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Virulence is thought to coevolve as a result of reciprocal
selection between pathogens and their hosts. This paper
focuses on coevolution between microbial proteinases
operating as virulence factors and host defense molecules
of insects. Owing to shorter generation times and smaller
genomes, microbes exhibit a high evolutionary adaptability
in comparison with their hosts. Indeed, the latter can only
compete with pathogens if they evolve mechanisms providing
a comparable genetic plasticity. Gene or domain duplication
and shuffling by recombination is the driving force behind
the countermeasures in host defense effectors. Recent
literature provides evidence for both diversifications of fungal
proteinases involved in pathogenesis and expansion host
proteinase inhibitors subsets contributing to insect innate
immunity. For example, the pathogen-associated spectrum
of proteolytic enzymes encompasses thermolysin-like
metalloproteinases that putatively promoted the evolution
of corresponding host inhibitors of these virulence factors
which complement the insect repertoire of antimicrobial
defense molecules. Beyond mutual diversification of effector
molecules coevolution resulted also in sophisticated molecular
adaptations of host insects such as sensing and feedback-loop
regulation of microbial metalloproteinases and corresponding
countermeasures of pathogens providing evasion of host
immunity induced by these virulence factors.

Introduction
Coevolution can be defined as a series of synchronous mutual
evolutionary changes in interacting species which act as agents
of natural selection for each other.1 Progress in understanding
molecular mechanisms behind coevolution is limited by the
availability of suited models because reciprocal adaptations during evolutionary processes are difficult to trace and to reconstruct
at the genetic level. Pathogens and their hosts provide powerful
models to investigate coevolution characterized by reciprocal
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changes in genetic composition of interacting species which have
a close ecological relationship.2 Insects are the most successful
group of organisms on earth regarding species diversity, and their
abilities in managing symbiotic bacteria or fungi and defending
against pathogenic ones play a predominant role in the outcome
of the evolutionary competition with microbes.3 In this paper I
focus on parasitic fungi and their insect hosts as a model system for exploring coevolutionary mechanisms because it provides
informative examples for interactions between molecules mediating either virulence of fungal pathogens or resistance of the host,
which are characterized by reciprocal adaptations.4
The greater wax Galleria mellonella has emerged as powerful
model hosts both for studying co-evolution between entomopathogenic bacteria5-7 and fungi host with their host insects,4 and
as heterologous hosts for human pathogenic bacteria and fungi.810
G. mellonella combines a number of advantages when used as
an alternative host for human pathogens. Firstly, the low overall
costs of breeding large numbers facilitate its use as an inexpensive whole-animal high throughput infection system. Secondly,
G. mellonella can be adapted in the laboratory to 37°C which is
important because human pathogens are adapted to the physiological temperature of its host. Thirdly, G. mellonella can be used
as an insect model to mimic oral infections both with human or
insect pathogens.11 G. mellonella provides also a model to study
host-pathogen co-evolution, particularly in regard of entomopathogenic fungi such as Beauveria bassiana and Metarhizium
anisopliae which are world-wide used to control pest and vector
insects. These fungi produce a defined spectrum of molecules
considered as virulence factors such as proteolytic enzymes and
secondary metabolites which have been designated as fungal toxins. The antifungal immunity of G. mellonella has been intensively studied during past decade and resulted in identification
of an array of defense molecules which can either directly kill
parasitic fungi (antifungal peptides) or inactivate their virulence
factors (inhibitors of fungal proteinases or proteins detoxifying
fungal toxins).4,12
Analysis of the interactions between fungal virulence factors
and G. mellonella defense molecules provides novel insights into
mechanisms behind host-pathogen coevolution, particularly in
those driving evolution of virulence or immune defense strategies. Host innate immunity relies on both cellular and humoral
mechanisms. The latter is based on a variety of molecules used

206	Virulence	Volume 1 Issue 3

REVIEW

review

to arrest development of and kill invading pathogens among
which antimicrobial peptides and peptide families such as the
defensins are evolutionarily conserved.13-15 The diversity of constitutively expressed or induced host peptides exhibiting antibacterial and/or antifungal activity determines the resistance of a
particular host against a broad spectrum of potentially pathogenic microbes. Owing to their short generation times and small
genomes, pathogens exhibit a high capacity to genetically generate virulence factors. Consequently, the ability of higher organism to successfully compete with pathogens in an evolutionary
arms race depends on their sophisticated mechanisms allowing
reciprocal diversification of defense molecules. This paradigm
has recently attracted many researches to investigate the molecular mechanisms providing evolutionary diversification of antimicrobial peptides conferring immunity in a variety of host model
organisms including, for example, insects such as termites and
the dipteran species Drosophila and Anopheles, as well as in
nematodes and mammals.16-21
In this paper, I will first briefly outline the current knowledge
about antifungal peptides in insects, emphasizing those of the
G. mellonella. In response to diversifying host defense molecules,
fungal pathogens have evolved mechanisms mediating either
suppression or avoidance of host immune responses.12,22 Another
strategy of pathogens to overcome the host immune system targets its defense molecules directly. Pathogen-associated proteinases capable of digesting host defense proteins and peptides are
essential during pathogenesis and operate as virulence factors.23
Consequently, a subsequent chapter addresses the role of fungal
proteinases during pathogenesis, particularly, in degradation
of host defense molecules in insects. Host counter-adaptation
to proteinases produced by pathogens or parasites to inactivate
host defense molecules has led to the evolution of corresponding
proteinase inhibitors which have become constituents of the host
innate immune system. Microbial proteinases and immunityrelated proteinase inhibitors can be considered as favorite models to analyze evolutionary arms races in an antagonist system at
molecular level because their intimate interactions at the frontline between pathogens and their hosts are characterized by rapid
reciprocal adaptations.24 Emphasizing coevolutionary insights, I
will briefly outline in the last chapter biological functions of proteinases associated with fungal pathogens and immunity-related
proteinase inhibitors of their host insects.
Antifungal Peptides and Proteins of Insects
The antifungal defense of insects against fungal pathogens relies
on both cellular and humoral components.22 The cellular defense
encompasses phagocytosis of fungal cells entering the insect body
by immune-competent hemocytes circulating in the hemocoel,
and, if the number of fungal cells is too large or fungal mycelia are too large to be engulfed, multicellular encapsulation. The
latter is a complex process in which pathogens or parasites are
separated from the body by a multilayered sheet of different
hemocytes types whose orchestrated action results in formation
of a black capsule.25 Phenoloxidase-mediated formation of chemically inert melanin around the entrapped microbes or parasites

