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Abstract: The dimorphic fungus Candida albicans is both a harmless commensal organism on
mucosal surfaces and an opportunistic pathogen. Under certain predisposing conditions, the fungus
can overgrow the mucosal microbiome and cause both superficial and life-threatening systemic
infections after gaining access to the bloodstream. As the first line of defense of the innate immune
response, infecting C. albicans cells face macrophages, which mediate the clearance of invading fungi
by intracellular killing. However, the fungus has evolved sophisticated strategies to counteract
macrophage antimicrobial activities and thus evade immune surveillance. The cytolytic peptide toxin,
candidalysin, contributes to this fungal defense machinery by damaging immune cell membranes,
providing an escape route from the hostile phagosome environment. Nevertheless, candidalysin also
induces NLRP3 inflammasome activation, leading to an increased host-protective pro-inflammatory
response in mononuclear phagocytes. Therefore, candidalysin facilitates immune evasion by acting
as a classical virulence factor but also contributes to an antifungal immune response, serving as an
avirulence factor. In this review, we discuss the role of candidalysin during C. albicans infections,
focusing on its implications during C. albicans-macrophage interactions.
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Key Contribution: This manuscript focuses on the fungal peptide toxin candidalysin. It describes
how this toxin impacts on the interaction of the human-pathogenic yeast Candida albicans with
macrophages and discusses how host responses to candidalysin and toxin-induced damage affect
fungal virulence.

1. Introduction

Of the estimated three to five million fungal species existing worldwide, only a tiny portion
(less than 0.01%) cause infections in a human host [1,2]. Still, these few species infect more than one
billion people worldwide every year [3,4]. These include primary pathogens that cause disease even
in a healthy host, like Histoplasma capsulatum or Paracoccidioides brasiliensis, and opportunistic fungi
like Aspergillus and Candida spp., which need a susceptible host for disease development [5]. Whereas
infections with Aspergillus spp. are acquired from the environment, infections with Candida albicans
mainly originate from endogenous reservoirs like the gut [5–9].

Systemic (invasive) fungal infections pose a serious and often underestimated global health
threat due to their crude mortality rate and rising antifungal resistance [4]. The top 10 invasive
fungal infections kill approximately 1.5 million people annually, which is more than deaths caused by

Toxins 2020, 12, 469; doi:10.3390/toxins12080469 www.mdpi.com/journal/toxins

http://www.mdpi.com/journal/toxins
http://www.mdpi.com
https://orcid.org/0000-0002-4552-7063
http://dx.doi.org/10.3390/toxins12080469
http://www.mdpi.com/journal/toxins
https://www.mdpi.com/2072-6651/12/8/469?type=check_update&version=2


Toxins 2020, 12, 469 2 of 14

tuberculosis or malaria [4]. Many of these infections are typically acquired nosocomially in susceptible
hosts, and Candida spp. rank as the fourth most common cause, with C. albicans accounting for more
than half of all Candida-induced bloodstream infections [10,11]. Systemic C. albicans infections account
for more than 400,000 life-threatening infections per year [4].

Both arms of the immune system, innate and adapted immunity, are required for combating
Candida infections. As significant contributors to innate immunity, macrophages play an important role
in immunity against C. albicans infections by mediating phagocytosis, clearance of internalized fungi,
and recruitment of neutrophils [12–18]. However, most pathogenic fungi, including C. albicans, have
evolved elegant strategies to counteract killing by phagocytes. For C. albicans, these include hypha
formation and the production of the hypha-associated cytolytic peptide toxin candidalysin [19]. In this
review, we discuss the role of candidalysin during infection, focusing on its role in the interaction of
C. albicans with macrophages.

2. The Pathogen C. albicans and Innate Immune Defense by Macrophages

C. albicans usually resides as a harmless commensal on mucosal surfaces such as the gastrointestinal
and urogenital tract and the oral cavity [20,21]. Under predisposing conditions such as local
immunosuppression or antibiotic treatment, the fungus can cause superficial infections that are
comparably harmless and relatively easy to treat [22–24]. However, under certain circumstances like
systemic immunosuppression, gastrointestinal surgery, central venous catheters, or prolonged stay
in intensive care units, the fungus can breach the epithelial barrier, gain access to the bloodstream,
and disseminate, causing systemic candidiasis [25,26].

