriate circumstances, benign or beneficial species can become
harmful to their associates and vice versa. This heterogeneity
and ability to adapt to new environments complicate taxonomy, especially in recently evolved taxa, because the type
and magnitude of change needed for bringing about a new
taxon vary on a case-by-case basis. This is clearly evident in
emerging pathogens, the evolution and establishment of
which, is typically unpredictable and associated with extreme
agricultural, medical or environmental impacts.
All studies of fungi, including those dealing with ecology,
genetics or any other branch of mycology, rely to some extent
on the identification and analysis of one or more species. The
philosophical and theoretical aspects of these taxonomic
units has been the topic of intensive debate for the greater
part of the last century (Wilkens, 2010; Ereshefsky, 2010). As
a consequence, numerous concepts of what species are have
been proposed (e.g., Mayden, 1997). Practical application of
these existing ideas and concepts for delimiting fungal species, however, is not straightforward (e.g., Harrington and
Rizzo, 1999; Taylor et al., 2000). Although there is generally
an intention to recognise units approximating those occurring
in nature, taxonomic studies are almost always limited and
delimited by the available biological samples and experimental/analytical resources. Given these realities, species
delineation and description commonly involve some degree
of qualitative judgement (e.g., weighting of certain delineation
criteria over others) or subjective interpretation (e.g., of divergence estimates) (Leavitt et al., 2015; Taylor et al., 2000). In order to delineate fungal species, taxonomists also utilize a
range of approaches that can differ markedly in how species
are conceptualized (e.g., Cai et al., 2011; Crous et al., 2015).
Collectively, these issues (i.e., the human element and the
multitude of species concepts) represent significant hurdles
when seeking a definition for fungal species that is biologically
meaningful and that would allow unambiguous delineation of
these units.
Here we explore the nature of fungal species and examine
how this might impact upon our understanding of their genetics and evolution and our ability to accurately recognise
and potentially control them. We first consider how species
are conceptualized. The nature of the so-called “species
boundary” and its apparent permeability is then systematically scrutinized and aligned with our expectations for the

population biology of fungal species. We illustrate how this influences methodologies for species identification, especially
those that are plant and animal pathogens. By dissecting the
basic units of fungal diversity in this way, the potential to
improve our knowledge of their genetic makeup and the
forces driving their evolution is highlighted. Where possible,
we refer to the wealth of literature on fungal systematics, population biology and comparative genomics that has accumulated in recent times.

2.

What are fungal species?

Wiley (1978) defined a species as “a lineage of ancestral
descendant populations which maintains its identity from
other such lineages and which has its own evolutionary tendencies and historical fate”. De Queiroz (2007) later refined
this ontological definition with the General Lineage concept,
which describes species as segments of separately evolving
metapopulation (interconnected subpopulations making up
an inclusive population) lineages. By viewing species from a
population genetic perspective, Mallet (1995, 2007a) introduced the Genotypic Cluster concept that defines species as
multi-locus genotypic clusters, separated from one another
by discontinuities in the characters and character states
used to recognise them. The clusters in Mallet’s concept are
thus comparable to De Queiroz’s lineage segments, while Mallet’s character and character state discontinuities are outcomes of the specific evolutionary processes responsible for
shaping the trajectory of that lineage through time.
Both the General Lineage and Genotypic Cluster concepts
are applicable to all organisms on Earth because they do not
stipulate criteria for the species category (Pigliucci 2003;
Ereshefsky 2010). Other than being independent evolutionary
units, specific processes (e.g. reproductive isolation and
ecological adaptation) are not required to recognise the existence of a species. Therefore, both concepts are suitable to
delimit fungal species using the commonly employed species
recognition criteria (Table 1). In the case of the General Lineage concept, the criteria would be used to show that a species is a segment of an independently evolving lineage. For
the Genotypic Cluster concept, the species in question would
be shown to consist of a cluster or group of individuals that
share commonalities at multiple loci across their genomes,
while at the same time lacking certain shared characters
with other such groups. Despite these differences in philosophical perspective, both concepts thus allow empirical discovery of species using multiple independent lines of
evidence, which is a common practice in modern fungal taxonomy (see Table 2).
In this commentary, we mainly use a paradigm of species
that closely resembles Mallet’s Genotypic Cluster concept. In
part, this is because it resonates strongly with a widely used
definition for fungal species: “group[s] of individuals separated by heritable character discontinuities” (Hawksworth,
1996). It also aligns with the innate human capability to
perceive biodiversity as being discontinuous and consisting
of clusters or groups of like individuals, where individual clusters are separated from one another by gaps in the continuum
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Table 1 e Criteria commonly used to recognise fungal species.
Criteriona

Basis for species recognition and current application

Phenotypic/genetic cohesion

Reproductive biology

Ecological cohesion

Phylogenetic diagnosability

Genealogical exclusivity
(also known as genealogical concordance)

Individuals of species form distinguishable groups based on their shared
observable attributes (e.g. morphology and other cultural traits, as well as
DNA-based characters such as electrophoretic profiles and marker alleles).
Although this is widely used in fungal systematics, most of the
experimental procedures employed to evaluate this criterion lack resolving
power. The criterion is useful to obtain a preliminary perspective of
potential species limits, but is normally not used as principal tool for
delineation.
Species are interbreeding populations that are reproductively isolated from
other such populations. Despite its historical use in fungal taxonomy, this
criterion is not applicable to all fungi (e.g., many fungi are apparently
asexual and some do not require mates to complete the sexual cycle). Many
species also retain the ability to mate despite being distinct taxonomic
units. Not surprisingly, few contemporary studies employ reproductive
biology as a main criterion to delineate fungal species.
Species consist of individuals adapted to a specific niche. Although this
criterion is useful for pathogenic and symbiotic fungi, the ability of most
fungi to occupy diverse environments limits its taxonomic value.
Species are irreducible clusters of individuals that are characterized by
unique combinations of character states. In fungal ecology, this criterion is
widely applied to develop species hypotheses from DNA barcoding data.
Because species limits are subjectively interpreted from divergence
estimates, this criterion only provides a preliminary appraisal of the
potential species units under consideration.
A species consists of a cluster of individuals whose gene sequences coalesce
exclusively, and more recently, with one another than with those of other
species. Because of its relatively straightforward implementation and
objectivity in determining species limits, genealogical exclusivity is widely
used as a principal criterion for delineating fungal species.

a

These were derived from the secondary or operational species concepts reviewed by Mayden (1997) and later emphasized for fungi by Taylor
et al. (2000). For fungus-specific perspectives on ecological speciation and phylogenetic diagnosability in barcoding data, see the reviews of
Giraud et al. (2010) and Rydberg (2015), respectively.

of traits observed (see Ereshefsky, 2010; Pigliucci, 2003).
Furthermore, the notion that the members of a Genotypic
Cluster share unique commonalities at multiple loci across
their genomes, directly correlates with the practice of utilizing
multiple and diverse lines of evidence to delineate fungal species (i.e., traits encoded from multiple genetic loci; see Table
2). Finally, “clusters” are less abstract constructs than “lineage
segments”, and the concept of species as multi-locus genotypic clusters would potentially simplify discussions
regarding the dynamic nature of species boundaries.

3.
Fungal
semipermeable

species

boundaries

are

When species are viewed as multi-locus genotypic clusters
embedded within biodiversity continua, the character and
character state discontinuities separating them denote species boundaries. In other words, the species boundary is that
abstract line demarcating a species and separating it from
other species (Fig. 1). In fungi, this boundary is thought to be
the result of so-called “species isolation mechanisms” (Table
3) that limit or prevent the exchange of genetic material
among non-conspecifics. However, it is not a completely
impregnable barrier. Experimental evidence from plants and
animals clearly show that species boundaries are naturally
penetrable and that species can evolve independently, despite

often maintaining significant levels of interspecies genetic
connectivity (Harrison and Larson, 2014; Wu and Ting, 2004).
In fungi, the penetrability of species boundaries is reflected
by the common occurrence of hybrid species. Well-studied examples include those that emerged from natural genetic
crosses between non-conspecifics in genera, such as Saccharomyces (Leducq et al., 2016), Epichlo€e (Shoji et al., 2015), Verticillium (Inderbitzin et al., 2011) and Zymoseptoria (Stukenbrock
et al., 2012). Various studies have also reported leakage of
foreign DNAs into the gene pools of well-delimited fungal species through the process of introgressive hybridisation (Table
3). Notable fungal examples include introgressions from
Microbotryum silenes-dioicae into M. lychnidis-dioicae (Gladieux
et al., 2011), from Heterobasidion annosum into H. irregular
(Gonthier and Garbelotto, 2011) and into Neurospora tetrasperma from closely related Neurospora species (Sun et al.,
2012). In addition, a growing body of evidence suggests that
foreign genetic elements readily cross the fungal species
boundary and become established in populations via processes typically implicated in horizontal gene transfer (HGT)
(Table 3) and as reviewed by Fitzpatrick (2012) and Soanes
and Richards (2014).
Broad scale empirical evidence remains lacking for fungi,
but their species boundaries, like those of other eukaryotes
(reviewed by Harrison and Larson, 2014), are probably permeable only in certain situations. To account for the apparent
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Table 2 e Some of the names for taxonomic approaches that use multiple independent lines of evidence to recognize and
describe fungal species.
Name
Polyphasic taxonomy

Consolidated and consilient
species concepts

Integrative taxonomy

Description of the approach

Selected references

The term was initially introduced for bacteria to take “into
account all available phenotypic and genotypic data and
integrates them in a consensus type of classification”. The term
is similarly used in studies aiming to delineate fungal species.
Two formalizations of the polyphasic approach, both of which
are based on “the convergence of multiple, independent data
sets, as a means of delimiting species”. In fungal studies, both
terms refer to the use of phylogenetic, morphological,
physiological and ecological data to delineate species.
The term was initially introduced for animals and is defined as
“the science that aims to delimit the units of life’s diversity
from multiple and complementary perspectives”. Although not
commonly used in fungal systematics, the term has been
applied in situations where information on evolutionary
process (e.g, phylogeography and coevolution) was used in
addition to molecular, morphological, and ecological data to
delineate fungal species.