arrests exchange of molecules between the host and the pathogen.27,28 However, the humoral part of insect immunity against
parasitic fungi is based on peptides or proteins which can either
kill fungi directly or which neutralize toxic molecules released
thereof.4,12 Accordingly, I will first address insect antifungal proteins and then peptides with less than 10 kDa before I focus on
insect-derived molecules involved in defense against fungal virulence factors such as toxic proteinases.
Innate immune response of G. mellonella encompasses the
expression of lysozyme. Its activity against gram-positive bacteria
has been attributed to its ability to degrade cell wall peptidoglycan
by hydrolysis of the β-1-4 linkages between N-acetylglucosamine
and N-acetylmuramic acid residues.28 Besides moderate activity
against gram-negative bacteria,29 G. mellonella lysozyme was also
shown to exhibit antifungal activity in vitro,4 similar to that of
human lysozyme against the pathogenic yeasts Candida albicans
and Coccidioides immitis.30,31 The effect of commercially available hen-egg-white lysozyme on virulent or non-virulent strains
of M. anisopliae is illustrated in Figure 1. A recent analysis of the
G. mellonella immunity-related transcriptome resulted in identification of four lysozyme homologues and an additional i-type
lysozyme whose precise functions in antifungal immunity remain
to be elucidated (Vogel, et al. unpublished).
To date, more than a thousand peptides and proteins exhibiting antimicrobial activity have been found in living organisms
ranging from bacteria to humans.33 The gene-encoded antifungal
peptides and proteins of insects share unifying themes with those
of other animals and plants, for example, they have retained their
membrane-active efficacy despite the presence of highly mutable
target microorganisms. The spanning of conserved motifs among
particular polypeptides involved in antimicrobial defense across
the phylogenetic continuum affirms their ancient role in coevolutionary relationships between hosts and pathogens.15 However,
analysis of immunity-related genes and pathways in mosquitoes
shows that evolutionary dynamics differs among functional gene
categories. Genes involved in immunity-related recognition and
signal transduction are rather conservative when compared with
rapidly evolving genes encoding effectors involved in killing
of pathogens. Antimicrobial peptides (AMPs) diversify not by
sequence divergence but rather by gene duplication and creation
of new families.33 Naturally occurring polymorphisms of AMPs
seems to drive the variability in immune-competence among
natural insect populations.34
AMPs are typically cationic and consist often of less than 100
and mostly between 12 and 50 amino acid residues.35 Despite the
low similarity at the amino acid sequence level the great majority of AMPs from insects can be categorized into one of three
structural classes: (1) linear alpha-helical peptides free of cysteine
residues, (2) peptides adopting a beta-sheet globular structure
stabilised by intramolecular disulfide bridges, (3) peptides with
unusual bias in certain amino acids such as proline and/or glycin.
Insect AMPs such as those found the greater wax moth G. mellonella can exhibit antibacterial and/or antifungal activity. The
number of strictly antifungal peptides is rather low when compared with antibacterial ones. Two cysteine-rich peptides which
exclusively inhibit growth of filamentous fungi have been isolated
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from G. mellonella, the defensin-like antifungal peptide36 and
gallerimycin.37 Confirming the postulated contribution of gallerimycin to antifungal defense in insects, its transgenic expression
has been determined to confer resistance to fungal diseases even
in crops.38 Comparison of defensin sequences from arthorpods
and mollusks revealed that all exons and introns, aside from the
exon encoding the mature peptide, differ widely in number size
and sequence. This variability implicates that the exon encoding
the mature peptide was modified by exon-shuffling and integrated
down-stream of unrelated leader sequences during evolution.39
The first linear and amphipathic α-helical antimicrobial peptide from insects was discovered and isolated from the hemolymph of the silk moth Hyalophora cecropia and has therefore
been named cecropin.40 The cecropin-like peptide from G. mellonella is synthesized as a propeptide, with a putative 22-residue
signal peptide, a 4-residue propeptide, and a 39-residue mature
peptide with a mass of 4.3 kDa. Like cecropins from other
insects, it exhibits potent activity against both gram-positive and
gram-negative bacteria,41 and against fungi.4,12 Moricins represent
another family of amphipathic α-helical antimicrobial peptides
that have been discovered in the silk moth Bombyx mori.42 Eight
moricin homologues that may originate by gene duplication have
recently been found in G. mellonella. They exert in vitro activity
against both gram-negative and gram-positive bacteria, as well
as against yeast and filamentous fungi.43 The moricins belong to
the immunity-related gene families whose occurrence seems to
be restricted to Lepidoptera. Their recent diversification by gene
duplication was plausibly driven by the coevolution with parasitic fungi. Multiple copies of genes encoding AMPs are common
in insect genomes and may reduce the probability of pathogenic
microorganisms to develop resistance.17 The impressive antimicrobial peptide arsenal of G. mellonella includes also proline-rich
and anionic peptides.44,45
The outlined diversity of antifungal peptides and proteins
in G. mellonella is indicative for a strong antifungal immunity
which is somehow surprising in regard to its prospering use as a
surrogate model host for human and insect pathogenic fungi, but
fungal species adapted to a parasitic life style have evolved mechanisms to avoid, to suppress or to overcome the antifungal defense
of susceptible host insects. Entomopathogenic fungi such as the
ascomycetes B. bassiana and M. anisopliae are capable to dampen
induced synthesis of antifungal proteins such as lysozyme during
pathogenesis in G. mellonella.46 The ability to inhibit immune
responses of the infected host represents a counter-adaptation of
parasitic fungi to hinder antifungal peptides and proteins from
reaching concentrations which can arrest fungal development
or even kill the fungus within the host. Suppression of cellular
and humoral immune responses in infected hosts by parasitic
fungi has been attributed to their secondary metabolites, among
which cyclic peptides such as cyclosporins and destruxins are
prominent. The latter can impair host defense, for example, by
induction of apoptosis in immune-competent hemocytes.47,48
In agreement, destruxin produced by M. anisopliae has been
reported to be capable of suppressing immune responses in the
fruit fly Drosophila melanogaster including expression of immunity-related molecules.49 The latter encompass metchnikowin, a

Figure 1. Growth of a virulent strain of the entomopathogenic fungus
M. anisopliae (A) and a non-virulent strain of B. bassiana (B) on agar
plates with hen-egg-white lysozyme in increasing concentrations. From
the top left to down right: 0 (control without lysoyzme), 0.5, 1, 2, 5 or
10 mg per ml agar. The presence of increasing lysozyme concentration
caused dimming of the agar which disappeared around the growing
mycelia of the virulent strain, indicating the release of proteinases,
while growth of mycelia of the non-virulent strain was increasingly inhibited along with rising lysozyme concentrations in the agar, suggesting the inability to secrete proteinases capable of degrading lysoyzme.
Note that the non-virulent strain is not able to grow on agar with high
lysozyme concentrations.