In animal models, neutrophils were identified as key players in controlling disseminated
candidiasis, and neutropenia is known to be a major risk factor for systemic candidiasis [27–31].
Besides neutrophils, monocyte-derived immune cells play an essential role in host defense against
C. albicans infections. Several studies showed that monocytes and monocyte-derived immune cells are
indispensable for controlling C. albicans infections [13–15]. Tissue-resident macrophages are needed
for innate immune defense against C. albicans infections [12]. Patrolling monocytes migrate into
infected tissues and differentiate into macrophages and dendritic cells, with the latter bridging innate
and adaptive immunity against C. albicans by presenting fungal antigens to naive T-cells in lymph
nodes [32,33]. Monocytes and macrophages contribute directly to fungal clearance by internalization
and subsequent intracellular killing, but they also mediate neutrophil recruitment [14,16–18].

3. Immune Evasion Mechanisms of C. albicans

Macrophages recognize fungal-pathogen-associated molecular patterns (PAMPs) via surface
pattern recognition receptors (PRRs) and rapidly phagocytose C. albicans. One major C. albicans
PAMP is its cell wall β-glucan, which is detected via the macrophage PRR dectin-1 [34,35]. Upon
phagocytosis of fungal cells, the nascent phagosome matures through fusion steps with lysosomes,
ultimately forming the phagolysosome. This cellular compartment represents a hostile environment
for the fungus characterized by low pH, few nutrients, and antimicrobial activities (such as oxidative,
nitrosative, and proteolytic stress) [36,37].

Despite exposure to the macrophage phagosome’s detrimental environment, a fraction of engulfed
fungal cells can survive. C. albicans counteracts oxidative and nitrosative stress by suppression of
ROS generation [38], and production of detoxifying enzymes like superoxide dismutases [39–42].
Internalized fungal cells rapidly reprogram their metabolism to adapt to nutrient starvation inside the
phagosome; this includes the up-regulation of genes involved in alternative carbon use (glyoxylate
cycle and fatty acid beta oxidation), or encoding oligopeptide transporters and amino acid permeases
whereas genes associated with protein biosynthesis are down-regulated [41,43,44]. The data indicate
that C. albicans cells experience metabolic starvation inside the phagosome.

In addition, C. albicans evades the acidic phagosomal environment; Candida-containing phagosomes
change from acidic to neutral pH over time [45]. This phagosome neutralization is likely mediated
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by fungal activities such as the production of neutralizing metabolites [46] or phagosome damage by
extending fungal hyphae, which leads to proton leakage [45].

Hypha formation inside macrophages is connected with phagosome damage and the escape of
C. albicans from these immune cells and immune cell death. C. albicans cells engulfed by macrophages
rapidly induce hyphal growth, and hyphae are important for many of the above-described immune
evasion mechanisms [45–50]. Extending hyphae eventually pierce macrophage membranes, causing
macrophage cell death due to physical forces, thus providing an escape route for the fungus from the
hostile environment inside the phagocyte [49,51,52]. Recent studies showed that C. albicans damages
macrophages and escapes by inducing early inflammasome-dependent cell death (pyroptosis) [53,54].
Thus, the induction of macrophage pyroptosis can promote the second pathway of fungal escape in
addition to the physical damage caused by extending hyphae [51,55,56]. Escaping hyphae consume
glucose in the environment rapidly, which provides a third pathway for C. albicans-induced macrophage
cell death [57].

In combination, these adaptation mechanisms are thought to promote C. albicans survival and
even proliferation inside macrophages and ultimately allow escape from these immune cells.

