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Candida glabrata is a clinically relevant human pathogen with the ability to form high
recalcitrant biofilms that contribute to the establishment and persistence of infection. A
defining trait of biofilms is the auto-produced matrix, which is suggested to have struc-
tural, virulent and protective roles. Thus, elucidation of matrix components, their function
and modulation by the host environment is crucial to disclose their role in C. glabrata
pathogenesis. As a major step toward this end, this study aimed to reveal, for the first
time, the matrix proteome of C. glabrata biofilms, to characterize it with bioinformatic
tools and to study its modulation by the environmental pH (acidic and neutral). The
results showed the presence of several pH-specific matrix proteins (51 acidic- and 206
neutral-specific) and also proteins commonly found at both pH conditions (236). Of note,
several proteins related to mannan and β-glucan metabolism, which have a potential role
in the delivery/organization of carbohydrates in the matrix, were found in both pH condi-
tions but in much higher quantity under the neutral environment. Additionally, several
virulence-related proteins, including epithelial adhesins, yapsins and moonlighting
enzymes, were found among matrix proteins. Importantly, several proteins seem to have
a non-canonical secretion pathway and Pdr1 was found to be a potential regulator of
matrix proteome. Overall, this study indicates a relevant impact of environmental cues in
the matrix proteome and provides a unique resource for further functional investigation of
matrix proteins, contributing to the identification of potential targets for the development
of new therapies against C. glabrata biofilms.

Introduction
Candida species are opportunistic human pathogens capable of causing a broad range of infections
[1–3]. Although Candida albicans is the main cause of candidiasis, recent epidemiologic surveys have
pointed to an increase in infections caused by non-Candida albicans Candida species, mainly
Candida glabrata [1,2]. Importantly, C. glabrata causes complicated infections that range from agoniz-
ing episodes of vulvovaginal candidiasis to life-threatening candidemia and that are associated with
high morbidity and mortality (∼50%) rates [1,2,4]. The high clinical relevance of C. glabrata infec-
tions, is mainly attributed to the intrinsic and acquired antifungal resistance of this species [5,6], as
well as to its ability to display several virulence factors, one of the most important is the ability to
form biofilms on mucosae and medical devices [7,8]. Of note, the development of C. glabrata biofilms
in venous central catheter is a predictor for mortality in patients with blood stream candidiasis [9,10].
Indeed, biofilm-related infections caused by C. glabrata are extremely difficult to treat due to the high
resilience of its biofilms to antifungals and host defences [10,11].
One of the main challenges faced by Candida species during commensal and pathogenic lifestyles is

the wide range of environmental pH in host niches, from acidic (vagina and stomach) to neutral and
slightly alkaline (bloodstream and gut) [12,13]. Additionally, we have recently shown that the pH has
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a significant impact on C. glabrata biofilm formation and modulates the amount of matrix produced [14]. The
extracellular matrix is a defining trait of biofilms that derives from direct synthesis, secretion of components
and lysis of a fraction of biofilm cells [15]. This structure has been shown to mediate adhesive and cohesive
interactions, to provide a mechanically stable infrastructure for biofilm accumulation, to control biofilm disper-
sion and to protect biofilms from the host immunity and antifungals [16].
In the matrix of C. glabrata biofilms, carbohydrates and proteins have been mostly found, although lipids

and nucleic acids were also described in lower quantities [17]. A relevant role of matrix carbohydrates, mainly
β-glucans, in the antifungal resistance of C. glabrata biofilms has been demonstrated [17,18]. Proteins identified
in the matrix of C. albicans biofilms were proposed to contribute to the delivery and organization of matrix
carbohydrates, to act as a digestive system that provides a nutrient source for biofilm cells, to impair immunity
host response and may be also related with the control of biofilm dispersion [19]. Importantly, some matrix
proteins of C. albicans biofilms have been shown to be promising targets for anti-biofilm therapeutics [20,21].
However, proteins of C. glabrata biofilm matrix have been largely understudied and in contrast with C. albi-
cans, the biofilm matrix proteome was not described yet. To cover this relevant scientific flaw, the aim of this
study was to reveal the complex proteome of C. glabrata biofilm matrix, to characterize it with bioinformatic
tools and to study its modulation by the environmental pH. This study is essential to increase the understand-
ing of the role of matrix proteins in C. glabrata pathogenesis and their modulation by niche-specific environ-
mental cues.