26-amino acid residue proline-rich antifungal peptide which is, in
turn, particular active against ascomycetes to which M. anisopliae
belongs.50 These examples illustrate adaptations of parasitic fungi
that enable them to cope with host antifungal peptides either by
inhibition of their synthesis or by their degradation.
Fungal Proteinases as Virulence Factors
The proteinaceous exoskeleton of insects forms an efficient
primary physical barrier against most microbes. Viruses and
bacteria infect their host insects usually upon up-take with
the food via the alimentary channel while only parasitic fungi
can directly penetrate the cuticle using a set of enzymes among
which proteinases have been recognized as virulence factors.51
The substrate specificity and the controlled expression of invasive proteinases predict that adaptation to varying host ranges
drives diversification and functional shifts of these enzymes.
M. anisopliae produces at least three distinct types of proteinases during growth on insect cuticle: the subtilisin-like serine
proteinase Pr1 (EC3.4), the trypsin-like serine proteinase Pr2
and a metalloproteinase.52 Trypsins and the subtilisins belong
to distinct super-families of serine proteinases which independently evolved similar catalytic mechanisms. The function of
these fungal proteinases during pathogenesis can be expanded
beyond facilitating penetration of the exoskeleton to include utilization of host proteins for nutrition, suppression of host cellular defense,53 and degradation of host defense molecules.4,12
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Figure 2. Parasitic life cycle of the parasitic fungus Metarhzium anisopliae in
the insect model host Galleria mellonella. (1) Attachment of conidia on the
host cuticle. (2) Germination and appressoria formation is accompanied by
secretion of proteolytic enzymes which locally activate phenoloxidase-mediated melanin formation resulting in black spots (2a). This symptom is visible
in infected larvae shown above (2b). (3) Penetration of the proteinaceous
exoskeleton requires secreted proteinases. (4) Lateral growth and penetration
of the epidermis which produces antimicrobial peptides that are subjected to
proteolytic degradation. (5) Aggregation of host hemocytes at sites where the
fungus penetrates the cuticle. (6) Phygocytosis of hyphal bodies by immune
competent hemocytes. (7) Ingested hyphal bodies are not killed within the
endocytic vacuole, but grow and multiply within. (8) Simultaneous occurrence
of free circulating hyphal bodies and hemocytes exhibiting suppressed ability
to ingest fungal cells. Fungal proteases are thought to contribute to evasion of
host cellular responses. (9) Fungal cells produce toxins among which destruxin
have been reported to induced apotosis in host hemocytes. (10) Hemocytes
undergoing programmed cell death exhibit swollen nuclei, clumped chromatin and formation of blebs at the cell membrane. (11) Infiltration of host tissue
requires proteolytic enzymes such as thermolysin-like metalloproteinases
capable of degrading extracellular matrix components. (12) Vegetative growth
of the fungus in tissues causes death of the infected host. (13) The biomass of
the host is totally converted into fungal biomass. (14) Penetration of the host
cuticle by hyphae that produce air-borne conidia which can completely cover
the cadavers and which permit both long-term persistence in the environment
and dispersal (14a). The latter become green powdered due to the green color
of the conidia as shown by the picture above (14b).

The functions of proteinases operating as virulence factors of
M. anisopliae is illustrated in Figure 2 which schematically
draws its pathogenesis in caterpillars of the greater wax moth
G. mellonella as a model host.

Virulent strains of entomopathogenic fungi can grow
on culture medium with antifungal lysozyme as the only
source of nutrients whereas growth of strains which lost
the ability to produce particular proteinases is inhibited by
increasing lysozyme concentrations (Fig. 1). Such simple
in vitro assays illustrate the essential roles of proteinases
during pathogenesis. Mutation or inhibition of such virulence factors hinders the fungus to degrade antifungal peptides and proteins of the infected host and to nourish from
its cells, tissues or body fluids. Particularly, fungal metalloproteinases seem to play an important role in overcoming
of host defense.53
Most, if not all, pathogens capable of infecting insects
or humans produce and secrete metalloproteinases belonging to the M4 family with thermolysin as the prototype.
Thermolysin preferentially cleaves at the N-terminal side
of hydrophobic or bulky amino side chains such as Leu,
Phe, Ile and Val. The vast majority of host proteins and
peptides including components of the extracellular matrix
exhibiting resistance to proteolytic cleavage are sensitive to
degradation by thermolysin. Thermolysin-like metalloproteinases produced by human pathogens such as aureolysin,
bacillolysin, pseudolysin and vibriolysin are responsible
for many symptoms associated with pathogenesis among
which increase of vascular permeability, hemorrhagic
edema, sepsis and necrotic tissue destruction are fatal.54,55
Thermolysin-like metalloproteinases are also key factors
of bacterial and fungal entomopathogens. For example, a
novel member of M4 family of metalloproteinases has been
found in gram-negative Photorhabdus luminescens bacteria
which live in symbiosis with parasitic nematodes, and
which can kill infected insects when released within the
host hemocoel.56 M. anisopliae produces a thermolysin-like
metalloproteinase which has been suggested as a back-up
enzyme used in the case that other proteolytic enzymes
released by this fungus are inhibited by host proteinase
inhibitors.52
Host Inhibitors of Microbial Proteinases