Vandamme et al. (1996), Wicht et al. (2012),
Stadler et al. (2014)

ic
 et al. (2015), Quaedvlieg et al. (2014)
Janc

Dayrat et al. (2005), Millanes et al. (2014),
Zamora et al. (2015)

Fig. 1 e An overview of the fungal species category using the paradigm of species as multi-locus genotypic clusters with
semipermeable boundaries. The collection of grey dots denotes such a species or genotypic cluster and the dashed line
encircling them depicts the selectively penetrable boundary.

selectivity of the process, the adjective “semipermeable” (used
in cell biology in reference to the differential permeability of
membranes) is favoured over “porous” or “permeable” to
describe the boundary (Harrison and Larson, 2014). Nonetheless, based on what we know, the penetrability of fungal species boundaries seems to depend on at least three factors: (i)
phylogenetic relatedness between the non-conspecifics
whose genetic material crosses the species boundary; (ii) the
degree to which selection has reinforced reproductive isolation of the interacting non-conspecifics; and (iii) the evolutionary potential that accompanies a species boundary
breach. Each of these factors is briefly outlined below (also
see Fig. 1).

Phylogenetic relatedness
Penetrability of the species boundary firstly depends on the
relatedness between the interacting species during hybridisation or between genetic donors and recipients during
HGT. Because the penetrability of the boundary is contingent
on the evolution of suitable species isolation mechanisms
(Table 3), its overall stringency generally increases with
time since the species diverged. In other words, crossspecies transfers of genetic material are more likely between
closely related fungal species than between more distantly
related individuals. This is reflected by the numerous examples of breaches in the species boundary involving
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hybridisation and introgressive hybridisation between
closely related non-conspecifics (reviewed by Stukenbrock,
2016). The extent of HGT among fungi seems to follow a
similar pattern (see Qiu et al., 2016 and the references
therein). Therefore, the frequency and likelihood of HGTbased breaches across fungal species boundaries also depend
to some extent on the relatedness between the donor and
recipient species (Qiu et al., 2016), as have been shown for
prokaryotes (Popa and Dagan, 2011).

Reinforcement of reproductive isolation
The physical proximity of evolving species to one another can
affect the permeability of their boundaries. This is particularly
noticeable when allopatric species that evolved in separate
and non-overlapping geographic locations are compared
with sympatric species that evolved in close proximity to
one another (Coyne and Orr, 2004; Wu and Ting, 2004). The
boundaries between sympatric species are typically reinforced and generally less penetrable than those between allopatric species (Turner et al., 2011). In contrast to allopatric
species, the evolution of sympatric species involves direct selection for genetic isolation, which enhances the mechanisms
responsible for their isolation. Most previous studies on the
role of reinforcement in fungi have focused on how crossspecies gene flow is limited during sexual encounters between
sympatric species (Coyne and Orr, 2004; Turner et al., 2011),
but it has been suggested to also buttress the boundary between sympatric species that interact vegetatively (Hu et al.,
2014). It is thus not surprising that most known fungal examples of hybridisation and introgressive hybridisation have
involved species that diverged in allopatry (Fisher et al., 2012;
Giraud et al., 2010; Gladieux et al., 2011; Leducq et al., 2016;
Leroy et al., 2016).

Evolutionary potential
Previous work on fungi suggests that the genetic elements
(i.e., genes/chromosomes/genome regions) involved in species boundary breaches are sources of genetic innovation
and adaptive evolution (Arnold, 2004; Gladieux et al., 2014;
Soanes and Richards, 2014). The populations, introgressed
lines or hybrids harbouring such elements are often more fit
than the parental species. This is evident in fungi such as
Cryptococcus neoformans (Kavanaugh et al., 2006), and species
of Fusarium (Ma et al., 2013) and Coccidioides (Neafsey et al.,
2010), where the genetic elements transferred across species
boundaries encode for genes allowing improved niche exploitation. Acquisition of these elements may further allow for the
regeneration of loci in which deleterious mutations have
accumulated (e.g., the mating-type determining chromosome
of N. tetrasperma) (Corcoran et al., 2016). They can also confer
adaptive architectural changes to the genome. For example,
hybridisation among Saccharomyces species causes chromosomal rearrangements that result in postzygotic reproductive
isolation and subsequent ecological divergence (Leducq et al.,
2016).
Mutational processes associated with hybridisation and
HGT can also introduce variation in the genomes of fungi.

5

For example, a breach in the species boundary can activate
transposable elements, thus mediating DNA insertions and
excisions, as well as genomic rearrangements (Daboussi
and Capy, 2003). Even the ploidy variation typically associated with hybridisation or HGT-based acquisition of whole
chromosomes can be mutational (Depotter et al., 2016;
Stukenbrock and Croll, 2014). In such cases, the sudden
multiplication of genome copies gives rise to a type of
“genome shock” that causes rapid genome-wide mutation
and transcriptome reorganization, which in turn drives
adaptive evolution (Cox et al., 2014).

4.
Semipermeable species boundaries affect
the population biology of fungi
The semipermeable nature of fungal species boundaries manifests most clearly in the population biology of these organisms. The term “population biology” refers to the diversity
and distribution of genetic variation within and across the
populations of a species (Halliburton, 2004), all of which are
dependent on the various forces that drive the evolution of a
species (McDonald and Linde, 2002). Accordingly, a breach in
the boundary of a species (i.e., cross-species gene flow
involving the movement of genes or genomic regions from
one genome to another [Mallet, 2001]) could influence the
structure of its populations. It could also influence how selection and recombination would change the amount and distribution of variation across the populations of such as species.
A boundary breach may further influence the effective population size (Ne) of a species and its overall vulnerability to genetic drift. The effects of species boundary semipermeability
on each of these factors are briefly outlined below.

Cross-species gene flow and genetic variation
Compared to mutation, cross-species gene flow is anticipated
to influence the population biology of a species more dramatically. Apart from increasing genotype diversity (Burnett 2003;
Halliburton 2004), cross-species gene flow has the added effect
that it can facilitate de novo mutation. For example, mutations
can arise due to the activity of transposons encoded on the genetic elements acquired via HGT (Soanes and Richards, 2014),
or mutation can be a consequence of genome shock following
polyploidization or the acquisition of foreign chromosomes
(Calo et al., 2013; Morrow and Fraser, 2013). Mutational processes accompanying species boundary breaches can, therefore, be expected to provide some (if not most) of the genetic
variation on which selection and drift (see below) can act, to
ultimately facilitate the establishment of more fit populations,
hybrids or introgressed lines.