Methods
Initial culture conditions
In this study, the reference strain C. glabrata ATCC 2001 was used. Candida glabrata cells were grown on
Sabouraud dextrose agar (SDA; Merck) for 48 h at 37°C, followed by 18 h in Sabouraud dextrose broth (SDB;
Merck) under agitation (120 rev/min). The cells were recovered by centrifugation and washed twice with ultra-
pure sterile water. Then, the pellet was resuspended in Roswell Park Memorial Institute medium (RPMI;
Sigma–Aldrich), buffered with 3-(N-Morpholino) propanesulfonic acid (MOPS; Sigma–Aldrich) and adjusted
to pH 7 or pH 4 (with lactic acid).

Biofilm formation and matrix extraction
The development of biofilms and matrix extraction were performed as previously described [14]. Briefly, the
cellular suspensions prepared at pH 7 and pH 4 were adjusted to 1 × 105 cells/ml and placed into wells of
24-wells polystyrene microtiter plates (Orange Scientific). The plates were incubated for 24 h at 37°C under
120 rev/min. Developed biofilms were washed with sterile water, scraped from the wells and sonicated
(Ultrasonic Processor) for 30 s at 30 W in order to separate the matrix from biofilm’s cells, through mechanical
disruption [22]. Previously, a correlation curve of time and/or strength of sonication vs. quantity of protein
detected in the matrix was performed to define the suitable sonication conditions (Supplementary Figure S1).
To avoid the possibility of contamination of matrix proteins with proteins from intracellular and C. glabrata
cell wall, the integrity of yeast cells was evaluated by microscopy observation after sonication (data not shown).
The biofilm suspensions were then centrifuged at 5000g for 5 min and the matrix-containing supernatant was
filtered through a 0.2 mm nitrocellulose filter. The protein quantity in the samples was measured with the BCA
Kit (Bicinchoninic Acid, Sigma–Aldrich), as previously described [14], and the samples were processed and
analyzed as described next.

Proteomic analysis
To identify matrix proteins, two independent matrix replicates obtained at each pH condition were analyzed by
nano Liquid chromatography tandem mass spectrometry (LC–MS/MS). First, the protein-containing samples
were digested following an already described procedure [23] with some modifications. Briefly, protein extracts
were diluted in 8 M urea/100 mM Triethylamonium bicarbonate (TEAB), centrifuged and washed in the same
solution. Next, protein samples were reduced and alkylated with 10 mM tris(2-carboxyethyl)phosphine
(TCEP), 40 mM Carboxylic acid amide (CAA), in 8 M urea/100 mM TEAB for 30 min in the dark at 30°C,
centrifuged, followed by a first wash in 8 M urea/100 mM TEAB and a second wash in 50 mM TEAB. Protein
digestion with trypsin/Lys-C mix was performed overnight at 37°C in 50 mM TEAB. The reaction was stopped
with 1% Trifluoroacetic acid (TFA). Peptides were then recovered by centrifugation followed by an additional
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centrifugation step with 0.1% TFA. Next, peptide samples were cleaned-up and concentrated by chromatog-
raphy. Protein identification was then performed by nano LC–MS/MS, in an equipment composed by an
Ultimate 3000 liquid chromatography system coupled to a Q-Exactive Hybrid Quadrupole-Orbitrap mass spec-
trometer (Thermo Scientific) [24]. Data acquisition was controlled by Xcalibur 4.0 and Tune 2.8 software
(Thermo Scientific).