4. Candidalysin—A Hypha-Specific Cytolytic Peptide Toxin

The ability to change between its two most important morphologies, yeast and hyphal cells,
represents one major virulence trait of C. albicans [58]. The hyphal growth program is tightly regulated
and induced upon multiple stimuli such as body temperature or contact to host surfaces [59]. During
this filamentation process, the fungus expresses virulence factors like the adhesin and invasin Als3,
the superoxide dismutase Sod5, or secreted aspartic proteases (Sap4–6) [60–62]. Hyphae contribute to
immune evasion of the fungus following phagocytosis by macrophages and allow invasive growth on
host epithelia [63–65]. Both processes cause host cell damage, but the damage-mediating fungal factors
remained largely unknown. For decades, hydrolases had been thought to be the significant damaging
factors of C. albicans. In contrast to many bacteria, no pore-forming toxin-like molecules, peptide toxins,
or cellular effector proteins were identified in C. albicans or any other human pathogenic fungus. As a
“toxic surprise” [66], the C. albicans toxin candidalysin was recently discovered as the first peptide toxin
identified in any human pathogenic fungus [19]. Candidalysin is encoded by the C. albicans gene ECE1,
one of the most highly expressed genes upon hypha formation. The expression of ECE1 increases within
minutes after the induction of filamentous growth up to 10,000-fold [19,67]. ECE1 is one of the eight
core filamentation genes in C. albicans induced in response to a wide range of different filamentation
stimuli [68], suggesting an important and strictly morphology (hyphal)-associated role during infection.
The gene encodes a polypeptide consisting of at least eight peptides separated by lysine-arginine (KR)
motifs [69]. The third peptide, candidalysin, is released from the Ece1preproprotein after sequential
proteolytic processing by the Golgi-located subtilisin-like protease, Kex2, and the carboxypeptidase,
Kex1 [69,70]. The correct processing of the preproprotein is essential for the release of functional
candidalysin and, in turn, epithelial damage in vitro and fungal virulence in a model of oropharyngeal
candidiasis [70]. This activation mechanism is shared with several bacterial toxins like diphtheria toxin,
anthrax toxin protective antigen, or aerolysin, which are similarly activated by proteolytic processing
of a precursor protein by subtilisin-like proteases [71–73]. Processed candidalysin is secreted and
can be detected in culture supernatants and during growth on epithelial cells [19]. Upon complete
processing, the toxin consists of 31 amino acids (SIIGIIMGILGNIPQVIQIIMSIVKAFKGNK) and adopts
an α-helical structure. It exhibits an amphipathic nature due to containing an N-terminal hydrophobic
region and a C-terminal hydrophilic region. The toxin can intercalate into host epithelial membranes
through these features, resulting in membrane permeabilization and cell lysis [19].

Genetic analyses underlined the importance of candidalysin for fungal mucosal infection since the
deletion of the toxin-encoding sequence from the ECE1 gene completely abolished C. albicans-induced
damage to epithelial cells in vitro [19]. The same genetic modification attenuated C. albicans virulence
in a mouse model of oropharyngeal candidiasis and a zebrafish swim bladder infection model, which
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are two in vivo models of mucosal infection [19]. Importantly, candidalysin or ECE1-deletion strains
show no defects in hypha formation, adhesion, or invasion properties [19,67]. The data suggest that
production of candidalysin, rather than hypha formation per se or secreted hydrolases, are the main
mediators of the host cell damage caused by C. albicans [74].

5. Candidalysin in C. albicans—Macrophage Interactions

The membrane-perturbing action of bacterial toxins is well known to play an essential role during
confrontation with macrophages by inducing inflammatory responses and inflammatory host cell
death [73–77].

As the expression of the candidalysin-encoding ECE1 gene is strongly induced upon C. albicans
phagocytosis by macrophages [41,43,78], it is likely that mature candidalysin is produced by
macrophage-internalized C. albicans cells, and toxin-dependent effects occur. C. albicans strains
lacking the ECE1 gene or the candidalysin-encoding sequence caused less host cell damage than wild
type strains when confronted with primary macrophages over 24 h, pointing to candidalysin-dependent
macrophage damage [78]. Hypha formation inside macrophages, and later piercing of macrophage
membranes, was unaffected by deletion of the candidalysin-encoding ECE1 gene; this suggests that the
toxin is not needed for physical membrane damage due to hypha extension [53,57,78].

In the first hours of C. albicans-macrophage interaction, host cell lysis is mainly exerted via
caspase-1-dependent pyroptosis, a regulated cell death pathway depending on the activation of
the NOD-like receptor protein 3 (NLRP3) inflammasome [53,54,79,80]. Activation of the NLRP3
inflammasome, resulting in secretion of bioactive IL-1β, is triggered by C. albicans in myeloid cells like
macrophages, dendritic cells, and neutrophils [81–84], and the NLRP3 inflammasome is an essential
component of the host defense against C. albicans [55,56].

