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A B S T R A C T

Fusarium oxysporum is an asexual fungal species that includes human and animal pathogens and a

diverse range of nonpathogens. Pathogenic and nonpathogenic strains of this species can be

distinguished from each other with pathogenicity tests, but not with morphological analysis or sexual

compatibility studies. Substantial genetic diversity among isolates has led to the realization that F.

oxysporum represents a complex of cryptic species. F. oxysporum f. sp cubense (Foc), causal agent of

Fusarium wilt of banana, is one of the more than 150 plant pathogenic forms of F. oxysporum. Multi-gene

phylogenetic studies of Foc revealed at least eight phylogenetic lineages, a finding that was supported by

random amplified polymorphic DNAs, restriction fragment length polymorphisms and amplified

fragment length polymorphisms. Most of these lineages consist of isolates in closely related vegetative

compatibility groups, some of which possess opposite mating type alleles, MAT-1 and MAT-2; thus, the

evolutionary history of this fungus may have included recent sexual reproduction. The ability to cause

disease on all or some of the current race differential cultivars has evolved convergently in the taxon, as

members of some races appear in different phylogenetic lineages. Therefore, various factors including

co-evolution the plant host and horizontal gene transfer are thought to have shaped the evolutionary

history of Foc. This review discusses the evolution of Foc as a model formae specialis in F. oxysporum in

relation to recent research findings involving DNA-based studies.
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1. Introduction

Fusarium is regarded as one of the most adaptive and versatile
genera in the Eumycota. One of its economically more important
members is Fusarium oxysporum Schlechtendahl emend. Snyder and
Hansen, which consists of both pathogenic and nonpathogenic
strains (Gordon and Martyn, 1997). The plant pathogenic strains are
divided into special forms or formae speciales according to the plant
species on which they cause disease, and into races according to crop
cultivar specificity. To date more than 150 formae speciales have been
described (Baayen et al., 2000; Hawksworth et al., 1995; O’Donnell
et al., 2009; O’Donnell and Cigelnik, 1999). Although nonpathogenic
strains of F. oxysporum are widespread and genetically more diverse
than their pathogenic counterparts (Gordon and Okamoto, 1992),
they are not as well studied (Edel et al., 2001). However, after the
discovery that nonpathogenic strains play a role in Fusarium wilt
suppressive soils (Alabouvette, 1990), interest in these strains
increased dramatically (Elias et al., 1991; Katan et al., 1994).

The great diversity in F. oxysporum raises questions about its
evolutionary biology (Does the species have one or several
phylogenetic origins?), and whether the fungus represents a
single species or a species complex (How distinct are populations
and groups of isolates in the species?) (Kistler, 1997; O’Donnell and
Cigelnik, 1997). Various techniques/attributes have been utilized
to gain insight into these issues. The aim of this review is to
critically review the contemporary information and ideas on the
evolution and biology of F. oxysporum and its formae speciales, with
specific reference to strains that attack bananas. For this purpose
we first consider the taxonomy of these taxa and the specific
methods that have been used to characterize them. We then
discuss the evolution of F. oxysporum by referencing recent DNA-
based studies on the members of this species.

2. The vascular wilt pathogen, F. oxysporum

2.1. Taxonomic classification

The genus Fusarium was erected by Link in 1809 for fungi with
canoe- or banana-shaped conidia (Leslie and Summerell, 2006).
Approximately 1000 species had been described before Wollen-
Fig. 1. Morphological characteristics of Fusarium oxysporum. (A) Oval to kidney-shap

microconidia produced in false heads on short monophialides; and (D) a single, termin
weber and Reinking (1935) thoroughly reclassified the genus into
16 sections and 65 species. Since 1935, various attempts have been
made to improve the Wollenweber and Reinking classification
system. Snyder and Hansen (1940) compressed the 16 sections
into nine species, and the species in section Elegans into a single
species, F. oxysporum. Snyder and Hansen’s classification system
was eventually replaced by a system proposed by Nelson et al.
(1983), which attempted to bridge the previous systems. The only
species that remained unchanged from Snyder and Hansen’s
(1940) treatment were F. oxysporum and Fusarium solani (Martius)
Appel & Wollenweber emend. Snyder and Hansen, although recent
work has proposed that both taxa represent species complexes
(O’Donnell et al., 2009; O’Donnell et al., 2008). Leslie and
Summerell (2006) summarized information for 70 species of
Fusarium, and this monographic publication was the first for the
genus to integrate morphological and phylogenetic information.

The morphological taxonomy of species in the genus Fusarium is
based primarily on the structure and abundance of asexual
reproductive structures (chlamydospores, phialides, microconidia
and macroconidia) and on cultural characteristics (colony texture,
color and cultural aroma) (Booth, 1971; Edel et al., 2000; Gordon
and Martyn, 1997; Lorens et al., 2006; Nelson, 1991; Nelson et al.,
1983). F. oxysporum is characterized mainly by non-septate
microconidia formed in false heads on short monophialides, 3-
septate macroconidia formed from monophialides on branched
conidiophores in sporodochia, and chlamydospores with a smooth
or rough wall appearance formed singly or in pairs (Fig. 1).
However, identification of this and other species of Fusarium can be
challenging, because of variation between isolates (Gaudet et al.,
1989; Snyder and Hansen, 1940), which reflects both genetic and
environmental effects on the phenotypic expression of morpho-
logical characters (Nelson, 1991). In addition to lacking stability,
morphological characters may not provide the resolution needed
to properly circumscribe newly identified species.

To a large extent, limitations imposed by reliance on
morphological criteria have been superseded by the use of DNA
sequences for phylogenetic analyses (Sites and Marshall, 2004;
Taylor et al., 2000). This approach has shown that F. oxysporum is
comprised of a number of distinct lineages (Baayen et al., 2000;
Fourie et al., 2009; Kistler, 1997; O’Donnell and Cigelnik, 1997;
ed microconidia; (B) sickle-shaped, thin-walled and delicate macroconidia; (C)

al chlamydospore.



Fig. 2. Disease symptoms of Fusarium wilt of banana caused by ‘subtropical’ race 4 of Fusrium oxysporum f. sp. cubense (Foc) in South Africa (A) and ‘tropical’ race 4 in Malaysia

(B). Affected plants wilt rapidly, older and then younger leaves become yellow and brown, and plants eventually die. In some cases, the base of pseudostems split (C).

Internally, a deep golden discoloration of the inner rhizome develops (D), while the vascular bundles in the pseudostem will turn yellow to reddish-brown (E).(For

interpretation of the references to color in this figure legend, the reader is referred to the web version of the article.)
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O’Donnell et al., 1998). It is, therefore, not surprising that many
researchers regard F. oxysporum as a complex of several different
species (Baayen et al., 2000; Kistler, 1997; O’Donnell and
Cigelnik, 1997).