Bioinformatic analyses
The raw data of LC–MS/MS analysis were processed using Proteome Discoverer 2.2.0.388 software (Thermo
Scientific) and searched against the UniProt database [25] for the taxonomic selection C. glabrata. The Sequest
HT search engine was used to identify tryptic peptides. The ion mass tolerance was 10 ppm for precursor ions
and 0.02 Da for fragmented ions. Maximum allowed missing cleavage sites was set to 2 and peptide confidence
was set to high. The processing node Percolator was enabled with the following settings: maximum delta Cn
0.05; decoy database search target FDR 1%, validation of based on q-value. The proteins of all matrix samples
were identified and those commonly found in both replicates of each condition were selected for further
analyses.
The Venny tool 2.1.0, provided by BioinfoGP (Bioinformatics for Genomics and Proteomics) [26], was used

to compare the matrix proteins found at pH 7 with those found at pH 4. Venny was also used to compare the
matrix proteome of C. glabrata biofilms with that of C. albicans [19,27,28] as well as with the secretome of C.
glabrata [29], C. albicans [27] and Saccharomyces cerevisiae [30] species. For these comparisons the orthologous
proteins of C. albicans and S. cerevisiae in C. glabrata were previously obtained in PathoYeastract database [31].
Moreover, the PathoYeastract was also used to search for transcriptional regulators of genes coding C. glabrata
biofilm matrix proteins. Additionally, the predictive secretory nature of matrix proteins was analyzed using the
Fungal Secretome Database (FSD) [32] and Fungal Secretome KnowledgeBase (FunSecKB) [33].

Functional, molecular and statistical analyses
The functional description of all identified proteins was obtained with FungiFun 2.2.8 tool [34] using the classi-
fication ontology provided by the Functional Catalogue (FunCat) database [35]. Additionally, a functional
enrichment analysis was conducted on FungiFun, using the whole proteome of C. glabrata ATCC 2001 as back-
ground and the Fisher-exact test with Benjamini–Hochberg correction [34,36], as a statistical test. Furthermore,
the set of proteins obtained at different environmental conditions and annotated with similar functional cat-
egories were statistically compared using the ‘N− 1’ Chi-squared test [37,38]. All tests were performed with a
confidence level of 95%.

Table 1 Number of Candida glabrata biofilm matrix proteins identified at pH 4 and/or pH 7

Candida glabrata biofilm matrix proteins

pH
4-specific

pH
7-specific

both
conditions

Total 51 206 236

Reported in C. glabrata planktonic secretome [29] 6 3 61

Orthologs in C. albicans biofilm matrix [19,27] 17 141 181

Orthologs in C. albicans and S. cerevisiae planktonic secretome
[27,30]

6 22 51

Predicted extracellular localization by orthology [27] 2 9 17

Orthologs in C. albicans biofilm extracellular vesicles [28] 15 91 150

Predicted secretory nature [32,33] 25 98 131

Predicted GPI-anchor [41] 7 2 23

The table presents the number of C. glabrata biofilm matrix proteins identified exclusively in biofilms developed at pH 4, pH 7, at both conditions
and also the number of proteins previously reported in the biofilm matrix or extracellular region of Candida species and other fungi as well as with
predicted secretory nature and GPI-anchor.
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The Gene Ontology (GO) Slim Mapper tool of Candida Genome Database (CGD) [27] was also used to cat-
egorize the proteins according to their molecular activity and cellular localization ontologies. Furthermore, the
molecular interactions between proteins were analyzed using STRING 11.0 database [39] and then the proteins
were clustered with the Cytoscape tool [40]. The minimum required interaction score of STRING analysis was
set to 0.4 (medium confidence).