Insect hemolymph contains relatively high concentrations
of serine proteinase inhibitors belonging to Kunitz, Kazal,
Serpin and α-macroglobolin families among which some
have been recognized to function as effectors in innate
immunity by inhibition of pathogen-associated proteinases.57 Our previous efforts in identification and characterization of immunity-related peptides from G. mellonella
larvae resulted in the discovery of a number of novel peptidic inhibitors of pathogen-associated proteinases which
are simultaneously induced and secreted within the hemolymph during innate immune responses along with antimicrobial peptides. Three heat-stable serine proteinase
inhibitors (ISPI-, ISPI-2 and ISPI-3) have been purified from
hemolymph whose molecular masses ranged between 6.3 and 9.2
kDa. The determined N-terminal amino-acid sequences provide
evidence that one belongs to the Kunitz and another to the Kazal
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family of proteinase inhibitors while the third shared no sequence
similarity with known peptides.58 Inhibitors of the Kunitz and
Kazal families are widespread in the hemolymph of arthropods
and are likely involved in protecting host from microbial proteinases while also functioning in regulation of endogenous proteinases. Kazal and Kunitz type inhibitors share intra-domain
disulfide cross-links determined by six conserved cystein residues.59,60 Interestingly, all three serine proteinase inhibitors purified from immunized G. mellonella larvae were found to inhibit
the trypsin-like proteinase (Pr2) produced by M. anisopliae, and
ISPI-3 was also active against the chymoelastase secreted by this
fungus.58 These findings and our observation that inducible
proteinase inhibitors in the hemolymph of G. mellonella inhibit
both fungal proteases and fungal development in the host lend
some credit to our hypothesis that low molecular mass proteinase
inhibitors participate in antifungal defense in G. mellonella by
inactiviation of secreted fungal proteinases thereby preventing
host defense molecules from degradation.61
Another inhibitor purified from hemolymph of G. mellonella
larvae, which have been preinjected with microbial elicitors of
innate immune responses to induce expression of defense molecules, turned out to represent the first peptide reported from
animals which specifically inhibits microbial metalloproteinases.62 The insect metalloproteinase inhibitor (IMPI) is capable
of inhibiting thermolysin-like metalloproteinases produced by
human pathogenic bacteria making it as a promising template for
the rational design of a novel second generation antibiotic.63 The
determined amino acid sequence of the IMPI revealed no significant similarities with known proteins in NCBI database whereas
searching the Pfam database for conserved protein domains implicates a significant similarity to a TIL domain (trypsin inhibitorlike cysteine-rich domain). Therefore, IMPI has been assigned to
protease inhibitor family I8, a cysteine-rich trypsin inhibitor-like
family in the MEROPS database.64 The presence of a conserved
domain typical for trypsin inhibitors implicates that the IMPI
may originates from serine proteinase inhibitors and the coevolution with pathogens producing metalloproteinases has promoted selection for a corresponding shift in its inhibitor profile.63
Because serine proteinase inhibitors are found in a diverse range
of organisms and are involved in many physiological processes it
is likely that they represent the ancestral form. Recruitment of
one class of proteinase inhibitors to regulate another class of proteinases is an evolutionary mechanism that can be readily identified and for which several examples are known.65
Another conceivable scenario for the recruitment of host
proteinase inhibitors fulfilling immunity-related function is
the co-option of molecules whose ancestral role focused on the
regulation of endogenous enzymes. For example, Kunitz-type
inhibitors from insects seem to exert pleiotropic roles associated either with tissue remodeling during metamorphosis or
with antimicrobial defense.59 The IMPI mentioned above represents a unique example for an inhibitor with pleiotropic roles in
immunity and development. Its gene is expressed during innate
immune responses and during pupation when histolysis of larval tissues occurs in G. mellonella.66 The IMPI gene encodes two
distinct inhibitors resulting from posttranslational cleavage by