The biological species concept has been used to identify species
in the Gibberella fujikuroi (Sawada) Wollenw. and Haemanectria

heamatococca (F. solani) species complexes (Leslie and Summerell,
2006). However, this approach cannot be used for species that do
not produce a teleomorph, such as F. oxysporum. In ascomycetes,
two mating type (MAT) idiomorph alleles, namely MAT-1 and MAT-
2, must be present for mating to occur (Kronstad and Staben, 1997;
Menzenburg and Glass, 1990). Both MAT idiomorphs have been
reported for F. oxysporum and these idiomorphs were found to have
high sequence similarity to those of sexually reproducing Fusarium

species, and according to reverse transcription PCR were function-
ally expressed (Arie et al., 2000; Yun et al., 2000). The absence of
sexual reproduction could therefore be due to mutations in these
genes (Arie et al., 2000; Yun et al., 2000) or mutations within
pheromones and receptors not encoded at the MAT locus. These
pheromones and receptors are presumably important for recogni-
tion among strains of opposite mating types (Bölker and Kahmann,
1993), although their specific role in Fusarium is not yet fully
understood (Lee et al., 2006).

2.2. Formae speciales – strain classification using pathogenicity

towards specific host species:

Pathogenic strains of F. oxysporum cause wilt diseases on a
number of agronomically important crops (Fig. 2). Isolates that
attack the same crop are included in the same forma specialis. Most
formae speciales are pathogenic to a single crop (e.g. Foc on banana,
F. oxysporum f. sp. dianthi on carnation, and F. oxysporum f. sp.
vasinfectum on cotton). Some, however, attack more than one crop.
For instance, Cafri et al. (2005) reported that F. oxysporum f. sp.
cucumerinum affected both cucumber and melon.

The underlying genetic basis of host specificity in F. oxysporum

is unknown (Baayen et al., 2000). Thus, it cannot be assumed that
individuals in a given forma specialis are closely related or evolved
from a common ancestor (O’Donnell et al., 1998). In fact, the
available evidence indicates that monophyletic formae speciales are
the exceptions, rather than the rule, for F. oxysporum (Leslie and
Summerell, 2006). Koenig et al. (1997) showed that some Foc
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isolates were more closely related to isolates of F. oxysporum f. sp.
niveum, a pathogen of watermelon, than to other isolates from
banana. Baayen et al. (2000) also reported a similar, close
association between F. oxysporum f. sp. tulipae and F. oxysporum

f. sp. asparagi, as well as between F. oxysporum f. sp. gladioli and F.

oxysporum f. sp. dianthi. Presently, F. oxysporum f. sp. albedinis

(Tantaoui et al., 1996), F. oxysporum f. sp. ciceris (Jimenez-Gasco
et al., 2002) and F. oxyposrum f. sp. canariensis (Plyler et al., 2000),
are among the few formae speciales that appear to be monophyletic.
Therefore, the majority of the forma specialis designations for this
species are pathologically useful, but not phylogenetically
informative (Gordon and Martyn, 1997).

Most isolates of F. oxysporum are not pathogenic. Nonpatho-
genic strains of F. oxysporum are cosmopolitan and can be found in
native soils, water and plant residues. They have also been found in
the roots and rhizospheres of diverse plant species (Armstrong and
Armstrong, 1948; Wilson, 1995). Individuals that colonize living
roots and other plant tissues but that do not necessarily cause
disease are known as endophytes. Gordon and Okamoto (1992)
speculated that pathogenic strains may arise from endophytic or
nonpathogenic strains of F. oxysporum and, in support of this
hypothesis, Appel and Gordon (1994) reported a close phyloge-
netic relationship between isolates of F. oxysporum f. sp. melonis

and nonpathogenic, soil-inhabiting F. oxysporum. In practice,
however, the differentiation between pathogenic and nonpatho-
genic isolates is not straightforward. They can only be differenti-
ated from one another with the use of pathogenicity trails, and due
to the host specificity of F. oxysporum, large numbers of host
species need to be tested in order to confirm that the isolate is truly
nonpathogenic (Alabouvette et al., 2009).

2.3. Race – strain classification using pathogenicity towards specific

host cultivars:

Most formae speciales of F. oxysporum are comprised of two or
more races, whereas a small proportion are monotypic (e.g. F.

oxysporum f. sp. radicis-lycopersici) (Di Primo et al., 2001). Races in
F. oxysporum are defined by their impact on differential host
cultivars, although these classifications can be problematic. For
example, complete sets of differentials may no longer be available,
as is the case with the F. oxysporum f. sp. dianthi: carnation
pathosystem (Migheli et al., 1995). Also, because pathogenicity
tests can be influenced by temperature, host age, method of
inoculation and other variables, those conducted in different
laboratories may generate incongruent results (Correll, 1991;
Davis et al., 1996). Furthermore, field testing is time-consuming,
expensive, and appropriate test sites may not be available for a
given race or for the needed length of time.

The genetic interactions between phytopathogenic races and
resistant and susceptible host cultivars vary greatly among
pathosystems. For example, race-specific, monogenic resistance
exists in tomato at the I, I2 and I3 loci, which correspond,
respectively, to resistance to races 1, 2 and 3 of F. oxysporum f. sp.
lycopersici (Kawabe et al., 2005; Mes et al., 1999). However, many
formae speciales, such as Foc, are more complex and have poorly
understood host–pathogen genetic interactions.

Four races of Foc have been described (Moore et al., 1993; Su
et al., 1986; Waite and Stover, 1960). Race 1 attacks Gros Michel,
Silk, Pome and Latundan cultivars; race 2 attacks Bluggoe and
other plantain (ABB genome) bananas; and race 3 attacks Heliconia

spp. (Ploetz and Correll, 1988; Su et al., 1977). Race 3 does not
cause disease on banana and is, therefore, no longer considered
part of the Foc race structure (Ploetz, 2005b). Race 4 is pathogenic
to Cavendish bananas and all cultivars that are susceptible to races
1 and 2. Isolates in race 4 are further subdivided into Foc ‘tropical’
and Foc ‘subtropical’, based on whether or not they cause disease
on Cavendish bananas under tropical environmental conditions
(Ploetz, 2006; Viljoen, 2002). Races of Foc are not necessarily
closely related to one another (Fourie et al., 2009; Koenig et al.,
1997; O’Donnell et al., 1998) and several studies have shown that
some Foc ‘subtropical’ race 4 isolates are more closely related to
individuals associated with other formae speciales of F. oxysporum

than they are to races 1 or 2 isolates of Foc (Baayen et al., 2000;
Groenewald et al., 2006).

2.4. Characterization of formae speciales based on vegetative

compatibility:

Vegetative compatibility has often been exploited in fungal
diversity studies. It relies on heterokaryon formation, and in
practice may be determined with complementation assays
between auxotrophic nutritional mutants. Buxton (1962) was
the first to study heterokaryon formation in Fusarium, although the
method he used to produce and utilize mutants was so laborious
that information on populations of these fungi could not be
obtained (Katan, 1999). Puhalla (1985) revolutionized these
studies by developing a more efficient technique for determining
compatibility. He modified a procedure described by Cove (1976)
that utilizes nitrate – non-utilizing auxotrophic (nit) mutants that
are readily recovered and stable (Katan, 1999).