Results
Environmental pH modulates the matrix proteome
The identification of C. glabrata matrix proteins by LC–MS/MS revealed a total of 493 proteins, which include
236 proteins found in the matrix of biofilms developed at pH 4 and 7, 206 exclusively found in neutral condi-
tions and 51 proteins exclusively found in acidic conditions (Table 1). The systematic names of all matrix pro-
teins are listed in the Supplementary Table S1, along with the information on their pH-specificity.

Species- and biofilm-specific matrix proteins
The matrix proteins found in this study were compared with those recently identified in C. glabrata planktonic
secretome [29]. This analysis revealed an overlap of 70 proteins (including six acidic-specific and three neutral-
specific), corresponding to 58% of the reported planktonic secretome (Figure 1 and Supplementary Table S1).
Additionally, matrix proteins were compared with those previously reported in the biofilm matrix or extracellu-
lar region of other Candida species and fungal genera. The comparison with C. albicans revealed that 339 pro-
teins found in this study (including 17 acidic-specific and 141 neutral-specific) are orthologs of proteins
previously found in the matrix of C. albicans biofilms (Table 1 and Supplementary Table S1) [19,27,28].
Additionally, the comparison with orthologous proteins secreted by C. albicans or S. cerevisiae planktonic cells
showed an overlap of 114 proteins (Table 1 and Supplementary Table S1) [27,30]. Moreover, the comparison
with orthologs secreted by other fungi (including Candida parapsilosis, Candida dubliniensis, Candida auris,
Aspergillus nidulans, Schizosaccharomyces pombe and Neurospora crassa) revealed an overlap of 28 proteins
(Table 1 and Supplementary Table S1) [27]. Of note, the majority of secreted proteins previously reported in
Candida species or other fungi were identified in uncontrolled or unbuffered pH environments. The combin-
ation of the various comparative analyses revealed that 122 matrix proteins found in this study (including 27
acidic-specific and 55 neutral-specific) were not reported before in the extracellular region or biofilm matrix of
other fungal species (highlighted in bold in the Supplementary Table S1). Additionally, of the 122 proteins
found to be species-specific 112 are also potentially biofilm-specific (not reported in C. glabrata planktonic
secretome) (Supplementary Table S1).

Environmental pH modulates the functional distribution of matrix proteins
The sets of proteins found in the matrix of C. glabrata biofilms developed at pH 4 (287 proteins) and pH 7
(442 proteins) were clustered according to the biological processes they are involved in, based on the classifica-
tion of FunCat database (through FungiFun tool) [35]. This analysis revealed that matrix proteins, at both pH
conditions, are involved in 15 different main functional processes with an enrichment of ‘metabolism’, ‘protein
with binding function’ and ‘cell rescue, defence and virulence’ classes (Figure 2 and Supplementary Table S2)).
Furthermore, the percentage of proteins of each class found in the matrix of biofilms formed at pH 4 was
similar to that found at pH 7 (Figure 2). However, the same functional analysis performed in the sets of
pH-specific proteins (51 acidic-specific and 206 neutral-specific proteins) revealed some differences (Figure 2
and Supplementary Table S2), especially in the ‘metabolism’ class, whose percentage was statistically higher in
neutral than acidic-specific proteins (50% vs. 33.3%) (Figure 2). Additionally, a significantly higher percentage
of unclassified proteins was found among acidic-specific than neutral-specific sets (Figure 2).
To extend the functional analysis of matrix proteins, the FungiFun tool was also used to identify the statistic-

ally enriched sub-classes in relation to the functional distribution of the entire C. glabrata background. This
analysis revealed statistical enrichment of 14, 11 and 25 functional sub-classes in the sets of proteins exclusively
identified at pH 4, pH 7 and under both conditions, respectively (Supplementary Table S2). The most enriched
sub-class in the three sets was ‘carbohydrate metabolism’, followed by ‘biogenesis of the cell wall’ in the set of
proteins identified under both pH conditions and by ‘protein processing’ and ‘stress response’ functions in pro-
teins found to be neutral- and acidic-specific, respectively (Supplementary Table S2). Among proteins involved
in the carbohydrate metabolism, several proteins displaying functions involved in β-glucan and mannan
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metabolism were identified (Figure 3), which have a potential role in the delivery of these carbohydrates to the
matrix [19].
Consistent with their potential role, the carbohydrate-related proteins included an abundance of proteins