furin-like proteinases. IMPI-1, encoded by the N-terminal part
of its gene, corresponds with that purified from hemolymph of
immunized G. mellonella larvae and inhibits thermolysin-like
microbial metalloproteinases, whereas IMPI-2, encoded by the
C-terminal part of its gene, is inactive against thermolysin, but
exhibits activity against matrix metalloproteinases. The sequence
similarity between IMPI-1 and IMPI-2 implicates their ancestral
origin from a common gene or domain.67 Based on our findings,
I postulated an endogenous matrix metalloproteinase (MMP) as
a putative target for IMPI-2 which has subsequently been identified and characterized.68 Strikingly, this MMP turned-out to
fulfill also pleiotropic functions in development and immunity.
Similar to microbial thermolysin, the endogenous G. mellonella
MMP has been shown to be capable to degrade collagen type
IV resulting in formation of peptidic fragments which, in turn,
induce expression of the IMPI and other antimicrobial peptides.69
Sensing and feedback-loop regulation of microbial metalloproteinases has become a constituent of insect innate immunity.
However, because the insect immune system can obviously not
discriminate whether microbial or endogenous metalloproteinases degrade host proteins such as collagen IV, it makes sense to
produce simultaneously two inhibitors with distinct activities.67
Most interestingly, M. anisopliae has been discovered to produce
a collagenous coat which makes it unattractive for host hemocytes and which has, therefore, been hypothesized to participate
in evasion of host immune responses.70 Whether the collagenous
fibers extending from M. anisopliae cells can be degraded by the
MMP of activated G. mellonella hemocytes, or whether they may
also serve to block this hemocyte-associated host proteinase to
limit the synthesis of danger signals which, in turn, elicit antifungal immune responses remains to be elucidated. However,
these findings provide a new framework to reassess the coevolution between pathogen-associated proteinases and host proteinase inhibitors because their interactions are more complex than
previously thought and must be interpreted in the context with
host proteinases and pathogen-associated substrates which are
also involved in the molecular arms race.
Coevolution Between Fungal Proteinases
and Host Proteinase Inhibitors
The parasitic life has arisen and also lost multiple times in many
independent lines of fungal evolution. Interestingly, there is also
evidence for interkingdom host-jumping by parasitic fungi from
plants to insects.71 Adaptation of fungal populations to different
hosts has been suggested to drive sympatric divergence of parasitic fungi. In parasite-host associations, speciation in the host
can lead to speciation of the parasite,72 but this is obviously not
the case in entomopathogenic fungi infecting a broad host rage
such as B. bassiana and M. anisopliae. The evolution of a parasitic
life style depends on the availability of enzymatic virulence factors which mediate utilization of the host as a source of nutrients and which can degrade its defense molecules. Particularly,
genes encoding fungal proteinases should provide a good model
to study adaptive evolution of multigene families and its impact
on speciation.73 For example, evidence has been elaborated that
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4, the latter will become the most important
virulence factor although its absolute concentration or activity, respectively, can be remarkably lower than that of the other proteinases
(1–3). Thermolysin-like metalloproteinase may
represent microbial enzymes for which inhibitors are lacking in many insects since only the
IMPI from G. mellonella has been reported to
specifically inhibit members of the M4 family
of proteinases.61,67 It can be expected that the
activities of partially inhibited (scenario 3) and
non-inhibited microbial proteinases (scenario
4) will complement each other in fulfilling
the above mentioned multifaceted roles during
pathogenesis. If the outlined scenarios reflect
the complex host-pathogen relationships under
natural conditions, we can postulate a strong
diversifying selection on pathogen-associated
Figure 3. Interdependencies between fungal proteinases and insect host proteinase
proteinases. Indeed, all three proteinase types
inhibitors. Parasitic fungi produce and secrete an array of proteinases, but only those that
are either partially (scenario 3) or not inactivated (scenario 4) by corresponding proteinase
produced by M. anisopliae, the subtilisin-like
inhibitors present in host cuticle, tissues or hemolymph can operate as virulence factors and
serine proteinase Pr1, the trypsin-like serine
complement each other in degradation of host peptides and proteins including defense
proteinase Pr2, and the thermolysin-like metalmolecules. As a result, there is a negative selection for proteinases for which a surplus of
loproteinase, occur in a variable number of isocorresponding inhibitors is present in the hosts (scenario 1 and 2) because secretion of
forms which determine host range of different
such enzymes would waste resources. On the other hand there is a positive selection for
proteinases for which no inhibitors are present in host insects. Their secretion, even in low
strains.73,75,76
quantities (scenario 4), is sufficient to fulfill virulence-associated functions.
On the other hand we can predict loss or at
least controlled expression of genes encoding
secreted proteinases that are mostly inhibited
multiplication of an ancestral proteinase gene seems to precede by host molecules because the resources of bacterial or fungal
species differentiation in parasitic fungi.74 Because pathogen vir- pathogens are smaller than those of the infected host which has
ulence is thought to coevolve as a result of reciprocal selection usually a remarkably higher biomass. Secretion of proteinases
with its host, it can be postulated that positive selection exists whose activities match that of host proteinase inhibitors would
for the evolution of novel proteinases or proteinase isoforms waste resources. Indeed, loss of proteinase encoding genes has
which are not inactivated by proteinase inhibitors of the host. recently been determined in host-specific strains of M. anisoThis hypothesis regarding coevolution between proteinases and pliae.77 Furthermore, differential expression of proteinases by
proteinase inhibitors in an antagonist system can be described as M. anisopliae growing on different substrates such as either host
possible scenarios illustrated by the bars in Figure 3.
cuticle or hemolymph may also be interpreted as physiological
Being aware that relationships between proteinases and their adaptation to host proteinase inhibitors.78 In conclusion, hosts
inhibitors can be both more or less specific and determined by drive expansion of pathogen-derived proteinase diversity which is
different types of kinetics, the graph has been simplified by show- then subjected to selection.
ing proteinase or proteinase inhibitor activities in virtual but
A phylogenomic approach to reconstruct the diversification
equivalent units. In the case of scenario 1 a proteinase which is of serine proteinases in fungi revealed evolutionary selection of
produced in high quantities like, for example, the trypsin-like one gene family of proteinases over another in ascomycete fungi
Pr2 of M. anisopliae, the activity of inhibitors of trypsin-like to which M. anisopliae belongs. Tandem duplication of Pr1 and
proteinases determined in high concentrations in the cuticle expansion in subsets of subtilisin-like enzymes in pathogenic
and hemolymph of many insects including G. mellonella can be fungi may reflect adaptations to host ranges75 while no comparahigher.57,58 Consequently, secreted proteinase 1 cannot execute ble diversification of trypsin-like proteinases was found. The latessential functions during pathogenesis. This is also the case ter may confer only in those fungi selective functions that express
when the activity of secreted microbial proteinases and that of them in high levels and possibly pre-adapt them to a parasitic
host proteinase inhibitors is equivalent under in vivo conditions, life style.73 A recent study provides evidence for the expansion
as illustrated by scenario 2. But when the activity of the secreted of the thermolysin-like metalloproteinase in M. anisopliae. The
fungal proteinase is not completely inhibited by host proteinase isoforms found in hydrated conidia differed in their ability to
inhibitors, only the small portion of activity which is not regu- digest gelatin which can be interpreted as adaptation to target
lated within the host (see scenario 3) permits limited nourish- proteins of the host.76
ment from its peptides and proteins. If the host lacks inhibitors
In turn, diversifying pathogen-associated proteinases can be
of a particular pathogen-associated proteinase such as in scenario expected to cause selection for mechanisms allowing reciprocal
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diversification of corresponding host proteinase inhibitors. This
is in agreement with the discovery of a number of serine proteinase inhibitors in G. mellonella capable of inhibiting serine proteinases produced and secreted by M. anisopliae.58
Interestingly, pyrosequencing of the immunity-related transcriptome from G. mellonella led to the discovery of a number of
IMPI homologues (work in progress). Whether the recently identified isoforms of thermolysin and the homologues IMPI peptides have emerged during reciprocal diversification is presently
examined. Many, if not most, proteinase inhibitors occur as small
gene families with altered specificities among the paralogues. The
evolutionary mechanisms acting on proteinase inhibitor variability of the host are apparently the same providing diversification of
its antimicrobial peptides. Recruitment of other protein-folding
scaffolds to proteinase inhibitor function, gene or domain duplication and shuffling are probably the most important forces driving proteinase inhibitor evolution.65,79,80
Beyond diversification of pathogen or host derived effectors
there are also other features which argue for coevolution between
pathogen-associated proteinases with host proteinase inhibitors
in insects. Because non-specific degradation of host molecules by
microbial proteinases results in life-threatening loss of functional
proteins and accumulation of non-functional peptidic fragments
I predicted an efficient mechanistic countermeasure in insects.
Experimental analysis led to the discovery of a mechanism in our
model host G. mellonella that enables sensing and feedback loop
regulation of microbial metalloproteinases, and which can be,
therefore, considered as a counter-adaptation to the widespread
utilization of thermolysin-like enzymes as virulence factors
among different groups of pathogens.81 The presence of thermolysin in the hemolymph alone is sufficient to elicit humoral
immune responses in G. mellonella that are qualitatively (spectrum of induced and secreted immunity-related peptides and
proteins) and quantitatively (expression levels of antimicrobial
peptides) comparable with those observed upon challenge with
bacterial or fungal cells, or cell wall components, respectively.82
As mentioned above, the IMPI capable of inhibiting thermolysin
is induced and secreted into the hemolymph during humoral
immune responses along with other proteinase inhibitors and
antimicrobial peptides. The immune system senses the presence
of thermolysin-like metalloproteinases by particular products of
their activity. Pathogens employ thermolysin to breakdown the
extracellular matrix of host cells and tissues during pathogenesis.
Particular peptidic fragments resulting from hydrolysis of collagen IV turned out to represent danger signals which, in turn, can
set the immune system into alarm.66,69
Thermolysin is also a potent activator of the enzyme cascade that controls phenoloxidase activity which catalyzes the
formation of melanin. Hemolymph coagulation resulting in