Vegetative compatibility is controlled in Fusarium spp. and
other fungi by several vegetative (vic) or heterokaryon (het)
incompatibility loci (Leslie, 1993). Although the numbers of vic loci
in F. oxysporum cannot be determined using conventional genetic
approaches, at least six are present in F. circinatum (Nirenburg &
O’Donnell emend. Britz, Coutinho, Wingfield & Marasas) (Gordon
et al., 2006) and at least 10 are found in F. verticillioides (Saccardo)
Nirenberg (syn. F. moniliforme) (Leslie, 1991). For two individuals
to be vegetatively compatible and form a stable heterokaryon, they
need to share a common allele at each vic locus (Correll, 1991). One
would, therefore, expect that the rest of the genomes of individuals
in one vegetative compatibility group (VCG) of an asexual species
would also be very similar (Leslie, 1990, 1993). Although
individuals in VCGs of F. oxysporum are related by clonal descent
(Gordon and Martyn, 1997; Leslie, 1993), a mutation at a single vic

locus would place closely related individuals in different VCGs
(Bentley and Dale, 1995; Bentley et al., 1998). Thus, VCGs represent
good phenotypic characters for assessing diversity within popula-
tions, but genetic relationships among VCGs must be assessed by
other means.

In most cases, the relationship between VCG and race is
complex, with a single race being associated with multiple VCGs.
For example, Katan et al. (1993) found that VCG 0138 of F.

oxysporum f. sp. melonis in Israel was associated with races 0, 1 and
1–2, whereas VCG 0135 included isolates of races 0 and 2. Similar
findings have also been reported for F. oxysporum f. sp. lycopersici

(Cai et al., 2003; Elias and Schneider, 1991; Marlatt et al., 1996;
Mes et al., 1999), F. oxysporum f. sp. dianthi (Aloi and Baayen, 1993;
Kalc Wright et al., 1996; Migheli et al., 1998) and F. oxysporum f. sp.
melonis (Elena and Pappas, 2006; Jacobson and Gordon, 1991,
1990; Katan et al., 1993). A notable exception is F. oxysporum f. sp.
vasinfectum that has a one-on-one relationship between VCG and
race (Assigbetse et al., 1994; Katan and Katan, 1988).

Twenty-four VCGs have been described for Foc (Bentley and
Dale, 1995; Katan, 1999; Katan and Di Primo, 1999; Moore et al.,
1993; Ploetz and Correll, 1988). A few of these, such as VCGs 0123
and 0126, are found in several different countries, whereas others
have narrower distributions and are limited to a single country
[e.g. 0122 (Philippines), 01211 (Australia), 01212 (Tanzania),
01214 (Malawi), and 01217 (Malaysia)] or a region [01218 (Asia)].
Individuals in some VCGs are cross-compatible (bridge) with those
in other VCGs (e.g. the 0120–01215, 0124–0125–0128–01220, and
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01213–01216 complexes) (Ploetz, 1990). Isolates in VCGs 0120,
0129, 01211, and 01215 that affect Cavendish cultivars in the
subtropics comprise Foc ‘subtropical’ race 4. Isolates from these
VCGs normally do not attack Cavendish in the tropics (Bentley
et al., 1998; Brake et al., 1990; Moore et al., 1993; Ploetz and
Correll, 1988). In contrast, isolates in the VCG 01213–01216
complex affect Cavendish in the tropics without predisposing
factors, and are referred to Foc ‘tropical’ race 4 (Bentley et al.,
1998).

2.5. The evolution of F. oxysporum

Fungi, like all living organisms, have the ability to adapt in
response to changing or new environments. Environmental
changes exert selection pressure on an organism (McDonald,
1997), and only individuals that adjust to change are able to
succeed. The capacity of populations of pathogens to adapt is
determined, in part, by their diversity (McDonald and McDermott,
1993). As the gene pool that a population can sample increases, so
too does its adaptability to a changing environment or a new host
genotype.

It is generally assumed that the dynamics of the evolution of
fungi are determined by five evolutionary forces: mutation, natural
selection, genetic drift, gene flow and mating system (McDonald
and Linde, 2002). Mutations are changes that take place in DNA
base sequences, which are thought to be rare and change the
genetic constitution of a population slowly. Natural selection
typically favours genotypes with a reproductive advantage, while
genetic drift refers to changes in gene frequency within a
population that take place due to chance alone. Gene flow
represents the movement of gametes, individuals or populations,
from one area to another, potentially expanding the range of novel
pathotypes. The final evolutionary force that brings about change
in F. oxysporum and its populations is reproductive strategy. Since
no teleomorph is known for this fungus, meiotic recombination is
not believed to be involved in generating new genetic combina-
tions. Rather, asexual organisms like F. oxysporum are thought to
evolve by means of mutations only, and potentially through the
processes of parasexual recombination (i.e. a non-sexual mecha-
nism for creating new genetic combinations) (Buxton, 1962; Kuhn
et al., 1995). Parasexual recombination, however, would be limited
to fungi that are vegetatively compatible (Menzenburg and Glass,
1990). Thus, parasexual opportunities to generate novel combina-
tions in F. oxysporum would be limited by the degree of genetic
similarity between the recombining strains (e.g. Fourie et al.,
2009).

Various phenotypic traits have been used to assess diversity in
phytopathogenic F. oxysporum (Ploetz, 1999). These include
vegetative compatibility (Buxton, 1962; Puhalla, 1985), pathoge-
nicity on different crops (Brake et al., 1990; Pegg et al., 1993, 1994;
Ploetz, 1994; Su et al., 1986; Waite and Stover, 1960), isozyme
profiling (Ploetz, 1990), volatile compound production (Moore
et al., 1991), and chromosome number and genome size (Boehm
et al., 1994). A major disadvantage of these characters is their
limited variation and that some, such as pathogenicity, are under
strong selection pressure. This will lead to an underestimation of
diversity and biased results (McDonald and McDermott, 1993). In
general, these problems can be avoided with techniques that
assess genetic variation more directly. Genetic markers that
measure variation in both coding and non-coding regions of DNA
can be quite variable (McDonald and McDermott, 1993). Those that
have been used to study F. oxysporum and Foc include DNA
sequences (Fourie et al., 2009; O’Donnell et al., 1998), restriction
fragment length polymorphisms (RFLPs) (Koenig et al., 1997),
random amplified polymorphic DNAs (RAPDs) (Alves-Santos et al.,
1999; Bentley et al., 1994, 1998), amplified fragment length
polymorphisms (AFLPs) (Groenewald et al., 2006), and micro-
satellites or simple sequence repeats (SSRs) (Bogale et al., 2006;
Brave et al., 2001).

2.6. DNA sequence analysis:

Assessing relationships between individuals at the nucleotide
level has become common place because DNA sequence informa-
tion is now relatively easy and inexpensive to generate. Depending
on the genomic region that is targeted, such data can be used for
studies at all taxonomic levels. Sequence data can be explored for
indels (insertions or deletions) or single nucleotide polymorph-
isms (SNPs) for use in species- or group-specific diagnostics.
Alternatively, sequence information can be used directly for
similarity-based DNA comparisons and/or phylogenetic analyses.
For a given genomic region, closely related individuals are
expected to have more similar sequences, albeit that sequence
similarity may not always be a true reflection of phylogeny
(Goldstein et al., 1995, 1999). Phylogenies based on DNA sequences
are usually well-resolved when data for a number of genes or
regions are congruent and combined (Lutzoni et al., 2004; Soltis
et al., 1999); they generally provide better resolution than any of
the other techniques that are discussed below. For example,
Baayen et al. (2000) utilized AFLPs and DNA sequences to examine
phylogenies for eight formae speciales of F. oxysporum, and found
higher levels of homoplasy in their AFLP data.