Canonical NLRP3 inflammasome induction requires a priming and subsequent activating step.
Detection of microbial ligands like fungal β-glucans or bacterial LPS by host PRRs like dectin-1 or
toll-like receptor (TLR)4 leads to inflammasome priming and to the production of pro-IL-1β and
pro-IL-18 [85,86]. The inflammasome is then activated, resulting in caspase-1 cleavage into its active
form and processing of pro-IL-1β and pro-IL-18 into the mature, pro-inflammatory, secreted forms.
In response to bacterial pathogens, the NLRP3 inflammasome can further be activated non-canonically
via direct sensing of intracellular LPS by caspase-4 and caspase-5 in humans and caspase-11 in murine
cells [86]. In addition, an alternative activation is possible via TLR4-dependent LPS sensing and
caspase-8 activation in human monocytes [87]. In both cases, the final cleavage of pro-IL1β and
pro-IL-18 into the mature forms is carried out by caspase-1 [86,87]. Apart from this, serine proteases like
elastase, cathepsin G, and proteinase 3 are capable of cleaving pro-IL-1β independently of caspase-1 [88].
In in vitro culture conditions, IL-1β maturation was reported to be dependent on caspase-1. However,
using in vivo studies, caspase-1-independent IL-1β processing is the prevailing source of mature
IL-1β during the acute phase of infection, which is characterized by strong neutrophil infiltration.
The contribution of inflammasome-mediated, caspase-1-dependent pro-IL-1β cleavage increases at
later time points, which are rather macrophage/monocyte-dominated [88–92].

C. albicans hyphae are a necessary but insufficient trigger of inflammasome activation; this suggests
that hypha-associated factors and hyphal activities, which remain largely unknown in detail, contribute
to inflammasome activation [56,80,93]. Candidalysin has recently been identified as one major trigger
of hypha-dependent NLRP3 inflammasome activation in primary human macrophages and murine
dendritic cells [78,94]. A synthetic candidalysin peptide is sufficient to induce secretion of mature
IL-1β in human and murine macrophages and murine bone marrow-derived dendritic cells in a strictly
caspase-1 and NLRP3-dependent manner [78,94]. Infection of macrophages with candidalysin-deficient
C. albicans mutants proved that candidalysin crucially contributes to C. albicans-dependent IL-1β
secretion by murine and human macrophages [78,94,95].

Candidalysin does not provide the inflammasome-priming signal; instead, it is one of the fungal
factors triggering the inflammasome-activating step [78]. The activation of the NLRP3 inflammasome
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by candidalysin is mediated via potassium efflux, putatively, through toxin-induced membrane
perturbances or lesion formation [78]. Potassium efflux is a common inflammasome-activating
trigger that is also induced by bacterial toxins [96,97]; this indicates that fungal and bacterial
membrane-disturbing toxins can activate similar pro-inflammatory response mechanisms in
phagocytes [78,97]. Candidalysin-induced inflammasome activation was not only inhibited by
treatment with the potassium channel inhibitor glibenclamide or by the addition of high extracellular
potassium [78], but also by the addition of the inflammasome inhibitor MCC950, which directly
interacts with the NLRP3 inflammasome by blocking ATP hydrolysis. This suggests that additional
mechanisms other than potassium efflux are involved in the candidalysin-mediated inflammasome
activation [95].

Despite inducing caspase-1-dependent inflammasome activation, candidalysin does not seem
to be a major trigger of caspase-1-dependent pyroptosis in mononuclear cells [78]. Toxin-induced
macrophage damage was not reduced in the presence of caspase-1 inhibitors or phagocytes isolated
from caspase-1 or NLRP3 knockout mice, and a candidalysin-deficient mutant was still able to induce
caspase-1-dependent damage. The data suggest that NLRP3 inflammasome activation is not necessarily
coupled to pyroptosis [78]. This is in contrast to many bacterial pore-forming toxins like α-hemolysin
from Staphylococcus aureus or listeriolysin from Listeria monocytogenes, which activate the inflammasome
and induce pyroptosis in human and murine monocytic and monocyte-derived cells [97–99].

The data collected suggest that candidalysin triggers a separate pathway of C. albicans-induced
host cell damage, likely by directly perturbing host cell membranes but independent of hypha-mediated
mechanical host cell rupture and pyroptosis. C. albicans dependent pyroptosis instead seems to depend
on other factors like fungal cell wall components and fungal morphology [79,100]. In addition, secreted
aspartic proteases are known as inflammasome inducers [101] and could potentially contribute to this
inflammatory cell death.