hemolymph clots is a first response to wounding in insects and
phenoloxidase has been shown to shape the clot’s physical properties by crosslinking of proteins and melanization. Entrapping
of bacteria within the clots alone is not sufficient to kill them
and requires bactericidal compounds among which some occur
as intermediates during synthesis of melanin.83 Because melanization of entrapped bacterial or fungal cells represents an efficient
defense mechanism in insects, adapted pathogens should avoid
excessive melanization caused by their secreted microbial metalloproteinases. Indeed, as a counter-adaptation to efficient mechanisms mediating both sensing of microbial metalloproteinases
and activation of immune responses against their producers,
entomopathogenic bacteria and fungi tightly regulate the activity
of thermolysin. The mature enzyme can be inhibited by its propeptide.84 A fine-tuned timing of enzyme production has been
documented by analysis of gene expression during germination,
pathogenesis and conidiogenesis and of the parasitic fungus M.
anisopliae.85 Secretion of thermolysin in order to degrade extracellular matrix proteins and to colonize host tissues occurs in a later
stage of mycosis when host hemocytes undergo apoptosis initiated
by released destruxins. At this phase of infection, the insect hosts
occur moribund and are not able to mount an immune response
sufficient to protect them from death.4,12,86 These findings add to
our knowledge about molecular mechanisms that pathogens and
parasites use in evasion of host immunity.
Pathogenic mechanisms that manipulate host immunity or
escape from host defense are sensitive to parasite fitness and thus
dominate as causes of parasite virulence.87 Theory predicts that
adaptation of M. anisopliae and other pathogens to a broad host
range should be accompanied by rapid diversification of genes
involved in an arms race with multiple hosts, while adaptation to
particular host species should promote loss of genes lacking selection pressure because they are not required for infection of a limited host range. Comparative genomic analyses of M. anisopliae
strains with either broad or narrow host ranges have recently confirmed this hypothesis.88 However, identifying coevolving partners from paralogous gene families remains to be elucidated and
recent bioinformatic tools will help in the near future to more
precisely reconstruct coevolution between pathogen-associated
proteinases and host proteinase inhibitors.89,90
Acknowledgements

This work is supported by a grant from the Deutsche
Forschungsgemeinschaft to the author. His project entitled
“Reciprocal genetic diversification and adaption of host proteinase inhibitors and parasite-associated proteinases during coevolution of insects and entomopathogenic fungi” is embedded in
the Priority Programme 1399 “Host-parasite coevolution—rapid
reciprocal adaptation and its genetic basis.”

212	Virulence	Volume 1 Issue 3

References
1.
2.

3.

4.

5.

6.

7.

8.

9.

10.

11.

12.

13.
14.

15.

16.

17.

18.

19.

20.

21.

22.

23.
24.

Janzen D. When is it coevolution? Evol 1980; 34:611-2.
Mylonakis E, Casadevall A, Ausubel FM. Exploiting
amoeboid and non-vertebrate animal model systems
to study virulence of human pathogenic fungi. PLoS
Pathog 2007; 3:101.
Lazzaro BP. Natural selection on the Drosophila antiomicrobial immune system. Curr Opin Microbiol 2008;
11:284-9.
Vilcinskas A, Götz P. Parasitic fungi and their interactions with the insect immune system. Adv Parasitol
1999; 43:267-313.
Joyce SA, Watson RJ, Clarke DJ. The regulation of
pathogenicity and mutualism in Photorhabdus. Curr
Opin Micrbiol 2006; 9:127-32.
Heermann R, Fuchs TM. Comparative analysis of the
Photorhabdus luminescens and Yersinia enterocolitica
genomes: uncovering candidate genes involved in insect
pathogenesis. BMC Genomics 2008; 9:40.
Münch A, Stingl L, Jung K, Heermann R. Photorhabdus
luminescens gene induced upon insect infection. BMC
Genomics 2008; 9:229.
Scully L, Bidochka M. Developing insects as models
for current and emerging human pathogens. FEMS
Microbiol Lett 2006; 263:1-9.
Chamilos G, Lionakis MS, Lewis RE, Kontoyiannis
DP. Role of mini-host models in the study of medically
important fungi. Lancet Infect Dis 2007; 7:42-55.
Fuchs B, Mylonakis E. Using non-mammalian hosts
to study fungal virulence and host defense. Curr Opin
Microbiol 2006; 9:346-51.
Fedhila S, Buisson C, Dussurget O, Serror P, Glomski
IJ, Liehl P, et al. Comparative analysis of the virulence
of invertebrate and mammalian pathogenic bacteria in
the oral insect infection model Galleria mellonella. J
Invertebr Pathol 2010; 103:24-9.
Gillespie J, Bailey A, Cobb B, Vilcinskas A. Fungal
elicitors of insect immune responses. Arch Insect
Biochem Physiol 2000; 44:49-68.
Zasloff M. Antimicrobial peptides of multicellular
organisms. Nature 2002; 415:389-95.
Bulet P, Stöcklin R, Menin. Anti-microbial peptides:
from invertebrates to vertebrates. Immunol Rev 2004;
198:169-84.
Yeman MR, Yount NY. Unifying themes in host
defence effector polypeptides. Nature Rev Microbiol
2007; 5:727-40.
Bulmer M, Crozier R. Duplication and diversifying
selection among termite antifungal peptides. Mol Biol
Evol 2004; 21:2256-64.
Yang WY, Wen SY, Huang YD, Ye MQ, Deng XJ, Han
D, et al. Functional divergence of six isoforms of antifungal peptide drosomycin in Drosophila melanogaster.
Gene 2006; 379:26-32.
Dassanayake R, Gunawardene Y, Tobe S. Evolutionary
selective trends of insect/mosquito antimicrobial
defensin peptides containing cysteine-stabilized α/β
motifs. Peptides 2007; 28:62-75.
Pujol N, Zugasti O, Wong D, Couillault C, Kurz
CL, Schulenburg H, Ewbank JJ. Anti-fungal innate
immunity in C. elegans is enhanced by evolutionary
diversification of antimicrobial peptides. PLoS Pathog
2008; 4:1000105.
Schulenburg H, Boehnisch C. Diversification and adaptive sequence evolution of Caenorhabditis lysozymes.
BMC Evol Biol 2008; 8:114.
Sang Y, Blecha F. Porcine host defense peptides: expanding repertoire and functions. Dev Comp Immunol
2009; 33:334-43.
Levitin A, Whiteway M. Drosophila innate immunity
and response to fungal infections. Cell Microbiol 2008;
10:1021-6.
Potempa J, Robert NP. Corruption of innate immunity
by bacterial proteases. J Innate Immun 2009; 1:70-87.
Armstrong PB. Proteases and protease inhibitors: a
balance of activities in host-pathogen interaction.
Immunobiol 2006; 211:263-81.