Multi-gene phylogenetic approaches have resolved many
species of Fusarium (Nirenberg and O’Donnell, 1997, 1998;
O’Donnell et al., 2004b; Zeller et al., 2003), as well as groups
within the F. oxysporum species complex (O’Donnell et al., 2009).
By making use of a multi-gene approach, O’Donnell et al. (1998)
first showed conclusively that strains within a given formae

speciales are not necessarily monophyletic. Based on the combined
analysis of four gene regions, Fourie et al. (2009) recently showed
that Foc represents at least eight distinct lineages. Bogale et al.
(2006) sequenced the TEF and mtSSU region of 32 F. oxysporum

isolates from Ethiopia and separated these isolates into three
groups that corresponded with the three major clades of F.

oxysporum that were defined by O’Donnell et al. (1998). Skovgaard
et al. (2002) divided a global population of F. oxysporum f. sp.
vasinfectum into four lineages with TEF, mtSSU, nitrate reductase
and phosphate permase gene sequences, and determined that this
forma specialis had at least two independent evolutionary origins,
with isolates in races 3 and 5 evolving independently from the
other races of this pathogen. Kawabe et al. (2005) confirmed the
polyphyletic nature of F. oxysporum f. sp. lycopersici with IGS, MAT

and endopolygalacturonase sequences. Their worldwide collection
of isolates formed three evolutionary lineages, each of which
contained single or closely related VCGs.

2.7. RAPDs:

RAPD analyses rely on amplification of various regions of a
genome via PCR with short oligonucleotide sequences that are
used as primers. The resulting fragments are then separated using
electrophoresis to obtain fingerprints that can be compared among
individuals (Welsh and McClelland, 1990; Williams et al., 1990).
Advantages of this technique are that no prior knowledge of
sequence data is needed, amplification sites are distributed
throughout the genome, and low quantities of DNA template are
sufficient for amplification. Disadvantages include poor reproduc-
ibility between laboratories, and the amplification of non-target
DNA (McDonald, 1997). It is, therefore, of great importance that
precautions are taken to avoid contamination of template DNA. In
addition, RAPDs are dominant markers and co-migrating bands
cannot be assumed to be homologous (McDonald, 1997).
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RAPDs have been used extensively to study populations of
various formae speciales of F. oxysporum. Bentley et al. (1994), for
instance, found identical or near identical haplotypes for VCGs of
Foc in Australia. In 1998, Bentley et al. (1998) also used DNA
amplified fingerprinting (DAF) (Caetano-Anolles et al., 1991)
analysis, a technique closely related to RAPDs, to identify 33
genotypes among 241 Foc isolates, and separated these into nine
clonal lineages. VCGs of F. oxysporum f. sp. gladioli were separated
into three groups using RAPDs (Mes et al., 1999), while Manulis
et al. (1994) used RAPDs to distinguish F. oxysporum f. sp. dianthi

from nonpathogenic F. oxysporum isolates. Assigbetse et al. (1994)
also grouped a global collection of F. oxysporum f. sp. vasinfectum

isolates according to race and geographic origin using RAPDs.

2.8. RFLPs:

RFLPs utilize restriction enzymes to cut DNA at specific
nucleotide recognition sites. The resulting DNA fragments can
be separated by electrophoresis and the bands compared directly
when a specific region is targeted with, for example, PCR (PCR-
RFLP), or the resulting DNA fragments may be transferred to nylon
membranes and subsequently hybridized with DNA probes to
identify polymorphisms. For both types of RFLP no prior
knowledge of sequence data is usually needed as restriction sites
are thought to be distributed throughout the genome. For PCR-
RFLPs low quantities of DNA template are required. However, the
generation of hybridization-based RFLPs is technically demanding,
and requires high quality DNA and in some cases prior sequence
information to develop DNA probes.

RFLPs or PCR-RFLPs have been used for diverse applications. For
example, Bogale et al. (2007) distinguished isolates in the three
clades of the F. oxysporum complex with PCR-RFLPs of TEF
sequences, and Attitalla et al. (2004) differentiated isolates in
two formae speciales that affect tomato, F. oxysporum f. sp.
lycopersici and F. oxysporum f. sp. radicis-lycopersici, with mtDNA
RFLP haplotypes. Zambounis et al. (2007) identified specific
members of F. oxysporum f. sp. vasinfectum from Australia with
PCR-RFLPs of IGS sequences. Koenig et al. (1997) used RFLPs and
cDNA probes to characterize a worldwide collection of Foc and
suggested that some formae speciales of F. oxysporum were not
monophyletic. Most recently, Fourie et al. (2009) utilized the IGS
region to develop a PCR-RFLP diagnostic method for assigning
isolates of Foc to its various evolutionary lineages.

2.9. AFLPs:

For AFLP analysis, two restriction enzymes, usually a frequent
and a rare cutter (EcoRI and MseI), are used to digest genomic DNA.
Target-specific adapters are then ligated to the digested genomic
DNA, followed by two individual rounds of PCR. For the pre-
selective amplification, standard EcoRI and MseI adapter primers
are used for the amplification reaction, however, for the final or
selective amplification, standard EcoRI and MseI adapter primers
with additional nucleotides are used to reduce the number of
fragments amplified. These amplified products are then subjected
to polyacrylamide gel electrophoresis and the absence and
presence of bands are scored (Vos et al., 1995). This method can
be used for population diversity studies by comparing the
fingerprints of individual isolates, is amenable to automation,
and no sequence data for primer construction is required. Since
more loci are screened and longer primers are used, AFLPs are more
reproducible than RAPDs (McDonald, 1997). However, purified,
high molecular weight DNA is required and, as is the case with
RAPDSs, co-migrating bands may not be homologous.

Baayen et al. (2000) studied the evolutionary histories of eight
formae speciales of F. oxysporum with AFLPs and DNA sequences.
Both sets of data indicated that F. oxysporum f. spp. lilli and tulipae

were monophyletic, but that F. oxysporum f. spp. asparagi, dianthi,
gladioli and lini were not. The congruence between DNA sequence
and AFLP-based data was also reported by Bogale et al. (2006) in
their study of Ethiopian F. oxysporum. To analyse clinically
important F. oxysporum isolates, O’Donnell et al. (2004a) used
AFLP and DNA sequence data and concluded that a single clonal
lineage of the fungus was recently dispersed among hospitals in
the US and Europe. With the use of AFLP and DNA sequence data
Stewart et al. (2006) were able to separate nonpathogenic strains
of F. oxysporum from those of the recently described species
Fusarium commune (Skovgaard et al., 2003), which are not
distinguishable from F. oxysporum based on morphology (Skov-
gaard et al., 2003; Stewart et al., 2006). Groenewald et al. (2006)
identified seven genotypic groups from a global collection of Foc

with AFLPs and confirmed the pathogen’s polyphyletic nature.