Natural selection
Natural selection largely determines the fate of a population
after a breach in the species boundary. Selection changes
the frequency at which alleles/phenotypes occur in populations and the magnitude of these changes is partly dependent
on the adaptive nature of the respective alleles/phenotypes
(Halliburton, 2004). Following a species boundary breach,
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Table 3 e Concepts relevant to the discussion of fungal species and the semipermeable nature of their boundaries.
Horizontal gene transfer (HGT)
HGT refers to the transfer of genetic material between species (Soanes and Richards, 2014) via processes other than hybridisation (Mallet, 2005).
In fungi, any cell type can participate in HGT, because, unlike in certain other multicellular eukaryotes (Richards et al., 2011), they do not
sequester their heritable genetic material to particular cell lines. Therefore, any cell of a fungal individual can acquire foreign elements that,
together with the cell’s own genetic material, can be passed on to neighbouring cells or individuals and subsequent generations to ultimately
facilitate invasion of the foreign material into the species’ gene pool.
Foreign genetic elements (e.g., stretches of DNA, genes, gene clusters and whole chromosomes or parts of chromosomes) can enter a fungal
individual’s genome during unstable anastomosis (fusion of vegetative cells or hyphae) and heterokaryosis (occurrence of genetically
different nuclei in a mycelium) involving non-conspecifics (Burnett, 2003; Fitzpatrick, 2012; Richards et al., 2011). Under these conditions, the
interacting non-conspecifics exchange cytoplasmic/organellar DNAs/RNAs, thus facilitating the potential integration of these sequences into
a new genome (Soanes and Richards, 2014).
Recent evidence also suggests that foreign genetic elements can enter the genome of a fungal individual through processes typically associated
with prokaryotic HGT (Richards et al., 2011; Thomas and Nielsen, 2005). These include transformation or uptake of naked exogenous DNA
from the environment (e.g., Nevoigt et al., 2000; Mentel et al., 2006), as well as conjugative bacterium-to-fungus (e.g. Heinemann and Sprague,
1989; Sawasaki et al., 1996) and transductive virus-to-fungus (e.g., Liu et al., 2010; Taylor and Bruenn, 2009) transfer of genetic material
(Fitzpatrick, 2012; Richards et al., 2011; Soanes and Richards, 2014).
Hybridisation and hybrids
Hybridisation refers to the mating of non-conspecific individuals and the production of viable recombinant offspring (Mallet, 2007b; Kirk et al.,
2008). In fungi, such matings can occur during sexual and asexual/vegetative encounters (see table entry below on sex and parasex) between
non-conspecific individuals (Schardl and Craven, 2003; Stukenbrock, 2016). This is followed by the “genomic merger” of the interacting
individuals, from which offspring with unique chromosomal compositions and architectures is produced (Albertin and Marullo, 2012; Mallet,
2007b; Stukenbrock, 2016). Homoploid hybrids are those with chromosome numbers similar to that of a parent, allopolyploid hybrids have
chromosome numbers approaching the sum of the chromosome numbers of the parents, while the chromosome number of aneuploid
hybrids differ by one or a few chromosomes from those of their parents (Albertin and Marullo, 2012; Giraud et al., 2008).
Introgression and introgressive hybridisation
Introgession refers to the invasion of new genetic material into a species’ gene pool by means of hybridisation and backcrossing (Harrison and
Larson, 2014; Mallet, 2005). Backcrossing and recombination of a transient or short-lived hybrid with individuals of one of the parental species
allows for the incorporation of new genetic material (originating from the other parental species) into the genome of that parental species
(Baack and Rieseberg, 2007; Harrison and Larson, 2014; Stukenbrock, 2016). The process, by which hybridisation-derived genetic material is
introgressed into the gene pool of one of the parental species, is referred to as “introgressive hybridisation” sensu Anderson and Hubricht
(1938).
Phylogenetic incongruence
Incongruence among phylogenies inferred from different loci is often used as evidence for a historical breach in the boundary of a species, but
may also reflect instances of incomplete lineage sorting or analytical shortcomings (Wendel and Doyle, 1998). In contrast to these
shortcomings that can be overcome with appropriate experimental design, incomplete lineage sorting is an evolutionary phenomenon. Also
known as deep coalescence, it refers to situations where the “common ancestry of gene [sequences] at a single locus extends deeper than
speciation events” (Maddison, 1997). Rather than having evolutionary trajectories that coalesce with ancestral sequences in their own
lineages, the incompletely sorted loci of non-conspecifics coalesce with that of the homolog in their ancestor. Accordingly, incompletely
sorted loci typically group closely related non-conspecifics together instead of separating them. Various analytical procedures, particularly
those based on coalescence (i.e., the stochastic process of merging ancestral alleles backward in time) (Rosenberg and Nordborg, 2002), have
been developed for distinguishing the signatures of species boundary breaches from those associated with incomplete lineage sorting
(reviewed by Yu et al., 2011).
Sex and parasex
Sex and parasex are processes that involve the fusion of parental cells, karyogamy or fusion of nuclei, chromosomal crossover and ploidy
changes to produce recombinant progeny (Kirk et al., 2008; Ni et al., 2011; Schardl and Craven, 2003). The primary differences between sex and
parasex pertain to the parental cell types involved, and how chromosomal crossover and ploidy changes are achieved. Sex involves the fusion
of reproductive cells from sexually compatible partners (Ni et al., 2011), while parasex involves the fusion of cells of vegetatively compatible
individuals (Aanen et al., 2010). In sex, meiosis facilitates chromosome crossover and chromosome reduction to the homoploid condition (i.e.,
the same ploidy as the parents) (Schardl and Craven, 2003). This is true for intraspecies and some interspecies crosses, although irregular
meiosis during the latter could also generate hybrid offspring with chromosome numbers different from those of their parents. In parasex,
which is meiosis-independent, chromosome crossover of the fused nuclei occurs during mitosis and ploidy reduction happens apparently
stochastically via random chromosome loss (Pontecorvo, 1956; Schardl and Craven, 2003).
Species isolation mechanisms
These mechanisms restrict or prevent the sharing of genetic material among non-conspecific individuals. They include systems that limit the
transfer/acquisition of foreign genetic material or that subsequently prevent its incorporation and persistence in the new genome.
In fungi, limitation of transfer/acquisition of foreign genetic material is facilitated by sexual and vegetative incompatibilities among nonconspecific individuals (Aanen et al., 2010; Giraud et al., 2008; Glass and Kaneko, 2003), and restrictions in the potential for non-conspecifics to
encounter one another (e.g., through differential ecological specialization or preferential self-fertilization) (Giraud et al., 2008). Genetic
isolation can also be facilitated via modulations of reproductive mode (e.g., preferential selfing with limited outcrossing), and mechanisms
that cause the inviability of hybrids (Giraud et al., 2008). Although little is known regarding the mechanics and regulation of horizontal gene
transfer (HGT; see table entry above) in fungi, it is likely that these organisms also employ processes to limit the acquisition of foreign genetic
material from the environment, viruses and other microorganisms (e.g., limits on the availability of suitable receptors and specificities of
nucleic acid uptake and transfer mechanisms) as have been demonstrated for prokaryotes (Thomas and Nielsen, 2005).
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Table 3 (continued)
Should any of the initial isolation mechanisms fail, the incorporation and persistence of the acquired genetic material in the new genome is
dependent on the activity of genome defence systems and genomic epistasis. Defence systems that protect genomes against or purge them
of foreign genetic elements (Richards et al., 2011), include repeat induced point mutation (RIP), methylation induced premeiotically (MIP) and
RNA interference-based systems like meiotic silencing of unpaired DNA (MSUD) and quelling (Dang et al., 2011; Romano et al., 1992; Selker, 2002).
Genomic epistasis refers to the functional compatibility among interacting alleles at unlinked loci (Phillips, 2008). These interactions are typically
broken down during the intragenomic conflict that occurs in individuals whose species boundary was breached (Richards et al., 2011;
Stukenbrock, 2013). The incompatibility among allele or gene combinations (i.e., negative epistatic interactions) in such an individual’s genetic
background might reduce its fitness or cause it harm, thus allowing its loss from the population and simultaneously eliminating the foreign
genetic material from the species’ gene pool (Brown and O’Neill, 2010; Giraud et al., 2008; Gladieux et al., 2014; Stukenbrock, 2016).

selection would thus determine whether or not the acquired
phenotypes/genes/genome regions would be retained in the
population. And, depending on the adaptive value of these elements, directional selection might increase their frequencies
until they become fixed. Furthermore, because gene flow between non-conspecifics can introduce variation much faster
than mutation alone, natural selection would probably favour
the inherent permeability of a species boundary. Substantial
evidence for this is lacking, but various well-documented
fungal cases illustrate how cross-species acquisitions of genetic variation have facilitated “abrupt evolutionary changes”
(Stukenbrock and McDonald, 2008; Stukenbrock, 2016). These
have led to the emergence of populations, hybrids or introgressed lines that have niches broader than those of their parents (e.g., Inderbitzin et al., 2011), that can outcompete their
parents (e.g., Farrer et al., 2011), that occupy new niches (e.g.,
Leducq et al., 2016) or that infect new crops (Menardo et al.,
2016). In all these examples, a breach in the species boundary
represented a convenient mechanism for establishing genetic
variation from which selection could drive the emergence of
new (or “improved”) multi-locus genotypic clusters (or metapopulation lineage segments) over exceptionally short timescales (Mallet, 2007b; Gladieux et al., 2015; Stukenbrock and
McDonald, 2008).

Ne and genetic drift
Ne refers to the number of individuals in a population whose
genetic information may be inherited by progeny. It thus reflects the overall genetic diversity that is transferable to the
next generation (Burnett, 2003; Stukenbrock, 2016; Wright,
1931). Therefore, the Ne of a fungal species determines the degree to which cross-species gene flow and selection would ultimately affect its population biology (McDonald and Linde,
2002). Generally, cross-species gene flow can be expected to
affect the population biology of a species with a small Ne
more than one with a large Ne (Burnett, 2003). Also, when Ne
is larger, natural selection can be expected to more efficiently
drive the acquired phenotypes/genes/genomic regions to fixation, especially when they convey fitness advantages (Lanfear
et al., 2014). In turn, the loss of such elements, via the stochastic processes of genetic drift, is expected to be much more pronounced when Ne is smaller (Burnett, 2003; Lanfear et al., 2014).