In summary, the currently available data shed light on candidalysin functions in macrophage
membrane damage and inflammasome activation (Figure 1). Many aspects of the toxin action in these
immune cells remain to be elucidated. Candidalysin will likely be secreted by growing hyphae inside
the phagosome [19], but the subcellular localization inside macrophages and the mechanisms of toxin
distribution within the host cell are unknown. As the toxin seems to be mostly dispensable for damage
of the phagosomal membrane by growing hyphae [45], it seems that the phagosomal membrane is not
the main target of this fungal toxin.
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Figure 1. Candidalysin–macrophage interaction. (a) Upon recognition of fungal-pathogen-associated 
molecular patterns (PAMPs) by host pattern recognition receptors (PRR), Candida albicans is 
phagocytosed and NF-κB signaling is induced. NF-κB signal transduction leads to the formation of 
the primed NLRP3 inflammasome and the production of pro-IL-1β. Inside the phagosome, C. albicans 
cells undergo a metabolic shift to adapt to nutrient limitation, form hyphae, express ECE1, and 
produce the polypeptide Ece1, which is further processed into candidalysin. The filamentation of the 
fungus inside the phagosome leads to phagosomal membrane damage and eventually hyphal 
outgrowth. Our data suggest that candidalysin accumulates in phagocyte membranes, facilitating ion 
fluxes such as potassium efflux, which in turn activates the primed inflammasome. This activation 
leads to cleavage of pro-caspase-1 into the enzymatically active form, which processes pro-IL-1β into 
the mature pro-inflammatory IL-1β, which is then secreted. What remains unknown is the exact 
mechanism through which candidalysin causes membrane damage. (b) Fluorescence microscopy 
images of C. albicans cells, which express GFP under control of the ECE1 promoter, internalized by 
primary human monocyte-derived macrophages. Over 1 to 5 hours, ingested yeast cells (white 
arrows) start to filament and induce ECE1 transcription (green). Green, GFP; red, Concanavalin A 
lectin staining of host cells; yellow, Calcofluor white fungal cell wall staining. The white scale bar 
represents 10 µm and applies to all fluorescence microscopy images. 
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Figure 1. Candidalysin–macrophage interaction. (a) Upon recognition of fungal-pathogen-associated
molecular patterns (PAMPs) by host pattern recognition receptors (PRR), Candida albicans is
phagocytosed and NF-κB signaling is induced. NF-κB signal transduction leads to the formation of the
primed NLRP3 inflammasome and the production of pro-IL-1β. Inside the phagosome, C. albicans cells
undergo a metabolic shift to adapt to nutrient limitation, form hyphae, express ECE1, and produce
the polypeptide Ece1, which is further processed into candidalysin. The filamentation of the fungus
inside the phagosome leads to phagosomal membrane damage and eventually hyphal outgrowth.
Our data suggest that candidalysin accumulates in phagocyte membranes, facilitating ion fluxes
such as potassium efflux, which in turn activates the primed inflammasome. This activation leads to
cleavage of pro-caspase-1 into the enzymatically active form, which processes pro-IL-1β into the mature
pro-inflammatory IL-1β, which is then secreted. What remains unknown is the exact mechanism
through which candidalysin causes membrane damage. (b) Fluorescence microscopy images of
C. albicans cells, which express GFP under control of the ECE1 promoter, internalized by primary human
monocyte-derived macrophages. Over 1 to 5 h, ingested yeast cells (white arrows) start to filament
and induce ECE1 transcription (green). Green, GFP; red, Concanavalin A lectin staining of host cells;
yellow, Calcofluor white fungal cell wall staining. The white scale bar represents 10 µm and applies to
all fluorescence microscopy images.
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6. Dual Function of Candidalysin during Infection

By taking the candidalysin–macrophage interaction as an example, candidalysin can be seen as a
microbial factor that exhibits a dual function during interaction with the host. It provides a mechanism
for host cell lysis, contributing to escape from these immune cells. Through activation of the NLRP3
inflammasome, it provokes a pro-inflammatory host-protective response that can be beneficial for
fungal clearance (Figure 1) [78]. This combination of effects that are both beneficial and detrimental to
the host has also been proposed for the action of bacterial pore-forming toxins during the interaction
with macrophages [76].