2.10. Microsatellite/single sequence repeat (SSR) markers:

Single sequence repeats (SSRs) are used to study the evolution
and diversification of pathogen populations that are closely
related. Highly polymorphic di-, tri-, tetra-, penta- or hexa-
nucleotide repeats that are scattered throughout the genome are
compared (Queller et al., 1993; Santana et al., 2009). The up- and
downstream regions of these repeated sequences are usually
highly conserved, thus allowing their amplification with specific
PCR primers. Amplified products are subsequently separated and
analysed using a DNA sequencer. SSRs are present in varying
frequencies in most organisms (Chambers and MacAvoy, 2000),
and are evenly spaced throughout the genome, highly polymorphic
(Jarne and Lagoda, 1996) and reproducible. However, SSR markers/
primer pairs usually cannot be used across distantly related species
(Barbara et al., 2007). Although they are generally expensive and
time-consuming to develop, significant time and cost reductions
can be achieved with next generation sequencing technologies
(Santana et al., 2009).

Brave et al. (2001) used a modified SSR technique to study F.

oxysporum f. sp. ciceris isolates from India and were able to
differentiate four races of the pathogen. The modified method
involved restriction digestion of total genomic DNA with hexa-,
tetra- and penta-nucleotide cutting enzymes, followed by transfer
of digested products to nylon membranes and hybridization with
various labeled di-, tri- and tetra-nucleotide probes. They showed
that races 1 and 4 were closely related, whereas races 2 and 3 were
distantly related to the other races. Bogale et al. (2006) used SSRs in
conjunction with DNA sequences and AFLPs to show that genetic
diversity was low among isolates of F. oxysporum from various
different sources and locations in Ethiopia, which the authors
attributed to a reliance on local crops and seed sources in Ethiopia
and, thus, minimal introductions of new fungal genotypes.

3. Evolution and diversity of Foc

Foc is believed to have co-evolved with its Musa hosts in
Southeast Asia (Ploetz, 1990; Ploetz and Pegg, 1997; Stover, 1962;
Vakili, 1965) and from there it was introduced into new banana-
producing countries by the movement of infected planting
material (Pegg et al., 1996). In a study of a global collection of
Foc, Boehm et al. (1994) discerned two major groups based on
electrophoretic karyotype; one group generally associated with
banana cultivars with partial B genomes (i.e. at least one
chromosome derived from M. balbisiana; e.g. Lady finger AAB
and Bluggoe ABB), and the other associated with banana cultivars
with pure A genomes (i.e. all chromosomes derived from M.

acuminata; e.g. Cavendish AAA and Gros Michel AAA). These groups
were confirmed with RFLP data (Koenig et al., 1997), RAPD and DAF
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analysis (Bentley and Bassam, 1996; Bentley and Dale, 1995;
Bentley et al., 1998), sequence analysis of the TEF and mtSSU genes
(Fourie et al., 2009; O’Donnell et al., 1998) and AFLP analysis
(Groenewald et al., 2006).

Ploetz and Pegg (1997) suggested that the two Boehm et al.
(1994) groups are evidence for independent evolutionary origins of
Foc in Southeast Asia, and reported that Wallace’s line appeared to
be the eastern boundary for the natural distribution of these
groups. One VCG of Foc (VCG 01214), however, appears to have a
different evolutionary history and may have originated outside the
Indo–Malayan region (Ploetz, 2005a,b; Ploetz and Pegg, 1997).
Isolates of this VCG affect ABB cooking bananas (Bluggoe and Silver
Bluggoe) and are genetically distinct from other Foc lineages/VCGs
(Koenig et al., 1997; O’Donnell et al., 1998). Isolates in VCG 01214
have only been found in a small area in northern Malawi (Ploetz
et al., 1992) and, thus, may have evolved on a host other than
banana (no Musa spp. are native to Africa). One possibility is enset,
Ensete ventricossum (Welh.) E.E. Cheesman, which is in the
Musaceae, endemic to Malawi, and susceptible when inoculated
with isolates of VCG 01214 (Ploetz, unpublished data). A recent
study by Fourie et al. (2009) confirmed that this VCG is more
closely related to nonpathogenic F. oxysporum isolates and other
formae speciales of F. oxysporum than to Foc, but that it forms part of
a bigger clade of F. oxysporum that includes Foc isolates associated
with banana cultivars with partial B genomes.

Foc isolates are divided into distinct lineages with clusters of
closely related VCGs, even when they are distributed over a broad
geographic area. These relationships have been documented with
RAPDs, RFLPs, AFLPs, electropheric karyotypes and multi-gene
phylogenies (Bentley et al., 1994; Boehm et al., 1994; Fourie et al.,
2009; Groenewald et al., 2006; Koenig et al., 1997; O’Donnell et al.,
1998; Pegg et al., 1995), and suggest a clonal reproductive strategy
for this pathogen. The diversity of Foc, therefore, may be due to
mutation (Ploetz, 1993) and/or parasexual recombination (Buxton,
1962; Kuhn et al., 1995). On the other hand, based on a reanalysis
of data for unique haplotypes reported by Koenig et al. (1997),
Taylor et al. (1999) suggested that recombination may have
occurred between lineages I (VCG 0124 complex) and VIII (VCG
01212). Also, Fourie et al. (2009) reported the occurrence of both
mating type idiomorphs in closely related groups of Foc isolates.
Whether recombination between these lineages is contemporary
or historical, and the mechanism(s) by which it occurred, are not
yet known.

Apart from co-evolution and possible sexual recombination,
horizontal gene transfer may have also played an important role in
the evolutionary history of Foc. Multi-gene phylogenies not only
revealed the polyphyletic nature of Foc but also that pathogenicity
towards a specific cultivar evolved convergently (Baayen et al.,
2000; Fourie et al., 2009; O’Donnell et al., 2009; O’Donnell et al.,
1998). This is, however, not unexpected since this informal
taxonomic ranking is based on pathogenicity towards a specific
host plant (Kistler, 2000), and thus generally subject to strong
selection pressure and possibly horizontal gene transfer events
(Nimchuk et al., 2003; Temporini and VanEtten, 2004; Van der
Does and Rep, 2007; Yoon et al., 2007). Recently, comparative
genomics of F. graminearum, F. verticillioides and F. oxysporum f. sp.
lycopersici revealed a lineage-specific or mobile pathogenicity
chromosome that could be experimentally transferred between
genetically isolated F. oxysporum isolates (Ma et al., 2010).
Sequence analysis indicated that this lineage-specific chromo-
some have an evolutionary origin different from the rest of the
genome. The authors, therefore, concluded that horizontal gene
transfer (i.e. the transfer of the entire host specific chromosome)
could explain the polyphyletic origins of host specialization and
the emergence of new lineages in incompatible genetic back-
grounds.
Four evolutionary models have been proposed for the diverse
relationships that have been observed between VCGs and formae

speciales in F. oxysporum (Kistler, 2000; Kistler and Momol, 1990).
Two of these models posit that host ranges expanded before
populations became vegetatively incompatible, while the other
two state that vegetative incompatibility arose before host range
expansion (Kistler, 2000; Kistler and Momol, 1990). According to
the first model, host specialization is followed by infrequent
genetic isolation by way of vegetative incompatibility. In other
words, the pathogen and host co-evolve (Burdon, 1992). Based on
the second model, host specialization coincides with more
frequent genetic isolation, suggesting that the DNA sequence
variation within formae speciales is predominantly within VCGs. In
the third model, infrequent genetic isolation is followed by
specialization that could describe the loss of a sexual stage, and
would be supported if isolates of different formae speciales and
VCGs were equidistant genetically, regardless of host relationships.
The last model entails frequent genetic isolation followed by
speciation. In this model genetic distance between VCG and forma

specialis would be variable, therefore not equidistant to host
relationships. The evolution of Foc fits into the first described
model, if we presume that the pathogen and host co-evolved.
However, if we consider the close relationship between some Foc

lineages and other formae speciales of F. oxysporum, the last two
models could also describe the evolution of some Foc lineages.
Therefore, based on our current understanding of this pathosys-
tem, the evolution of Foc has been complex, and various factors
such as co-evolution, horizontal gene transfer and possible sexual
recombination have shaped its evolutionary history.