Recombination and new allelic combinations
An immediate consequence of recombination following
cross-species gene flow is increased population diversity,

especially under conditions of restricted sexual reproduction. For example, when dispersal extrinsically restricts
meiotic recombination (Taylor et al., 2015), the generation
of new allelic combinations from the resident and foreign genetic material would be an important source of novel variation. Here, the new combinations may be brought about by
mitotic recombination that presumably occurs during DNA
processing and repair (Aguilera et al., 2000; Andersen and
Sekelsky, 2010) or during parasex (see Table 3) (Calo et al.,
2013; Hickman et al., 2015; Schardl and Craven, 2003). A
similar scenario would be true when sexual reproduction is
intrinsically restricted to mating strategies that involve selfing (homothalism) or high levels of inbreeding (Taylor et al.,
2015). Under such conditions, and following a breach in the
species boundary, new allelic combinations may arise from
the resident and foreign genetic material via either meiotic
or mitotic recombination. Overall, however, such increases
in genetic variation would differ from case to case and their
impact on the population would depend on the combined effects of Ne and selection (e.g., Anderson, 2005; Mandegar and
Otto, 2007).

Recombination and reproduction
Recombination following cross-species gene flow can indirectly affect the population biology of a species by changing
its reproductive mode. For example, rare sexual recombination between an inbreeding or homothallic species and other
closely related species would afford the inbreeder/homothallic all the benefits of outcrossing (increases in Ne included)
(Billiard et al., 2012; Taylor et al., 2015). Such rare crossspecies recombination events can conceivably also allow for
the formation of new combinations of fungal mating type
genes. This could potentially generate a homothallic species
from heterothallic or obligate outcrossing species and vice
versa, and might explain some of the frequent thallism
switches observed among closely related fungal species (e.g.,
Gioti et al., 2012; Strandberg et al., 2010). Additionally, crossspecies recombination can give rise to hybrids with small Ne
values and that are reproductively isolated from their parental
species due to large-scale differences in chromosome content
and organization (Yakimowski and Rieseberg, 2014). Although
the latter situation was initially thought to be true only for
allopolyploid hybrid fungi (see Hybridisation and hybrids in
Table 3) (Burnett, 2003; Giraud et al., 2008; Stukenbrock et al.,
2012; Stukenbrock, 2016), it was recently also shown to occur
in a homoploid hybrid fungus (see Hybridisation and hybrids
Table 3) (Leducq et al., 2016).
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Examination of the character and character state discontinuities that separate individual species may reveal the precise
determinants of the initial emergence and subsequent maintenance of species boundaries. This implies that the molecular basis of fungal speciation and, in effect, the intrinsic
nature of the species boundary itself can be determined
empirically. Based on evidence from various eukaryotes,
including fungi, the process of speciation (i.e., the formation
of new species boundaries) may be driven by two primary
groups of molecular mechanisms: those involving specific
genes and those involving chromosome-level changes
(reviewed by Nei and Nozawa, 2011). The effects of both
groups on the species boundary are likely to be dramatically
pronounced under conditions of cross-species interaction
and/or genetic exchange (see below).
Chromosome-level changes are thought to allow almost
instantaneous establishment of new species boundaries in
fungi (Albertin and Marullo, 2012; Stukenbrock, 2016). For
example, in Botrytis, Cryptococcus and Epichlo€e (reviewed by
Giraud et al., 2008), allopolyploid hybrids are genetically isolated from their homoploid parental species (i.e., ploidy differences prevent backcrossing of hybrids with parents).
Chromosomal rearrangements accompanying fungal hybridisation can also facilitate the development of species boundaries. This was elegantly illustrated in a recent study of wild
Saccharomyces species (Leducq et al., 2016), where the rearranged chromosomal sequences in homoploid hybrids
resulted in their genetic isolation (i.e., differences in chromosome architecture prevent backcrossing with parents).
Chromosome-level genomic co-linearity thus represents an
important component of the fungal species boundary, the
semipermeability of which could lead to the emergence of a
new species with its own boundary.
The genic determinants involved in the initial formation of
a species and its boundary have been termed “speciation
genes”. This is because their divergence and/or products
cause emergence of the incipient species (Harrison, 2012;
Nosil and Schluter, 2011; Wu and Ting, 2004). Although the
identification of speciation genes has generally been elusive,
studies from model plants, animals and Saccharomyces cerevisiae suggest that they may bring about speciation because
their products affect the survival of hybrid progeny
(Blackman, 2016; Louis, 2011; Nosil and Schluter, 2011). This
is particularly true for those genes whose fitness effects
depend on the genetic background in which they occur (see
“genomic epistasis” under Species isolation mechanisms in
Table 3). For example, by making use of experimentally
evolved incipient species derived from S. cerevisiae, Anderson
and Sekelsky (2010) showed that the co-occurrence of certain
gene variants severely impeded hybrid fitness due to negative
epistatic interactions. The same outcome was observed when
certain mitochondrial proteins, respectively transcribed from
the nuclear and mitochondrial genomes, co-occurred in S.
bayanus  S. cerevisiae hybrid backgrounds (Lee et al., 2008).
Apart from reducing the fitness of hybrids, genomic epistasis
would likely also determine the retention of HGT-derived

foreign genetic elements in the recipient genome. All extant
hybrids, HGT-derived or introgressed lines represent instances where negative genomic epistasis was overcome,
with the genes or gene variants facilitating this, representing
integral components of the species boundary.
Speciation genes can also facilitate divergence by preventing gene flow between incipient species (Blackman, 2016;
Nosil and Schluter, 2011). This can occur when alternative
speciation gene alleles, or the presence of a particular speciation gene in one of the species, allow for survival in contrasting environments (where contact between the diverging
species is limited). In fungal pathogens, for example, effector
genes (i.e., genes encoding secreted compounds that modulate hostepathogen interactions) (Plissonneau et al., 2017)
have been suggested to represent speciation genes because
their divergence or acquisition via HGT, hybridisation or
introgressive hybridisation would accompany ecological differentiation and speciation (Giraud et al., 2010; Stukenbrock,
2013). However, exceptionally few candidate speciation genes
have been conclusively shown to cause speciation in fungi
and, based on current data, they may be represented by
many diverse classes of genes (Nosil and Schluter, 2011;
Presgraves, 2010).
The genic determinants of the intrinsic systems and
mechanisms that maintain the segregation of species have
been termed “barrier genes” (Harrison, 2012; Noor and
Feder, 2006). These genes ensure integrity and maintenance
of species boundaries. They determine the phenotypic variation underlying the genetic isolation of non-conspecifics.
Genes involved in many of the species isolation mechanisms known in fungi (see Table 3) potentially belong to
this class. As a result, barrier gene products may be involved
in diverse biological processes, including niche differentiation and host/vector specificity, as well as reproductive
strategy and mode. This class of genes may even encode
components of DNA metabolism; e.g., deactivation of the
DNA mismatch repair system erodes the boundary between
S. cerevisiae  S. paradoxus (reviewed by Louis, 2011). Work on
animal and plant models has also identified several housekeeping and regulatory loci that contribute to or maintain
species boundaries (Noor and Feder, 2006; Rieseberg and
Blackman, 2010).
Designation of barrier or speciation genes is probably not
absolute. The barrier genes in one species (e.g., the mating
type genes in a homothallic species that maintain isolation
through the promotion of selfing/inbreeding) may represent
speciation genes in another (e.g., the mating type genes acquired via hybridisation can cause divergence by genetically
isolating the hybrid from one or both parental species) and
vice versa. Research aimed at identifying and untangling the
molecular processes and pathways responsible for the development of species boundaries (i.e., those encoded by speciation genes) from the processes responsible for boundary
maintenance (i.e., those encoded by barrier genes) would
thus allow elucidation of the genetic basis of a fungal species’
initial emergence and its subsequent continued separation
from non-conspecifics.
Molecular dissection of the speciation process and the nature of the species boundary in non-model fungi is increasingly feasible using genome-based approaches. Numerous
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recent studies have reported the mosaic nature of fungal genomes (e.g., Gladieux et al., 2011; Leducq et al., 2016; Ma
et al., 2013; Stukenbrock et al., 2012). In almost all these cases,
semipermeable species boundaries led to the development of
genomes consisting of “patchworks” of sequences with
unique evolutionary histories. Within such a genomic “quilt”,
the distribution of the foreign “patches” is determined by the
format of the species boundary breach. Genomes with
numerous and widely distributed foreign “patches” typically
characterize those of hybrids, while the hallmark of introgressive hybridisation and HGT are genomes with fewer and more
localized foreign “patches”. Detailed examination of the distribution and composition of these “patches” may reveal specific
mechanisms underlying the speciation process. Candidate
speciation and barrier genes may be identified using forward
genetics approaches based on comparative genome analyses
of recently evolved species and their relatives (Blackman,
2016). Once identified, however, their precise roles in the
speciation process require confirmation via functional and
evolutionary characterization.