25. Lavine MD, StrandMR. Insect hemocytes and their
role in immunity. Insect Biochem Mol Biol 2002;
32:1295-309.
26. Cerenius L, Lee BL, Söderhäll K. The proPO-system:
pros and cons for its role in invertebrate immunity.
Trends Immunol 2008; 29:263-71.
27. Altincicek B, Stötzel S, Wygrecka M, Preissner K,
Vilcinskas A. Host-derived extracellular nucleic acids
enhance innate immune responses, induce coagulation and prolong survival upon infection in insects. J
Immunol 2008; 181:2705-12.
28. Powning RF, Davidson WJ. Studies on the insect
bacteriolytic enzymes-II. Some physical and enzymatic
properties of lysozme from haemolymph of Galleria
mellonella. Comp Biochem Physiol 1976; 55:221-8.
29. Yu KH, Kim KN, Lee JH, LeeHS, Kim SH, Cho KY,
et al. Comparative study on characteristics of lysozymes
from the hemolymph of three lepidopteran larvae,
Galleria mellonella, Bombyx mori, Agrius convolvuli. Dev
Comp Immunol 2002; 26:707-13.
30. Kamaya T. Lytic action of lysozyme on Candida albicans. Mycopathol Mycologia App 1970; 37:320-30.
31. Collins MS, Papagianis D. Inhibition by lysozyome on
the growth of the sperule phase of Coccidoides immitis
in vitro. Infect Immun 1974; 10:616-23.
32. Guaní-Guerra E, Santos-Mendoza T, Lugo-Reyes SO,
Terán LM. Antimicrobial peptides: General overview
and clinical implications in human health and disease.
Clin Immunol 2010; 135:1-11.
33. Waterhouse RM, Kriventseva EV, Meister S, Xi Z,
Alvarez KS, Bartholomay LC, Barillas-Mury C, et al.
Evolutionary dynamics of immune-related genes and
pathways in disease-vector mosquitoes. Science 2007;
316:1738-43.
34. Lazzaro BP, Sceurman BK, Clark AG. Genetic basis
of natural variation in D. melanogaster antibacterial
immunity. Science 2004; 303:1873-6.
35. Bulet P, Stöcklin R. Insect antimicrobial peptides:
structures, properties and gene regulation. Protein
Peptide Lett 2005; 12:3-11.
36. Lee YS, Yun EK, Jang WS, Kim I, Lee JH, et al.
Purification, cDNA cloning and expression of an insect
defensin from the great wax moth, Galleria mellonella.
Insect Mol Biol 2004; 35:1335-46.
37. Schuhmann B, Seitz V, Vilcinskas A, Podsiadlowski L.
Cloning and expression of gallerimycin, an antifungal
peptide expressed in immune response by the greater
wax moth, Galleria mellonella. Arch Insect Biochem
Physiol 2003; 53:125-33.
38. Langen G, Imani B, Altinciek G, Kieseritzky G,
Kogel KH, Vilcinskas A. Transgenic expression of gallerimycin, a novel antifungal insect defensin from the
greater wax moth Galleria mellonella, confers resistance
against pathogenic fungi in tobacco. Biol Chem 2006;
387:549-57.
39. Froy O, Gurevitz M. Arthropod and mollusk
defensins—evolution by exon-shiffling. Trends Genetics
2003; 19:684-7.
40. Steiner H, Hultmark D, Engstrom A, Bennich H,
Boman HG. Sequence and specificity of two antibacterial proteins involved in insect immunity. Nature 1981;
292:246-8.
41. Kim CH, Lee JH, Kim I, Seo SJ, Son SM, Lee KY, Lee
IH. Purification and cDNA cloning of a cecropin-like
peptide from great wax moth, Galleria mellonella. Mol
Cells 2004; 17:262-6.
42. Hara S, Yamakawa MA. Moricin, a novel type of antibacterial peptide isolated from the silkworm, Bombyx
mori. J Biol Chem 1995; 270:29923-7.
43. Brown S, Howard A, Kasprzak AB, Gordon K, East
P. The discovery and analysis of a diverged family of
novel antifungal moricin-like peptides in the wax moth
Galleria mellonella. Insect Biochem Mol Biol 2008;
38:201-12.
44. Cytrynska M, Mak P, Zdybicka-Barabas A, Suder P,
Jakubowicz T. Purfication and characterization of eight
peptides from Galleria mellonella immune hemolymph.
Peptides 2007; 28:533-46.

www.landesbioscience.com	Virulence

45. Brown SE, Howard A, Kasprzak AB, Gordon KH,
East PD. A peptidomics study reveals the impressive
antimicrobial peptide arsenal of the wax moth Galleria
mellonella. Insect Biochem Mol Biol 2009; 39:792800.
46. Vilcinskas A, Matha V. Effect of the entomopathogenic fungus Beauveria bassiana on humoral immune
response of Galleria mellonella larvae (Lepidoptera:
Pyralidae). Eur J Entomol 1997; 94:461-72.
47. Vilcinskas A, Matha V, Götz P. Inhibition of phagocytic activity of plasmatocytes isolated from Galleria
mellonella by entomogenous fungi and their secondary
metabolites. J Insect Physiol 1997; 43:475-83.
48. Vilcinskas A, Matha V, Götz P. Effects of the entomopathogenic fungus Metarhizium anisopliae and its secondary metabolites on morphology and cytoskeleton of
plasmatocytes isolated from Galleria mellonella. J Insect
Physiol 1997; 43:1149-59.
49. Pal S, St. leger RJ, Wu LP. Fungal peptide destruxin A
plays a specific role in suppressing the innate immune
response in Drosophila melanogaster. J Biol Chem 2007;
282:8969-77.
50. Rahnamaeian M, Langen G, Imani J, Altincicek B, von
Wettstein D, Kogel KH, Vilcinskas A. Insect peptide
metchnikowin confers on barley a selective capacity for
resistance to ascomycota fungal pathogens. J Exp Bot
2009; 60:4105-14.
51. Santi L, Beys de Silva WO, Berger M, Guimaraes JA,
Schrank A, Vainstain MA. Conidial surface proteins
Metarhizium anisopliae: source of activities related
with toxic effects, host penetration and pathogenesis.
Toxicon 2010; 55:874-80.
52. St. Leger RJ, Bidochka MJ, Roberts DW. Isoforms of
the cuticle-degrading Pr1 proteinase and production of
a metalloproteinase by Metarhizium anisopliae. Arch
Biochem Biophys 1994; 313:1-7.
53. Griesch J, Vilcinskas A. Proteases released by entomopathogenic fungi impair phagocytic activity, attachment and spreading of plasmatocytes isolated from
hemolymph of the greater wax moth Galleria mellonella. Biocontr Sci Techn 1998; 8:517-31.
54. Miyoshi S, Shinoda S. Microbial metalloproteases and
pathogenesis. Microb Infect 2000; 2:91-8.
55. Adekoya O, Sylte I. The thermolysin family (M4) of
enzymes: therapeutic and biotechnological potential.
Chem Biol Drug Des 2009; 73:7-16.
56. Held KG, LaRock CN, D Argenio DA, Berg CA,
Collins CM. A metalloprotease secreted by the pathogen Photorhabdus luminescens induces melanization.
Appl Env Microbiol 2007; 73:7622-8.
57. Kanost MR. Serine proteinase inhibitors in arthropod
immunity. Dev Comp Immunol 1999; 23:291-301.
58. Fröbius A, Kanost M, Götz P, Vilcinskas A. Isolation
and characterization of novel inducible serine protease inhibitors from larval hemolymph of the greater
wax moth, Galleria mellonella. Eur J Biochem 2000;
267:2046-53.
59. Kress H, Jarrin A, Thüroff E, Saunders R, Weise C,
Schmidt am Busch M, et al. A Kunitz type protease
inhibitor related protein is synthesized in Drosophila
prepupal salivary glands and released into the moulting
fluid during pupation. Insect Biochem Mol Biol 2004;
34:855-69.
60. Rimphanitchayakit V, Tassanakajon A. Structure and
function Kazal-type serine proteinase inhibitors. Dev
Comp Immunol 2010; 34:377-86.
61. Vilcinskas A, Wedde M. Insect inhibitors of metalloproteinases. IUBMB Life 2002; 54:339-43.
62. Wedde M, Weise C, Kopacek P, Franke P, Vilcinskas A.
Purification and characterization of an inducible metalloprotease inhibitor from the hemolymph of greater
wax moth larvae, Galleria mellonella. Eur J Biochem
1998; 255:534-43.
63. Clermont A, Wedde M, Seitz V, Podsiadlowski L,
Hummel M, Vilcinskas A. Cloning and expression
of an inhibitor against microbial metalloproteinases
from insects (IMPI) contributing to innate immunity.
Biochem J 2004; 382:315-22.