4. Conclusions

Studies on the phylogenetics and population biology of F.

oxysporum over the past decade have facilitated a better
understanding of the evolutionary history, genetic structure and
diversity of Fusarium wilt pathogens. Although many of these
studies have been biased by their focus on pathogens of a single
agricultural crop, with a corresponding overestimation of clonality,
they provided information that has helped to manage important
diseases that these pathogens cause (McDonald, 1997). Under-
standing the composition of a pathogen population not only
contributes to the selection of resistant cultivars, but can also help
predict the durability of resistance in a new host genotype
(McDonald and Linde, 2002). In addition, such information can be
used to detect new pathogens or pathogen lineages in an area, to
study the epidemiology of diseases that they cause, and to evaluate
the effectiveness of a given management strategy.

Koenig et al. (1997), Bentley et al. (1998), O’Donnell et al.
(1998), Groenewald et al. (2006) and Fourie et al. (2009) confirmed
the polyphyletic origins of Foc, divided the taxon into lineages that
represent two of the four major clades in F. oxysporum, and
demonstrated that certain isolates and populations of Foc are more
closely related to isolates in other formae speciales of F. oxysporum

than to isolates in Foc. These studies suggest that both co-evolution
and horizontal gene transfer shaped the evolutionary history of
this pathogen. Taylor et al. (1999) also showed that recombination
might have contributed to the evolution of Foc. Although it is not
known whether sexual (meiotic) or asexual (parasexual) recombi-
nation was involved, the presence of both MAT idiomorphs in a
lineage would suggest that sex was possible during its evolution
(Abo et al., 2005). The origins and nature of genetic variation in Foc

are important subjects for future study.
Future research should further focus on in-depth comparisons

between closely related formae speciales and nonpathogens of F.

oxysporum, rather than focusing strictly on pathogens of agricul-
tural crops. Molecular markers should be developed that enable
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the quick and accurate identification of the pathogen and
significant variants, such as the recently developed Foc ‘tropical’
race 4 marker (Dita et al., 2010). Additional genome sequencing
projects to build on current knowledge regarding pathogenicity
genes might eventually contribute to the development of plant
varieties with resistance to Fusarium wilt.
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A., Jiménez, M., 2006. Characterization of Fusarium spp. isolates by PCR-RFLP
analysis of the intergenic spacer region of the rRNA gene (rDNA). Int. J. Food
Microbiol. 106, 297–306.

Lutzoni, F., Kauff, F., Cox, C.J., McLaughlin, D., Celio, G., Dentinger, B., Padamsee, M.,
Hibbett, D., James, T.Y., Baloch, E., Grube, M., Reeb, V., Hofstetter, V., Schoch, C.,
Arnold, A.E., Miadlikowska, J., Spatafora, J., Johnson, D., Hambleton, S., Crockett,
M., Shoemaker, R., Sung, G.-H., Lucking, R., Lumbsch, T., O’Donnell, K., Binder, M.,
Diederich, P., Ertz, D., Gueidan, C., Hansen, K., Harris, R.C., Hosaka, K., Lim, Y.-W.,
Matheny, B., Nishida, H., Pfister, D., Rogers, J., Rossman, A., Schmitt, I., Sipman,
H., Stone, J., Sugiyama, J., Yahr, R., Vilgalys, R., 2004. Assembling the fungal tree
of life: progress, classification, and evolution of subcellular traits. Am. J. Bot. 91,
1446–1480.

Ma, L.-J., van der Does, H.C., Borkovich, K.A., Coleman, J.J., Daboussi, M.-J., Di Pietro,
A., Dufresne, M., Freitag, M., Grabherr, M., Henrissat, B., Houterman, P.M., Kang,
S., Shim, W.-B., Woloshuk, C., Xie, X., Xu, J.-R., Antoniw, J., Baker, S.E., Bluhm,
B.H., Breakspear, A., Brown, D.W., Butchko, R.A.E., Chapman, S., Coulson, R.,
Coutinho, P.M., Danchin, E.G.J., Diener, A., Gale, L.R., Gardiner, D.M., Goff, S.,
Hammond-Kosack, K.E., Hilburn, K., Hua-Van, A., Jonkers, W., Kazan, K., Kodira,
C.D., Koehrsen, M., Kumar, L., Lee, Y.-H., Li, L., Manners, J.M., Miranda-Saavedra,
D., Mukherjee, M., Park, G., Park, J., Park, S.-Y., Proctor, R.H., Regev, A., Ruiz-
Roldan, M.C., Sain, D., Sakthikumar, S., Sykes, S., Schwartz, D.C., Turgeon, B.G.,
Wapinski, I., Yoder, O., Young, S., Zeng, Q., Zhou, S., Galagan, J., Cuomo, C.A.,
Kistler, H.C., Rep, M., 2010. Comparative genomics reveals mobile pathogenicity
chromosomes in Fusarium. Nature 464, 367–373.

Manulis, S., Kogan, N., Reuven, M., Ben-Yephet, Y., 1994. Use of the RAPD technique
for identification of Fusarium oxysporum f.sp. dianthi from carnation. Phytopa-
thology 84, 98–101.

Marlatt, M.L., Correll, J.C., Kaufmann, P., 1996. Two genetically distinct populations
of Fusarium oxysporum f.sp. lycopersici race 3 in the United States. Plant Dis. 80,
1336–1342.

McDonald, B.A., 1997. The population genetics of fungi: tools and techniques.
Phytopathology 87, 448–453.

McDonald, B.A., Linde, C., 2002. Pathogen population genetics, evolutionary poten-
tial, and durable resistance. Annu. Rev. Phytopathol. 40, 349–379.

McDonald, B.A., McDermott, J.M., 1993. Population genetics of plant pathogenic
fungi. BioScience 43, 311–319.

Menzenburg, R.L., Glass, N.L., 1990. Mating type and mating strategies in Neuros-
pora. BioEssays 12, 53–59.

Mes, J.J., Weststeijn, E.A., Herlaar, F., Lambalk, J.M., Wijbrandi, J.M.A., Cornelissen,
H.B.J.C., 1999. Biological and molecular characterization of Fusarium oxysporum
f.sp. lycopersici divides race 1 isolates into separate virulence groups. Phytopa-
thology 89, 156–160.

Migheli, Q., Berio, T., Gullino, M.L., Garibaldi, A., 1995. Electrophoretic karyotype
variation among pathotypes of Fusarium oxysporum f.sp. dianthi. Plant Pathol.
44, 308–315.