Fig. 2 e Synopsis of the process used to delineate fungal
species. Robustness of the species hypothesis ultimately
proposed is ensured by utilizing different types of data and
analytical procedures to evaluate a range of species recognition criteria (see Table 1). The first phase of the process
involves development of one or more primary species hypotheses from the collection of isolates examined. These
primary hypotheses reflect the preliminary species limits
that are mostly identified using recognition criteria such as
phenotypic/genetic cohesion or phylogenetic diagnosibility.
During the second phase of the delineation process, robust
secondary species hypotheses are developed from the primary species hypotheses by subjecting the latter to additional rounds of scrutiny using added recognition criteria
(particularly genealogical exclusivity). In this way, multiple
independent lines of evidence support the secondary species hypotheses that subsequently lead to the formal
description and naming of species.
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6.

Implications for fungal taxonomy

Described fungal species represent formal hypotheses about
how the diversity of these organisms are structured. In other
words, given the available biological resources and analytical
capacities, a species hypothesis is the best explanation for the
genetic patterns observed in the empirical data examined. To
ensure robustness of these hypotheses, contemporary mycologists employ a wide range of criteria and procedures (Table
1), the results of which they then integrate to establish hypotheses that optimally match the experimental observations
(see Table 2 for the integrative taxonomic approaches used in
fungi). However, the overall process is usually separated into
two phases (Fig. 2). In the first phase, putative species boundaries are proposed and primary species hypotheses formulated (e.g., putative species boundaries are inferred based on
phenotypic data or phylogenetic relatedness; see Table 1). In
the second phase, these primary hypotheses are subjected
to more extensive rounds of experimentation using an array
of species delineation criteria. This leads to secondary species
hypotheses that are supported by multiple characters associated with diverse biological attributes (e.g., morphology, pathology, physiology and ecology). It is these robust
secondary species hypotheses, supported by multiple independent lines of evidence, that are formally named.
Within this status quo taxonomic framework, the impact of
semipermeable species boundaries becomes most apparent
when attempts are made to convert primary species hypotheses into secondary species hypotheses. In situations where
species boundaries have been breached, application of the
standard set of species recognition criteria (Table 1) is fraught
with complexity and may severely influence the accuracy of
subsequent taxonomic decisions. This is primarily because
the delineation process usually involves estimates of population differentiation or genealogical exclusivity, which are
based on the assumption that populations of distinct species
reproduce and evolve independently (Sites and Marshall,
2004). However, because of the semipermeability of species
boundaries, expectations of extensive or absolute genetic
isolation and evolutionary independence (especially for
recently diverged or insipient species) are likely unattainable.
Indeed, some previous reports of introgressive hybridisation
(e.g., Brasier and Kirk, 2009; Gladieux et al., 2011; Gonthier
and Garbelotto, 2011; Sun et al., 2012) and HGT (reviewed by
Soanes and Richards [2014]) represent examples of where
the species in question remained distinct, following gene
flow from a non-conspecific or a breach in the species boundary. Practically, this means that all of the markers (e.g., phenotypes, genes, genome regions) used to delimit a species need
not necessarily show patterns of genetic isolation or genealogical exclusivity.
Another complication is that the signatures of semipermeable species boundaries in empirical data are often not easily
distinguishable from those associated with other evolutionary
phenomena. For example, phylogenetic incongruence among
multiple independent loci may provide evidence that the
affected loci were acquired via HGT or hybridisation, but the
pattern may also be a consequence of incomplete lineage sorting at these loci (see Phylogenetic incongruence in Table 3). A
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recent study of the causal agents of citrus brown spot (i.e.,
distinct lineages of Alternaria alternata sensu lato) provides
and apt illustration (Stewart et al., 2012). The authors showed
that multi-locus phylogenetic incongruence was due to the
combined effects of ancestral cross-species genetic exchange
and incomplete lineage sorting, but that the causal fungi
nevertheless represented at least two robust Alternaria species
hypotheses. Rigorous interrogation of such difficult taxonomic cases allows detailed dissection of the various processes involved in the evolution of a species, and
significantly enriches the value of fungal systematics studies.
Taxonomic studies that account for the semipermeable nature of fungal species boundaries, may lead to the delineation
of taxa with exceptionally small Ne-values. Species falling into
this category include those that emerged via the process of
hybridisation, which also facilitated their genetic isolation
from parental species (Stukenbrock, 2016). Another example
includes apparently asexual fungi that maintain some level
genetic connectedness, but that separate into clonal lineages
(e.g., Ma et al., 2013). In these instances, secondary species hypotheses might be represented by populations consisting of
one or a few clones (e.g., Collado-Romero et al., 2008;
nez-Gasco et al., 2002). Formal recognition and descripJime
tion of such small-Ne taxa might be construed as instances
of “over-splitting” species (Coyne and Orr, 2004). Fortunately,
their recognition is not prohibited in the nomenclatural code
for fungi (McNeill et al., 2012). Mycologists are, therefore, free
to provide species names to the multi-locus genotypic clusters
(or metapopulation lineage segments) they have identified.
Formal recognition of these units would improve our understanding of fungal biodiversity and evolution, but it might
also be essential, especially where pathogens and other
economically important fungi are concerned.
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2013; Wingfield et al., 2015). This is mostly due to the initial
lack of relevant life history information to make inferences
of a species’ evolutionary potential. But we know from experience that the probability of species boundary breaches escalates dramatically when closely related species that have
evolved in allopatry are brought into the same environment
where their niches overlap and where they might encounter
one another. Numerous devastating fungal pathogens are
known to have emerged under such conditions of secondary
contact between allopatric species (Fisher et al., 2012; Giraud
et al., 2010; Gladieux et al., 2011; Leducq et al., 2016; Leroy
et al., 2016). In an age when human-mediated ecological transformations are common and widespread, semipermeability of
the species boundary is probably a key driver of speciation and
pathogen emergence (Brasier, 2000; Fisher et al., 2012; Thomas,
2013). Therefore, an awareness of the nature of the species
boundary and the signatures of boundary breaches (e.g., unexpected sexual and vegetative compatibilities, unusual karyotypes and chromosomal architecture, genomic mosaicism)
will lead to improvements in how biosecurity risks are
assessed and fungal pathogens are ultimately controlled.

Conflict of interest
The authors have no significant competing financial, professional or personal interests that might have influenced the
performance, interpretation or presentation of the work
described in this manuscript.

Acknowledgements
7.
Looking forward e risks in terms of
pathogens
The semipermeability of fungal species boundaries is of paramount importance when considering pathogens, because it
could affect the success of measures used to control their
growth and distribution. This is partly because cross-species
gene flow impacts the population biology of a pathogen,
which in turn dictates its operational management and control (McDonald and Linde, 2002; Milgroom and Fry, 1997;
Zhan et al., 2015). More importantly, however, cross-species
gene flow can enhance the evolutionary potential of a species,
either indirectly by changing its population diversity and
structure (McDonald and Linde, 2002), or directly through
the mutagenic processes accompanying hybridisation and
HGT. Therefore, because the evolutionary potential of fungal
species is strongly linked to the emergence of new pathogens
(Soanes and Richards, 2014; Stukenbrock, 2016), the semipermeable nature of species boundaries requires particular attention in the development of disease management strategies.
The dynamic nature of fungal species will likely remain a
significant hurdle in biosecurity. Fungi are constantly being
moved across the globe via human activity, and the biosecurity risk they pose is usually not immediately known
(e.g., Fisher et al., 2012; McTaggart et al., 2016; Ploetz et al.,

This work was supported by the University of Pretoria, as well
as the South African Department of Science and Technology
(DST) and National Research Foundation (NRF) through the
Centres of Excellence programme and the South African
Research Chairs Initiative (SARChI). The Grant holders
acknowledge that opinions, findings and conclusions or recommendations expressed in any publication generated by
NRF supported research are that of the author(s), and that
the NRF accepts no liability whatsoever in this regard.

references

Aanen, D.K., Debets, A.J., Glass, N.L., Saupe, S.J., 2010. Biology and
genetics of vegetative incompatibility in fungi. In:
Borkovich, K., Ebbole, D.J. (Eds.), Cellular and Molecular
Biology of Filamentous Fungi. American Society of Microbiology Press, pp. 274e288.
 vez, S., Malago
 n, F., 2000. Mitotic recombination
Aguilera, A., Cha
in yeast: elements controlling its incidence. Yeast 16, 731e754.
Albertin, W., Marullo, P., 2012. Polyploidy in fungi: evolution after
whole-genome duplication. Proc. Natl. Acad. Sci. U. S. A. 279,
2497e2509.
Andersen, S.L., Sekelsky, J., 2010. Meiotic versus mitotic recombination: two different routes for double-strand break repair.
BioEssays 32, 1058e1066.