Mouse infection experiments with C. albicans mutants lacking ECE1, or the candidalysin-encoding
sequence only, showed that the candidalysin-dependent induction of IL-1β release transfers from the
macrophage in vitro infection model to in vivo models of systemic candidiasis. These experiments
showed that candidalysin is required for host IL-1β release in murine kidneys and neutrophil
recruitment [30,78]. Similarly, candidalysin-induced IL-1β production by brain microglia can induce
antifungal immunity by promoting neutrophil recruitment [18].

The dual function model of candidalysin can also be transferred to the interaction of C. albicans with
epithelial and endothelial barriers. In a mouse model of oral infections, the toxin showed to be critically
important for damage induction and the establishment of infection [19]. Candidalysin-dependent
damage has been seen in in vitro models of oral, vaginal, and intestinal epithelial, as well as endothelial
models [19,30,65,102]. These data represent the toxin’s function as a classical virulence factor [19,103].
However, candidalysin simultaneously activates epithelial PI3K/Akt, NF-κB, p38, JNK, and ERK1/2
MAPK signaling cascades. It thereby elicits a pro-inflammatory response that contributes to the
recruitment of immune cells like macrophages, Th17 cells, and neutrophils to the site of infections.
It mediates a protective crosstalk via the latter [19,104–107]. This danger response is also activated by
candidalysin in endothelial cells and vaginal cells [30,102]. Potentially, this is mostly mediated via the
release of alarmins and antimicrobial peptides in epithelial cells [108].

Candidalysin can be seen both as a virulence factor that helps to evade innate immune responses
or to breach host barriers, but also as an avirulence factor that can activate host-protective responses in
the immunocompetent host and thus limit the pathogen’s virulence (Figure 2) [109,110].
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Figure 2. The role of candidalysin in C. albicans virulence. Candidalysin-dependent effects on the
C. albicans virulence potential are depicted in red (detrimental for the host, classical virulence factor)
and blue (beneficial for the host, avirulence factor) for the respective body site/organ. Black and strong
colors show in vivo data derived from murine models. Grey, light colors, and typesetting in italics
represent in vitro data from cell culture studies.



Toxins 2020, 12, 469 8 of 14

Depending on the infection site, candidalysin exhibits differential effects on fungal virulence.
The toxin contributes to damage of host cell membranes, which is connected with fungal invasion,
translocation through barriers and escape from phagocytes. The activation of host responses like the
epithelial danger response pathway or the phagocyte NLRP3 inflammasome, and resulting neutrophil
recruitment, in many cases leads to a protective host response. In contrast, massive neutrophil infiltration
during vaginal infection and in later stages of systemic infection can cause immunopathology.

Under certain circumstances, the immune system’s activation can also promote fungal virulence
and worsen the infection outcome. During disseminated candidiasis, for example, neutrophil
recruitment stimulated by candidalysin increases mouse mortality during later infection stages,
which is likely related to immunopathological effects [30]. Similarly, a strong candidalysin-mediated
infiltration of neutrophils is responsible for the typical immunopathology of vaginal C. albicans
infections [102].

As discussed above, candidalysin expression is associated with filamentation of the fungus [19,67,
68]; however, filaments are not the dominating phenotype in all host niches infected by C. albicans.
For example, hyphae dominate in brain and kidney tissue but seem to be absent in the liver and
spleen during disseminated candidiasis in a mouse model of systemic infection [111]. The murine
gut is predominantly colonized by yeast cells or a mixture of yeast and hyphae [112,113]. In addition,
the inhibition of filamentation by external cues or genetic modification will reduce candidalysin
production [114,115]. Thus, candidalysin-induced effects will likely not only depend on niche-specific
host responses but also niche-specific levels of filamentation and expression of candidalysin in the
respective infection environment.

7. Conclusions

Macrophages are, besides neutrophils, crucial for combating disseminated candidiasis. Fungal
killing is mediated by a combination of antimicrobial activities within the phagosome. The fungus
can counteract these attempts by producing hyphae, which induce pyroptosis, mechanically stretch,
and ultimately lyse the phagosomal membrane, thereby inducing immune cell death, further supported
by fungal glucose consumption.

The cytolytic peptide toxin candidalysin contributes to macrophage lysis but also mediates the
induction of pro-inflammatory cytokine release via the NLRP3 inflammasome. This, as well as its
diverse implications during oral, vaginal, and systemic infections, highlights the dual function of
this toxin as a classical virulence factor and an avirulence factor during the C. albicans-macrophage
interaction, mucosal, and systemic infection.
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