Migheli, Q., Briatore, E., Garibaldi, 1998. Use of random amplified polymorphic DNA
(RAPD) to identify race 1, 2, 4 and 8 of Fusarium oxyposrum f.sp. dianthi in Italy.
Eur. J. Plant Pathol. 104, 49–57.
Moore, N.Y., Hargreaves, P.A., Pegg, K.G., Allen, R.N., Irwin, J.A.G., 1991. Characteri-
sation of strains of Fusarium oxysporum f.sp. cubense by production of volatiles.
Aust. J. Bot. 39, 161–166.

Moore, N.Y., Pegg, K.G., Allen, R.N., Irwin, J.A.G., 1993. Vegetative compatibility and
distribution of Fusarium oxysporum f.sp. cubense in Australia. Aust. J. Exp. Agr.
33, 797–802.

Nelson, P.E., 1991. History of Fusarium systematics. Phytopathology 81, 1045–1048.
Nelson, P.E., Toussoun, T.A., Marasas, W.F.O., 1983. Fusarium Species: An Illustrated

Manual for Identification. Pennsylvania State University, University Park, USA.
Nimchuk, Z., Eulgem, T., Holt, B.F., Dangi, J.L., 2003. Recognition and response in the

plant immune system. Annu. Rev. Genet. 37, 579–609.
Nirenberg, H.I., O’Donnell, K., 1997. New Fusarium species and combinations within

the Gibberella fujikuroi species complex. Mycologia 90, 434–458.
Nirenberg, H.I., O’Donnell, K., 1998. Two new species of Fusarium: Fusarium brevi-

catenulatum from the noxious weed Striga asiatica in Madagascar and Fusarium
pseudoanthophilum from Zea mays in Zimbabwe. Mycologia 90, 459–464.

O’Donnell, K., Gueidan, C., Sink, S., Johnston, P.R., Crous, P.W., Glenn, A., Riley, R.,
Zitomer, N.C., Colyer, P., Waalwijk, C., van der Lee, T., Moretti, A., Kang, S., Kim,
H.-S., Geiser, D.M., Juba, J.H., Baayen, R.P., Cromey, M.G., Bithell, S., Sutton, D.A.,
Skovgaard, K.R., Kistler, P., Elliott, H.C., Davis, M., Sarver, M.B.A.J., 2009. A two-
locus DNA sequence database for typing plant and human pathogens within the
Fusarium oxysporum species complex. Fungal Genet. Biol. 46, 936–948.

O’Donnell, K., Cigelnik, E., 1997. Two divergent intragenomic rDNA ITS2 types
within a monophyletic lineage of the fungus Fusarium are nonorthologous.
Mol. Phylogenet. Evol. 7, 103–116.

O’Donnell, K., Cigelnik, E., 1999. A DNA sequenced-based phylogenetic structure for
the Fusarium oxysporum complex. Phytoparasitica 27, 69.

O’Donnell, K., Kistler, H.C., Cigelnik, E., Ploetz, R.C., 1998. Multiple evolutionary
origins of the fungus causing Panama disease of banana: concordant evidence
from the nuclear and mitochondrial gene genealogies. Proc. Natl. Acad. Sci. USA
95, 2044–2049.

O’Donnell, K., Sutton, D.A., Fothergill, A., McCarthy, D., Rinaldi, M.G., Brandt, M.E.,
Zhang, N., Geiser, D.M., 2008. Molecular phylogenetic diversity, multilocus
haplotype nomenclature, and in vitro antifungal resistance within the Fusarium
solani species complex. J. Clin. Microbiol. 46, 2477–2490.

O’Donnell, K., Sutton, D.A., Rinaldi, M.G., Magnon, K.C., Cox, P.A., Revankar, S.G.,
Sanche, S., Geiser, D.M., Juba, J.H., Van Burik, J.H., Padhye, A., Anaissie, E.J.,
Francesconi, A., Walsh, T.J., Robinson, J.S., 2004a. Genetic diversity of human
pathogenic members of the Fusarium oxysporum complex inferred from multi-
locus DNA sequences data and amplified fragment length polymorphism
analyses: evidence for the recent dispersion of a geographically widespread
clonal lineage and nosocomial origin. J. Clin. Microbiol. 42, 5109–5120.

O’Donnell, K., Ward, T.J., Geiser, D.M., Kistler, H.C., Aoki, T., 2004b. Genealogical
concordance between the mating type locus and seven other nuclear genes
supports formal recognition of nine phylogenetically distinct species within the
Fusarium graminearum clade. Fungal Genet. Biol. 41, 600–623.

Pegg, K.G., Moore, N.Y., Bentley, S., 1996. Fusarium wilt of banana in Australia. Aust.
J. Agr. Res. 47, 637–650.

Pegg, K.G., Moore, N.Y., Sorenson, S., 1993. Fusarium wilt in the Asian Pacific region.
Aust. J. Agr. Res. 47, 637–650.

Pegg, K.G., Moore, N.Y., Sorenson, S., 1994. Variability in populations of Fusarium
oxysporum f.sp. cubense from the Asia/Pacific region. In: Jones, D.R. (Ed.), The
Improvement and Testing of Musa: A Global Partnership. Proceedings of the
First Global Conference of the International Musa Testing Program. FHIA,
Honduras, INIBAP, Montpellier, France, pp. 70–82.

Pegg, K.G., Shivas, R.G., Moore, N.Y., Bentley, S., 1995. Characterization of a unique
population of Fusarium oxysporum f.sp. cubense causing Fusarium wilt in
Cavendish bananas at Carnarvon, Western Australia. Aust. J. Agr. Res. 46,
167–178.

Ploetz, R.C., 1990. Population biology of Fusarium oxysporum f.sp cubense. In: Ploetz,
R.C. (Ed.), Fusarium Wilt of Banana. APS Press, St. Paul, Minnesota, USA, pp. 63–
67.

Ploetz, R.C., 1993. Fusarium wilt (Panama disease) in Africa: current status and
outlook for smallholder agriculture. 3. In: Gemmill, C.S.G.a.B (Ed.), Biological
and Integrated Control of Highland Banana and Plantain Pests and Diseases.
IITA, Ibadan, Nigeria, pp. 12–323.

Ploetz, R.C., 1994. Panama disease: return of the banana menace. Int. J. Pest Manage.
40, 326–336.

Ploetz, R.C., 1999. The phylogenies and reproductive strategies of globally dispersed
populations of Fusarium oxysporum f.sp. cubense. In: Molina, A.B.N.H.N.M., Liew,
K.W. (Eds.), Banana Fusarium Wilt Management: Towards Sustainable Cultiva-
tion Proceedings of the International Workshop on Banana Fusarium Wilt
disease. Genting Highlands Resort, Malaysia, pp. 64–75.

Ploetz, R.C., 2005. Panama Disease: An Old Nemesis Rears its Ugly Head. Part 1. The
Beginnings of the Banana Export Trades. APSnet http://www.apsnet.org/online/
feature/panama/.

Ploetz, R.C., 2005. Panama Disease: An Old Nemesis Rears its Ugly Head. Part 2. The
Cavendish Era and Beyond. APSnet http://www.apsnet.org/online/feature/
panama/.

Ploetz, R.C., 2006. Fusarium wilt of banana is caused by several pathogens referred
to as Fusarium oxysporum f.sp. cubense. Phytopathology 96, 653–656.