Please cite this article in press as: Steenkamp, E.T., et al., Fungal species and their boundaries matter e Definitions, mechanisms
and practical implications, Fungal Biology Reviews (2017), https://doi.org/10.1016/j.fbr.2017.11.002

Fungal species and their boundaries

Anderson, J.B., 2005. Evolution of antifungal-drug resistance:
mechanisms and pathogen fitness. Nat. Rev. Microbiol. 3,
547e556.
Anderson, E., Hubricht, L., 1938. Hybridization in Tradescantia. III.
The evidence for introgressive hybridization. Am. J. Bot. 25,
396e402.
Arnold, M.L., 2004. Transfer and origin of adaptations through
natural hybridization: were Anderson and Stebbins right?
Plant Cell 16, 562e570.
Baack, E.J., Rieseberg, L.H., 2007. A genomic view of introgression
and hybrid speciation. Curr. Opin. Genet. Dev. 17, 513e518.
 pez-Villavicencio, M., Hood, M.E., Giraud, T., 2012.
Billiard, S., Lo
Sex, outcrossing and mating types: unsolved questions in
fungi and beyond. J. Evol. Biol. 25, 1020e1038.
Blackman, B.K., 2016. Speciation genes. In: Kliman, R.M. (Ed.),
Encyclopedia of Evolutionary Biology. Academic Press, Oxford,
pp. 166e175.
Blackwell, M., 2011. The Fungi: 1, 2, 3. 5.1 million species? Am. J.
Bot. 98, 426e438.
Brasier, C., 2000. Plant pathology: the rise of the hybrid fungi.
Nature 405, 134e135.
Brasier, C.M., Kirk, S.A., 2009. Rapid emergence of hybrids between the two subspecies of Ophiostoma novo-ulmi with a
high level of pathogenic fitness. Plant Pathol. 59, 186e199.
Brown, J.D., O’Neill, R.J., 2010. Chromosomes, conflict, and epigenetics: chromosomal speciation revisited. Annu. Rev. Genomics Hum. Genet. 11, 291e316.
Burnett, J.H., 2003. Fungal Populations and Species. Oxford University Press, Oxford and New York.
Cai, L., Giraud, T., Zhang, N., Begerow, D., Cai, G., Shivas, R.G.,
2011. The evolution of species concepts and species recognition criteria in plant pathogenic fungi. Fungal Div. 50,
121e133.
Calo, S., Billmyre, R.B., Heitman, J., 2013. Generators of phenotypic diversity in the evolution of pathogenic microorganisms.
PLoS Pathog. 9, e1003181.
Collado-Romero, M., Mercado-Blanco, J., Olivares-Garcıa, C.,
nez-Dıaz, R.M., 2008. Phylogenetic analysis of Verticillium
Jime
dahliae vegetative compatibility groups. Phytopathology 98,
1019e1028.
Corcoran, P., Anderson, J.L., Jacobson, D.J., Sun, Y., Ni, P.,
Lascoux, M., Johannesson, H., 2016. Introgression maintains
the genetic integrity of the mating-type determining
chromosome of the fungus Neurospora tetrasperma.
Genome Res. 26, 486e498.
Cox, M.P., Dong, T., Shen, G., Dalvi, Y., Scott, D.B., Ganley, A.R.,
2014. An interspecific fungal hybrid reveals cross-kingdom
rules for allopolyploid gene expression patterns. PLoS Genet.
10, e1004180.
Coyne, J.A., Orr, H.A., 2004. Speciation, vol. 37. Sinauer Associates,
Sunderland, MA.
Crous, P.W., Hawksworth, D.L., Wingfield, M.J., 2015. Identifying
and naming plant-pathogenic fungi: past, present, and future.
Annu. Rev. Phytopathol. 53, 247e267.
Daboussi, M.J., Capy, P., 2003. Transposable elements in filamentous fungi. Annu. Rev. Microbiol. 57, 275e299.
Dang, Y., Yang, Q., Xue, Z., Liu, Y., 2011. RNA interference in fungi:
pathways, functions, and applications. Eukaryot. Cell 10,
1148e1155.
Dayrat, B., 2005. Towards integrative taxonomy. Biol. J. Linn. Soc.
85, 407e415.
Depotter, J.R., Seidl, M.F., Wood, T.A., Thomma, B.P., 2016. Interspecific hybridization impacts host range and pathogenicity of
filamentous microbes. Curr. Opin. Microbiol. 32, 7e13.
De Queiroz, K., 2007. Species concepts and species delimitation.
Syst. Biol. 56, 879e886.
Ereshefsky, M., 2010. Darwin’s solution to the species problem.
Synthese 175, 405e425.

11

Farrer, R.A., Weinert, L.A., Bielby, J., Garner, T.W., Balloux, F.,
Clare, F., Bosch, J., Cunningham, A.A., Weldon, C., du
Preez, L.H., Anderson, L., 2011. Multiple emergences of
genetically diverse amphibian-infecting chytrids include a
globalized hypervirulent recombinant lineage. Proc. Natl.
Acad. Sci. U. S. A. 108, 18732e18736.
Fisher, M.C., Henk, D.A., Briggs, C.J., Brownstein, J.S., Madoff, L.C.,
McCraw, S.L., Gurr, S.J., 2012. Emerging fungal threats to animal, plant and ecosystem health. Nature 484, 186e194.
Fitzpatrick, D.A., 2012. Horizontal gene transfer in fungi. FEMS
Microbiol. Lett. 329, 1e8.
Gioti, A., Mushegian, A.A., Strandberg, R., Stajich, J.E.,
Johannesson, H., 2012. Unidirectional evolutionary transitions
in fungal mating systems and the role of transposable elements. Mol. Biol. Evol. 29, 3215e3226.
Giraud, T., Gladieux, P., Gavrilets, S., 2010. Linking the emergence
of fungal plant diseases with ecological speciation. Trends
Ecol. Evol. 25, 387e395.
gier, G., Le Gac, M., de Vienne, D.M., Hood, M.E.,
Giraud, T., Refre
2008. Speciation in fungi. Fungal Genet. Biol. 45, 791e802.
Gladieux, P., Vercken, E., Fontaine, M.C., Hood, M.E., Jonot, O.,
Couloux, A., Giraud, T., 2011. Maintenance of fungal pathogen
species that are specialized to different hosts: allopatric
divergence and introgression through secondary contact. Mol.
Biol. Evol. 28, 459e471.
Gladieux, P., Ropars, J., Badouin, H., Branca, A., Aguileta, G.,
Vienne, D.M., Rodrıguez de la Vega, R.C., Branco, S., Giraud, T.,
2014. Fungal evolutionary genomics provides insight into the
mechanisms of adaptive divergence in eukaryotes. Mol. Ecol.
23, 753e773.
Gladieux, P., Feurtey, A., Hood, M.E., Snirc, A., Clavel, J.,
Dutech, C., Roy, M., Giraud, T., 2015. The population biology of
fungal invasions. Mol. Ecol. 24, 1969e1986.
Glass, N.L., Kaneko, I., 2003. Fatal attraction: nonself recognition
and heterokaryon incompatibility in filamentous fungi. Eukaryot. Cell 2, 1e8.
Gonthier, P., Garbelotto, M., 2011. Amplified fragment length
polymorphism and sequence analyses reveal massive gene
introgression from the European fungal pathogen Heterobasidion annosum into its introduced congener H. irregulare. Mol.
Ecol. 20, 2756e2770.
Halliburton, R., 2004. Introduction to Population Genetics. Pearson/Prentice Hall, Upper Saddle River.
Harrington, T.C., Rizzo, D.M., 1999. Defining species in the fungi.
In: Worrall, J.J. (Ed.), Structure and Dynamics of Fungal Populations. Kluwer Academic, Dordrecht, pp. 43e70.
Harrison, R.G., 2012. The language of speciation. Evolution 66,
3643e3657.
Harrison, R.G., Larson, E.L., 2014. Hybridization, introgression,
and the nature of species boundaries. J. Hered. 105, 795e809.
Hawksworth, D.L., 1996. Microbial collections as a tool in biodiversity and biosystematic research. In: Samson, R.A.,
Stalpers, J.A., van der Mei, D., Stouthamer, A.H. (Eds.), Culture
Collections to Improve the Quality of Life. Centraalbureau
voor Schimmelcultures, Baarn, pp. 26e35.
Heinemann, J.A., Sprague Jr., G.F., 1989. Bacterial conjugative
plasmids mobilize DNA transfer between bacteria and yeast.
Nature 340, 205e209.
Hibbett, D.S., Taylor, J.W., 2013. Fungal systematics: is a new age
of enlightenment at hand? Nat. Rev. Microbiol. 11, 129e133.
Hickman, M.A., Paulson, C., Dudley, A., Berman, J., 2015. Parasexual ploidy reduction drives population heterogeneity
through random and transient aneuploidy in Candida albicans.
Genetics 200, 781e794.
Hu, X., Xiao, G., Zheng, P., Shang, Y., Su, Y., Zhang, X., Liu, X.,
Zhan, S., Leger, R.J.S., Wang, C., 2014. Trajectory and genomic
determinants of fungal-pathogen speciation and host adaptation. Proc. Natl. Acad. Sci. U. S. A. 111, 16796e16801.