with predicted hydrolase or transferase activities, which were the most common molecular activities among all
matrix proteins (Supplementary Table S3). Furthermore, several virulence-related proteins, including adhesins
and aspartyl proteases (yapsins) were also found in the matrices (Figure 3). Additionally, various moonlighting
proteins with original intracellular functions such as glycolysis, essential metabolism, translation and stress
response, and potential extracellular functions such as adhesion and host immunity evasion, were also found in

Figure 1. Overlap of Candida glabrata biofilm matrix proteins with the reported planktonic secretome.

The number proteins found in the matrix of C. glabrata ATCC 2001 biofilms developed at pH 4 and/or pH 7 are herein shown

along with their overlap with the planktonic secretome previously reported [29].

Figure 2. Functional distribution of matrix proteins identified in Candida glabrata biofilms developed at pH 4 and pH 7.

The total proteins found in the matrix of C. glabrata ATCC 2001 biofilms developed at pH 4 and pH 7 (left graph) and the proteins specifically found

at each pH (right graph) were clustered according to their biological function annotated in CGD. The percentages shown correspond to the number

of proteins included in each functional class compared with the total or specific number of proteins found in the biofilm matrix at each pH. The

results that gave rise to this figure are fully detailed in Supplementary Table S2. Asterisks represent statistical difference between the results

obtained at pH 7 and pH 4 (* P-value ≤0.05).
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this study (Figure 3). Of note, some matrix proteins, especially those related to adhesion, were found for the
first time associated with the matrix of Candida biofilms in this study (highlighted in bold in Figure 3), i.e.
their orthologs (if any) were not previously reported in the biofilm matrix of other Candida species, and thus
are potential new matrix factors specifically displayed by C. glabrata biofilms.

Biofilm matrix proteins pose high molecular interaction
The molecular interactions between matrix proteins, including activation, binding, phenotype, reaction, inhib-
ition, catalysis, posttranslational modification and transcriptional regulation, were predicted using STRING
database [39]. Table 2 presents the results of STRING analysis, including the number of proteins with inter-
action, number of expected and obtained interactions and statistical results. The list of all interactions obtained
in STRING analysis are presented in Supplementary Table S4, along with the types of interaction evidence. The
results revealed statistical enrichment of protein–protein interactions among acidic (2129 interactions) and
neutral (3774 interactions) matrix proteins, mainly of binding and catalysis type. The abundance of binding
type interactions between the proteins is in accordance with the enrichment of proteins with binding function
found in the functional analyses (Figure 2). Furthermore, the statistical enrichment of interactions between
matrix proteins indicates that they have more interactions among themselves than what would be expected for
a random set of proteins of similar size, drawn from the genome. As such, although the protein composition of
C. glabrata biofilm matrix is multifaceted in many aspects, most of the proteins identified in the matrix are
putatively functionally connected with one or more molecules within the matrix proteome.

Matrix proteins have conventional and unconventional secretion pathways
The predictive secretory nature of matrix proteins, including the presence of a hydrophobic signal sequence at
the N-terminus, was analyzed using FSD [32] and FunSecKB [33] databases. These analyses showed that 254
proteins found in this study are annotated has to have a predictive secretory nature in at least one of these data-
bases (Table 1 and Supplementary Table S1). Furthermore, 32 proteins were previously reported to have a pre-
dicted C-terminal sequence for Glycosylphosphatidylinisotol (GPI) modification [41] (Table 1 and

Figure 3. Matrix proteins of Candida glabrata biofilms developed at pH 4 and pH 7.