Ploetz, R.C., Braunworth, W.S.J., Hasty, S., Gantotti, B., Chizala, C.T., Banda, D.L.N.,
Makina, D.W., Channer, A.G., 1992. Fusarium wilt of banana (Panama disease) in
Malawi. Fruits 47, 503–508.

Ploetz, R.C., Correll, J.C., 1988. Vegetative compatibility among races of Fusarium
oxysporum f.sp. cubense. Plant Dis. 72, 325–328.



G. Fourie et al. / Infection, Genetics and Evolution 11 (2011) 533–542542
Ploetz, R.C., Pegg, K.G., 1997. Fusarium wilt of banana and Wallace’s line: was the
disease originally restricted to his Indo-Malayan region? Australas. Plant Path.
26, 239–249.

Plyler, T.R., Simone, G.W., Fernandez, D., Kistler, H.C., 2000. Genetic diversity among
isolates of Fusarium oxysporum f.sp. canariensis. Plant Pathol. 49, 155–164.

Puhalla, J.E., 1985. Classification of strains of Fusarium oxysporum on the basis of
vegetative compatibility. Can. J. Bot. 63, 179–183.

Queller, D.C., Strassmann, J.E., Hughes, C.R., 1993. Microsatellites and kinship. Tree
8, 285–288.

Santana, Q.C., Coetzee, M.P.A., Steenkamp, E.T., Mlonyeni, O.X., 2009. Microsatellite
discovery by deep sequencing of enriched genomic libraries. BioTechniques 46,
217–223.

Sites, J.W., Marshall, J.C., 2004. Operational criteria for delimiting species. Annu.
Rev. Phytopath. 35, 199–277.

Skovgaard, K., Bodker, L., Rosendahl, S., 2002. Population structure and pathoge-
nicity of members of Fusarium oxysporum complex isolated from soil and root
necrosis of pea. FEMS Microbiol. Ecol. 42, 367–374.

Skovgaard, K., Rosendahl, S., O’Donnell, K., Hirenberh, H.I., 2003. Fusarium commune
is a new species identified by morphological and molecular phylogenetic data.
Mycologia 95, 630–636.

Snyder, W.C., Hansen, H.N., 1940. The species concept in Fusarium. Am. J. Bot. 27, 64–67.
Soltis, P.S., Soltis, D.E., Chase, M.W., 1999. Angiosperm phylogeny inferred from

multiple genes as a tool for comparative biology. Nature 402, 402–404.
Stewart, J.E., Kim, M.-S., James, R.L., Dumroese, R.K., Klopfenstein, N.B., 2006.

Molecular characterization of Fusarium oxysporum and Fusarium commune
isolates from a conifer nursery. Phytophathology 96, 1124–1133.

Stover, R.H., 1962. Fusarium Wilt (Panama disease) of Banana and Other Musa
species. Commonwealth Mycological Institute, Kew, Surrey, UK.

Su, E.J., Hwang, S.C., Ko, W.H., 1986. Fusarial wilt of Cavendish bananas in Taiwan.
Plant Dis. 70, 814–818.

Su, H.J., Chuang, T.Y., Kong, W.S., 1977. Physiological race of fusarial wilt fungus
attacking Cavendish banana of Taiwan. In: Taiwan Banana Research Institute
Special Publication 2, p. 22.

Tantaoui, A., Quiten, M., Geiser, J.P., Fernandez, D., 1996. Characterization of a single
clonal lineage of Fusarium oxysporum f.sp. albedinis causing Bayoud disease of
date palm in Morocco. Phytopathology 86, 787–792.

Taylor, J.W., Jacobson, D.J., Fisher, M.C., 1999. The evolution of asexual fungi:
reproduction, speciation and classification. Annu. Rev. Phytopathol. 37, 197–246.

Taylor, J.W., Jacobson, D.J., Kroken, S., Kasuga, T., Geiser, D.M., Hibbert, D.S., Fisher,
M.C., 2000. Phylogenetic species recognition and species concepts in fungi.
Fungal Genet. Biol. 31, 21–31.
Temporini, E.D., VanEtten, H.D., 2004. An analysis of the phylogenetic distribution
of the pea pathogenicity genes of Nectria haematococca MPVI supports the
hypothesis of their origin by horizontal transfer and uncovers a potentially
new pathogen of garden pea: Noecosmospora boniensis. Curr. Genet. 46,
29–36.

Vakili, N.G., 1965. Fusarium wilt resistance in seedlings and mature plants of Musa
species. Phytopathology 55, 135–140.

Van der Does, H.C., Rep, M., 2007. Virulence genes and the evolution of host
specificity in plant-pathogenic fungi. Mol. Plant Microbe Interact. 20, 1175–
1182.

Viljoen, A., 2002. The status of Fusarium wilt (Panama disease) of banana in South
Africa. SA J. Sci. 98, 1–4.

Vos, P., Hogers, R., Bleeker, M., Reijans, M., Van de Lee, T., Hornes, M., Frijters, A., Pot,
J., Peleman, J., Kuiper, M., Zabeau, M., 1995. AFLP: a new technique for DNA
fingerprinting. Nucleic Acid Res. 23, 4407–4414.

Waite, B.H., Stover, R.H., 1960. Studies on Fusarium wilt of bananas. VI. Variability
and cultivar concept in Fusarium oxysporum f. sp. cubense. Can. J. Bot. 38,
985–994.

Welsh, J., McClelland, M., 1990. Fingerprinting genomes using PCR with arbitrary
primers. Nucleic Acid Res. 18, 7213–7218.

Williams, J.G.K., Kubelik, A.R., Livak, K.J., Rafalski, J.A., Tingey, S.V., 1990. DNA
polymorphisms amplified by arbitrary primers are useful as genetic markers.
Nucleic Acid Res. 18, 6531–6535.

Wilson, D., 1995. Endophyte – the evolution of a term, and clarification of its use and
definition. Oikos 73, 274–276.

Wollenweber, H.W., Reinking, O.A., 1935. Die Fusarien, ihre Beschreibung. Schad-
wirkung und Bekampfung. Verlag Paul Parey, Berlin, Germany.

Yoon, S.H., Park, Y.-K., Lee, S., Choi, D., Oh, T.K., Hur, C.-G., Kim, J.F., 2007. Towards
pathogenomics: a web-based resource for pathogenicity islands. Nucleic Acid
Res. 35, D395–D500.

Yun, S.-H., Arie, T., Kaneko, I., Yoder, O.C., Turgeon, B.G., 2000. Molecular organiza-
tion of mating type loci in heterothallic, homothallic and asexual Gibberella/
Fusarium species. Fungal Genet. Biol. 31, 7–20.

Zambounis, A.G., Paplomatas, E., Tsaftaris, A.S., 2007. Intergenic spacer-RFLP
analysis and direct quantification of Australian Fusarium oxysporum f.sp.
vasinfectum from soil and infected cotton tissue. Plant Dis. 91,
1564–1573.

Zeller, K.A., Summerell, B.A., Bullock, S., Leslie, J.F., 2003. Gibberella konza (Fusarium
konzum) sp. nov., a new biological species within the Gibberella fujikuroi species
complex from prairie grasses. Mycologia 95, 943–954.


	Current status of the taxonomic position of Fusarium oxysporum formae