Please cite this article in press as: Steenkamp, E.T., et al., Fungal species and their boundaries matter e Definitions, mechanisms
and practical implications, Fungal Biology Reviews (2017), https://doi.org/10.1016/j.fbr.2017.11.002

12

Inderbitzin, P., Davis, R.M., Bostock, R.M., Subbarao, K.V., 2011.
The ascomycete Verticillium longisporum is a hybrid and a plant
pathogen with an expanded host range. PLoS One 6, e18260.
ic
, S., Nguyen, H.D., Frisvad, J.C., Zalar, P., Schroers, H.J.,
Janc
Seifert, K.A., Gunde-Cimerman, N., 2015. A taxonomic revision
of the Wallemia sebi species complex. PLoS One 10, e0125933.
nez-Gasco, M.M., Milgroom, M.G., Jime
nez-Dıaz, R.M., 2002.
Jime
Gene genealogies support Fusarium oxysporum f. sp. ciceris as a
monophyletic group. Plant Pathol. 51, 72e77.
Kavanaugh, L.A., Fraser, J.A., Dietrich, F.S., 2006. Recent evolution
of the human pathogen Cryptococcus neoformans by intervarietal
transfer of a 14-gene fragment. Mol. Biol. Evol. 23, 1879e1890.
Kirk, P., Cannon, P., Minter, D., Stalpers, J., 2008. Ainsworth and
Bisby’s Dictionary of the Fungi. Ainsworth and Bisby’s Dictionary of the Fungi, (Ed. 10).
Lanfear, R., Kokko, H., Eyre-Walker, A., 2014. Population size and
the rate of evolution. Trends Ecol. Evol. 29, 33e41.
Leavitt, S.D., Moreau, C.S., Lumbsch, H.T., 2015. The dynamic
discipline of species delimitation: progress toward effectively
recognizing species boundaries in natural populations. In:
Upreti, D.K., Divakar, P.K., Shukla, V., Bajpai, R. (Eds.), Recent
Advances in Lichenology, vol. 2. Springer, India, pp. 11e44.
Leducq, J.B., Nielly-Thibault, L., Charron, G., Eberlein, C., Verta, J.P.,
Samani, P., Sylvester, K., Hittinger, C.T., Bell, G., Landry, C.R.,
2016. Speciation driven by hybridization and chromosomal
plasticity in a wild yeast. Nat. Microbiol. 1, 15003.
Lee, H.Y., Chou, J.Y., Cheong, L., Chang, N.H., Yang, S.Y., Leu, J.Y.,
2008. Incompatibility of nuclear and mitochondrial genomes
causes hybrid sterility between two yeast species. Cell 135,
1065e1073.
Leroy, T., Caffier, V., Celton, J.M., Anger, N., Durel, C.E.,
Lemaire, C., Le Cam, B., 2016. When virulence originates from
nonagricultural hosts: evolutionary and epidemiological consequences of introgressions following secondary contacts in
Venturia inaequalis. New Phytol. 210, 1443e1452.
Liu, H., Fu, Y., Jiang, D., Li, G., Xie, J., Cheng, J., Peng, Y.,
Ghabrial, S.A., Yi, X., 2010. Widespread horizontal gene
transfer from double-stranded RNA viruses to eukaryotic nuclear genomes. J. Virol. 84, 11876e11887.
Louis, E.J., 2011. Population genomics and speciation in yeasts.
Fungal Biol. Rev. 25, 136e142.
Ma, L.J., Geiser, D.M., Proctor, R.H., Rooney, A.P., O’Donnell, K.,
Trail, F., Gardiner, D.M., Manners, J.M., Kazan, K., 2013. Fusarium pathogenomics. Annu. Rev. Microbiol. 67, 399e416.
Maddison, W.P., 1997. Gene trees in species trees. Syst. Biol. 46,
523e536.
Mallet, J., 1995. A species definition for the modern synthesis.
Trends Ecol. Evol. 10, 294e299.
Mallet, J., 2001. Gene flow. In: Woiwood, I., Reynolds, D.R.,
Thomas, C.D. (Eds.), Insect Movement: Mechanisms and Consequences: Proceedings of the Royal Entomological Society’s
20th Symposium. CABI, pp. 337e360.
Mallet, J., 2005. Hybridization as an invasion of the genome.
Trends Ecol. Evol. 20, 229e237.
Mallet, J., 2007a. Species, concepts of. In: Levin, S.A. (Ed.), Encyclopedia of Biodiversity. Elsevier, Oxford, New York, pp. 1e15.
ISBN 9780122268656.
Mallet, J., 2007b. Hybrid speciation. Nature 446, 279e283.
Mandegar, M.A., Otto, S.P., 2007. Mitotic recombination counteracts the benefits of genetic segregation. Proc. Roy. Soc. London
B Biol. Sci. 274, 1301e1307.
Mayden, R.L., 1997. A hierarchy of species concepts: the denouement in the saga of the species problem. In: Claridge, M.F.,
Dawah, H.A., Wilson, M.R. (Eds.), Species: the Units of Biodiversity. Chapman and Hall, London, pp. 381e424.
McDonald, B.A., Linde, C., 2002. Pathogen population genetics,
evolutionary potential, and durable resistance. Annu. Rev.
Phytopathol. 40, 349e379.

E. T. Steenkamp et al.

McNeill, J., Barrie, F.R., Buck, W.R., Demoulin, V., Greuter, W.,
Hawksworth, D.L., Herendeen, P.S., Knapp, S., Marhold, K.,
Prado, J., Prud’homme Van Reine, W.F., Smith, G.F.,
Wiersema, J.H., Turland, N.J., 2012. International Code of
Nomenclature for Algae, Fungi and Plants. Regnum vegetabile,
€ nigstein ,Germany.
154. Koeltz Scientific Books, Ko
McTaggart, A.R., van der Nest, M.A., Steenkamp, E.T., Roux, J.,
Slippers, B., Shuey, L.S., Wingfield, M.J., Drenth, A., 2016.
Fungal genomics challenges the dogma of name-based biosecurity. PLoS Pathog. 12, e1005475.
Menardo, F., Praz, C.R., Wyder, S., Ben-David, R., Bourras, S.,
Matsumae, H., McNally, K.E., Parlange, F., Riba, A., Roffler, S.,
Schaefer, L.K., 2016. Hybridization of powdery mildew strains
gives rise to pathogens on novel agricultural crop species. Nat.
Genet. 48, 201e205.
 ırek, M., Jørck-Ramberg, D., Pi
Mentel, M., Sp
skur, J., 2006. Transfer
of genetic material between pathogenic and food-borne
yeasts. Appl. Environ. Microbiol. 72, 5122e5125.
Milgroom, M.G., Fry, W.E., 1997. Contributions of population genetics to plant disease epidemiology and management. Adv.
Bot. Res. 24, 1e30.
Millanes, A.M., Truong, C., Westberg, M., Diederich, P., Wedin, M.,
2014. Host switching promotes diversity in host-specialized
mycoparasitic fungi: uncoupled evolution in the BiatoropsisUsnea system. Evolution 68, 1576e1593.
Morrow, C.A., Fraser, J.A., 2013. Ploidy variation as an adaptive
mechanism in human pathogenic fungi. Semin. Cell Dev. Biol.
24, 339e346.
Neafsey, D.E., Barker, B.M., Sharpton, T.J., Stajich, J.E., Park, D.J.,
Whiston, E., Hung, C.Y., McMahan, C., White, J., Sykes, S.,
Heiman, D., 2010. Population genomic sequencing of Coccidioides fungi reveals recent hybridization and transposon
control. Genome Res. 20, 938e946.
Nei, M., Nozawa, M., 2011. Roles of mutation and selection in
speciation: from Hugo de Vries to the modern genomic era.
Gen. Biol. Evol. 3, 812e829.
Nevoigt, E., Fassbender, A., Stahl, U., 2000. Cells of the yeast
Saccharomyces cerevisiae are transformable by DNA under nonartificial conditions. Yeast 16, 1107e1110.
Ni, M., Feretzaki, M., Sun, S., Wang, X., Heitman, J., 2011. Sex in
fungi. Annu. Rev. Genet. 45, 405e430.
Noor, M.A., Feder, J.L., 2006. Speciation genetics: evolving approaches. Nat. Rev. Genet. 7, 851e861.
Nosil, P., Schluter, D., 2011. The genes underlying the process of
speciation. Trends Ecol. Evol. 26, 160e167.
Phillips, P.C., 2008. Epistasis e the essential role of gene interactions in the structure and evolution of genetic systems. Nat.
Rev. Genet. 9, 855e867.
Pigliucci, M., 2003. Species as family resemblance concepts: the
(dis-) solution of the species problem? BioEssays 25, 596e602.
 , S.,
Plissonneau, C., Benevenuto, J., Mohd-Assaad, N., Fouche
Hartmann, F.E., Croll, D., 2017. Using population and comparative genomics to understand the genetic basis of effectordriven fungal pathogen evolution. Front. Plant Sci. 8, 119.
Ploetz, R.C., Hulcr, J., Wingfield, M.J., De Beer, Z.W., 2013.
Destructive tree diseases associated with ambrosia and bark
beetles: black swan events in tree pathology? Plant Dis. 97,
856e872.
Pontecorvo, G., 1956. The parasexual cycle in fungi. Annu. Rev.
Microbiol. 10, 393e400.
Popa, O., Dagan, T., 2011. Trends and barriers to lateral gene
transfer in prokaryotes. Curr. Opin. Microbiol. 14, 615e623.
Presgraves, D.C., 2010. The molecular evolutionary basis of species formation. Nat. Rev. Genet. 11, 175e180.
Quaedvlieg, W., Binder, M., Groenewald, J.Z., Summerell, B.A.,
Carnegie, A.J., Burgess, T.I., Crous, P.W., 2014. Introducing the
consolidated species concept to resolve species in the Teratosphaeriaceae. Persoonia 33, 1e40.