213

64. Rawlings ND, Tolle DP, Barret AJ. Evolutionary families
of peptidase inhibitors. Biochem J 2004; 378:705-16.
65. Christeller J. Evolutionary mechanisms acting on proteinase inhibitor variability. FEBS J 2005; 272:5710-22.
66. Altincicek B, Vilcinskas A. Metamorphosis and collagen-IV-fragments stimulate innate immune response
in the greater wax moth Galleria mellonella. Dev Comp
Immunol 2006; 30:1108-18.
67. Wedde M, Weise C, Nuck C, Altincicek B, Vilcinskas
A. The insect metalloproteinase inhibitor gene of the
lepidopteran Galleria mellonella encodes two distinct
inhibitors. Biol Chem 2007; 388:119-27.
68. Altincicek B, Vilcinskas A. Identification of a lepidopteran matrix metalloproteinase with dual roles
in metamorphosis and innate immunity. Dev Comp
Immunol 2008; 32:400-9.
69. Altincicek B, Berisha A, Mukherjee K, Spengler B,
Römpp A, Vilcinskas A. Identification of collagen IV
derived danger/alarm signals in insect immunity by
nanoLC-FTICR MS. Biol Chem 2009; 390:1303-11.
70. Wang C, St. Leger RJ. A collagenous protective coat
enables Metarhizium anisopliae to evade insect immune
responses. Proc Nat Acad Sci USA 2006; 103:6647-52.
71. Humber RA. Evolution of pathogenicity in fungi. J
Invertebr Path 2008; 98:262-6.
72. Giraud T, Refrégier G, Le Gac M, de Vienne DM,
Hood ME. Speciation in fungi. Fungal Genet Biol
2008; 45:791-802.
73. Hu G, St. Leger RJ. A phylogenomic approach to
reconstructing the diversification of serine proteases in
fungi. J Evol Biol 2004; 17:1204-14.
74. Jousson O, Lechenne B, Bontems O, Capoccia S,
Mignon B, Barblan J, et al. Multiplication of an ancestral gene encoding secreted fungalysin preceded species
differentiation in the dermatophytes Trichophyton and
Microsporum. Micorbiol 2004; 150:301-10.

75. Bagga S, Hu G, Screen SE, St. Leger RJ. Reconstructing
the diversification of subtilisins in the pathogens fungus
Metarhizium anisopliae. Gene 2004; 324:159-69.
76. Qazi SS, Khachatourians GG. Hydrated conidia of
Metarhizium anisopliae release a family of metalloproteases. J Invertebr Pathol 2007; 95:48-59.
77. Wang S, Leclerque A, Pava-Ripoll M, Fang W, St. Leger
RJ. Comparative genomics using microarrays reveals
divergence and loss of virulence-associated genes in
host-specific strains of the insect pathogen Metarhizium
anisopliae. Eukaryot Cell 2009; 8:888-98.
78. Wang C, Hu G, St. Leger RJ. Differential gene expression by Metarhizium anisopliae growing in root exudate
and host (Manduca sexta) cuticle or hemolymph reveals
mechanisms of physiological adaptation. Fungal Genet
Biol 2005; 42:704-18.
79. Vogel C, Teichmann S, Pereira-Leal J. The relationship
between domain duplication and recombination. J Mol
Biol 2005; 346:355-65.
80. Björklund AK, Ekman D, Elofsson A. Expansion
of protein domain repreats. PLoS Comp Biol 2006;
2:114.
81. Griesch J, Wedde M, Vilcinskas A. Recognition and
regulation of metalloproteinase activity in the hemolymph of Galleria mellonella: A new pathway mediating induction of humoral immune responses. Insect
Biochem Mol Biol 2000; 30:461-72.
82. Altincicek B, Lindner M, Linder D, Preissner K,
Vilcinskas A. Microbial metalloproteinases mediate
sensing of invading pathogens and activate innate
immune responses in the lepidopteran model host
Galleria mellonella. Infect Immun 2007; 75:175-83.
83. Bidla G, Lindgren M, Theopold U, Dushay MS.
Hemolymph coagulation and phenoloxidase in
Drosophila larvae. Dev Comp Immunol 2005; 29:66979.

84. Markaryan A, Lee JD, Sirakova TD, Kolattukudy PE.
Specific inhibition of mature fungal serine proteinase
and metalloproteinase by their propeptides. J Bacteriol
1996; 78:2211-5.
85. Fang W, Bidochka MJ. Expression of genes involved
in germination, conidiogenesis and pathogenesis in
Metarhizium anisopliae using quantitative real-time
RT-PCR. Mycol Res 2006; 110:1165-71.
86. Zhang C, Xia Y. Identification of genes differentially
expressed in vivo by Metarhrizium anisopliae in the
hemolymph of Locusta migratoria using suppressionsubtractive hybridization. Curr Genet 2009; 55:399407.
87. Frank SA, Schmid-Hempel P. Mechanisms of pathogenesis and the evolution of parasite virulence. J Evol
Biol 2008; 21:396-404.
88. Wang S, Leclerque A, Pava-Ripoll M, Fang W, St. Leger
RJ. Comparative genomics using microarrays reveals
divergence and loss of virulence-associated genes in
host-specific strains of the insect pathogen Metarhizium
anisopliae. Eukaryotic Cell 2009; 8:888-98.
89. Yeang CH. Identifying coevolving partners from paralogous gene families. Evolutionary Bioinf 2008; 4:97107.
90. Stevens J. Computational aspects of host-parasite phylogenies. Briefings Bioinf 2004; 5:339-49.

214	Virulence	Volume 1 Issue 3