Please cite this article in press as: Steenkamp, E.T., et al., Fungal species and their boundaries matter e Definitions, mechanisms
and practical implications, Fungal Biology Reviews (2017), https://doi.org/10.1016/j.fbr.2017.11.002

Fungal species and their boundaries

Qiu, H., Cai, G., Luo, J., Bhattacharya, D., Zhang, N., 2016. Extensive horizontal gene transfers between plant pathogenic
fungi. BMC Biol. 14, 41.
Richards, T.A., Leonard, G., Soanes, D.M., Talbot, N.J., 2011. Gene
transfer into the fungi. Fungal Biol. Rev. 25, 98e110.
Rieseberg, L.H., Blackman, B.K., 2010. Speciation genes in plants.
Ann. Bot. 106, 439e455.
Romano, N., Macino, G., 1992. Quelling: transient inactivation of
gene expression in Neurospora crassa by transformation with
homologous sequences. Mol. Microbiol. 6, 3343e3353.
Rosenberg, N.A., Nordborg, M., 2002. Genealogical trees, coalescent theory and the analysis of genetic polymorphisms. Nat.
Rev. Genet. 3, 380e390.
Ryberg, M., 2015. Molecular operational taxonomic units as approximations of species in the light of evolutionary models
and empirical data from Fungi. Mol. Ecol. 24, 5770e5777.
Sawasaki, Y., Inomata, K., Yoshida, K., 1996. Trans-kingdom
conjugation between Agrobacterium tumefaciens and Saccharomyces cerevisiae, a bacterium and a yeast. Plant Cell Physiol. 37,
103e106.
Schardl, C.L., Craven, K.D., 2003. Interspecific hybridization in
plant-associated fungi and oomycetes: a review. Mol. Ecol. 12,
2861e2873.
Selker, E.U., 2002. Repeat-induced gene silencing in fungi. Adv.
Genet. 46, 439e450.
Shoji, J.Y., Charlton, N.D., Yi, M., Young, C.A., Craven, K.D., 2015.
Vegetative hyphal fusion and subsequent nuclear behavior in
Epichlo€e grass endophytes. PLoS One 10, e0121875.
Sites Jr., J.W., Marshall, J.C., 2004. Operational criteria for delimiting species. Annu. Rev. Ecol. Evol. Syst. 35, 199e227.
Soanes, D., Richards, T.A., 2014. Horizontal gene transfer in eukaryotic plant pathogens. Annu. Rev. Phytopathol. 52,
583e614.
Stadler, M., Læssøe, T., Fournier, J., Decock, C., Schmieschek, B.,
Tichy, H.V., Per
soh, D., 2014. A polyphasic taxonomy of Daldinia (Xylariaceae). Stud. Mycol. 77, 1e143.
Strandberg, R., Nygren, K., Menkis, A., James, T.Y., Wik, L.,
Stajich, J.E., Johannesson, H., 2010. Conflict between reproductive gene trees and species phylogeny among heterothallic and pseudohomothallic members of the filamentous
ascomycete genus Neurospora. Fungal Genet. Biol. 47,
869e878.
Stukenbrock, E.H., 2013. Evolution, selection and isolation: a
genomic view of speciation in fungal plant pathogens. New
Phytol. 199, 895e907.
Stukenbrock, E.H., 2016. The role of hybridization in the evolution
and emergence of new fungal plant pathogens. Phytopathology 106, 104e112.
Stukenbrock, E.H., Christiansen, F.B., Hansen, T.T., Dutheil, J.Y.,
Schierup, M.H., 2012. Fusion of two divergent fungal individuals led to the recent emergence of a unique widespread
pathogen species. Proc. Natl. Acad. Sci. U. S. A. 109,
10954e10959.
Stukenbrock, E.H., Croll, D., 2014. The evolving fungal genome.
Fungal Biol. Rev. 28, 1e12.
Stukenbrock, E.H., McDonald, B.A., 2008. The origins of plant
pathogens in agro-ecosystems. Annu. Rev. Phytopathol. 46,
75e100.
Stewart, J.E., Timmer, L.W., Lawrence, C.B., Pryor, B.M.,
Peever, T.L., 2014. Discord between morphological and phylogenetic species boundaries: incomplete lineage sorting and

13

recombination results in fuzzy species boundaries in an
asexual fungal pathogen. BMC Evol Biol 14, 38.
Sun, Y., Corcoran, P., Menkis, A., Whittle, C.A., Andersson, S.G.,
Johannesson, H., 2012. Large-scale introgression shapes the
evolution of the mating-type chromosomes of the filamentous
ascomycete Neurospora tetrasperma. PLoS Genet. 8, e1002820.
Taylor, D.J., Bruenn, J., 2009. The evolution of novel fungal genes
from non-retroviral RNA viruses. BMC Biol. 7, 88.
Taylor, J.W., Hann-Soden, C., Branco, S., Sylvain, I., Ellison, C.E.,
2015. Clonal reproduction in fungi. Proc. Natl. Acad. Sci. U. S.
A. 112, 8901e8908.
Taylor, J.W., Jacobson, D.J., Kroken, S., Kasuga, T., Geiser, D.M.,
Hibbett, D.S., Fisher, M.C., 2000. Phylogenetic species recognition
and species concepts in fungi. Fungal Genet. Biol. 31, 21e32.
Thomas, C.D., 2013. The Anthropocene could raise biological diversity. Nature 502, 7.
Thomas, C.M., Nielsen, K.M., 2005. Mechanisms of, and barriers
to, horizontal gene transfer between bacteria. Nat. Rev. Microbiol. 3, 711e721.
Turner, E., Jacobson, D.J., Taylor, J.W., 2011. Genetic architecture
of a reinforced, postmating, reproductive isolation barrier between Neurospora species indicates evolution via natural selection. PLoS Genet. 7, e1002204.
Vandamme, P., Pot, B., Gillis, M., de Vos, P., Kersters, K., Swings, J.,
1996. Polyphasic taxonomy, a consensus approach to bacterial
systematics. Microbiol. Rev. 60, 407e438.
Wendel, J.F., Doyle, J.J., 1998. Phylogenetic incongruence: window
into genome history and molecular evolution. In: Soltis, P.S.,
Soltis, D.E., Doyle, J.J. (Eds.), Molecular Systematics of Plants II.
Kluwer Academic Publishers, Dordrecht, Netherlands,
pp. 265e296.
Wicht, B., Petrini, O., Jermini, M., Gessler, C., Broggini, G.A.L.,
2012. Molecular, proteomic and morphological characterization of the ascomycete Guignardia bidwellii, agent of grape
black rot: a polyphasic approach to fungal identification. Mycologia 104, 1036e1045.
Wiley, E.O., 1978. The evolutionary species concept reconsidered.
Syst. Zool. 27, 17e26.
Wilkins, J.S., 2010. What is a species? Essences and generation.
Theory Biosci. 129, 141e148.
Wingfield, M.J., Brockerhoff, E.G., Wingfield, B.D., Slippers, B.,
2015. Planted forest health: the need for a global strategy.
Science 349, 832e836.
Wright, S., 1931. Evolution in Mendelian populations. Genetics 16,
97e159.
Wu, C.I., Ting, C.T., 2004. Genes and speciation. Nat. Rev. Genet. 5,
114e122.
Yakimowski, S.B., Rieseberg, L.H., 2014. The role of homoploid
hybridization in evolution: a century of studies synthesizing
genetics and ecology. Am. J. Bot. 101, 1247e1258.
Yu, Y., Than, C., Degnan, J.H., Nakhleh, L., 2011. Coalescent
histories on phylogenetic networks and detection of hybridization despite incomplete lineage sorting. Syst. Biol. 60,
138e149.
Zamora, J.C., Calonge, F.D., Martın, M.P., 2015. Integrative taxonomy reveals an unexpected diversity in Geastrum section
Geastrum (Geastrales, Basidiomycota). Persoonia 34, 130e165.
Zhan, J., Thrall, P.H., Papa€ıx, J., Xie, L., Burdon, J.J., 2015. Playing on
a pathogen’s weakness: using evolution to guide sustainable
plant disease control strategies. Annu. Rev. Phytopathol. 53,
19e43.

Please cite this article in press as: Steenkamp, E.T., et al., Fungal species and their boundaries matter e Definitions, mechanisms
and practical implications, Fungal Biology Reviews (2017), https://doi.org/10.1016/j.fbr.2017.11.002