Schematic representation of C. glabrata proteins found in the matrix of biofilms developed at pH 4 and pH 7 (exclusively at

each pH and common in both conditions). The scheme presents matrix proteins annotated to functions with high relevance for

matrix synthesis and role. Proteins first time associated with the matrix in this study (no orthologs identified in the matrix of

other species) are highlighted in bold. The data that support this figure are detailed in Supplementary Tables S1 and S2.
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Supplementary Table S1). Additionally, 256 matrix proteins are orthologs of proteins previously found in extra-
cellular vesicles of C. albicans biofilms (Table 1 and Supplementary Table S1) [28]. Of note, 53% of the 237
proteins that do not have a predictive secretory nature or GPI-anchor are orthologs of proteins found in C.
albicans biofilm extracellular vesicles (Supplementary Table S1).

Putative genetic regulators of the matrix proteome
The PathoYeastract database [42] was used to search for transcriptional activators of genes that encode matrix
proteins found in this study. In this analysis 24 transcription factors were found and Pdr1 was the one that pre-
sented the highest number of potential targets among matrix proteins (102 proteins), followed by Haa1
(Figure 4). The targets of all transcription factors are listed in Supplementary Table S5. Additionally, the

Figure 4. Potential regulators of Candida glabrata biofilm matrix proteins.

Transcription factors and respective number of targets among proteins identified in the matrix of C. glabrata biofilms developed

at pH 4 and 7 (specific at each pH and common), according to PathoYeastract. The results that gave rise to this figure are fully

detailed in Supplementary Table S5.

Table 2 Molecular interactions of Candida glabrata biofilm matrix
proteins identified at pH 4 and pH 7

STRING network results pH 4 pH 7

Total proteins 287 442

Proteins with interaction 245 396

Number of obtained interactions 2129 3774

Number of expected interactions 1120 2241

Average protein degree 14.8 17.1

Avg. local clustering coefficient 0.46 0.42

PPI enrichment P-value <1.0 × 10−16 <1.0 × 10−16

The table presents the results of the STRING analysis of the molecular
interactions among proteins found in the matrix of C. glabrata biofilms developed
at pH 4 and 7. The minimum confidence interaction score was set to 0.4
(medium). PPI means protein–protein interaction. Detailed information on all
interactions is provided in Supplementary Table S4.
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molecular interactions of Pdr1 targets found in both pH environments (56 proteins) were analyzed in STRING
database [39] and then clustered with the Cytoscape tool [40], in combination with the biological function of
each protein (Figure 5). This analysis revealed 117 molecular interactions between the 56 proteins (P-value =
1.11 × 10−16), including an intertwined network of interactions between proteins with different biological func-
tions (Figure 5). The list of interactions is presented in Supplementary Table S4.

Discussion
This study identified and characterized the matrix proteome of C. glabrata biofilms, something that was not
examined before, and that is essential for a better understanding of the pathogenesis of this species.
Additionally, the modulation of the proteome by host niche pH was also revealed, namely pH 7 and pH 4, the
latter adjusted with lactic acid as an approximation to the vaginal acidity.
In this study, a total of 493 proteins were found in the matrix of C. glabrata biofilms developed under differ-

ent conditions (Supplementary Table S1) which, to the authors’ knowledge, are the first proteins being identi-
fied in the biofilm matrix of this species. Importantly, many of these proteins (339) possess orthologs
previously reported in biofilm matrix of C. albicans biofilms (Table 1) [19,27], which may represent the core
matrix proteome of these two species (Supplementary Table S1). As such, these proteins are an interesting
cohort to search for relevant virulence determinants displayed by both species and thus to disclose potential
targets for the development of new therapies with large spectre of action. Of note, 154 proteins were first time
identified in the matrix of Candida biofilms in this study, and among them 122 proteins appear to be specific-
ally secreted by C. glabrata (highlighted in bold in Supplementary Table S1), as they were not reported to be
secreted by planktonic cells of various fungal species (Table 1). Additionally, 112 of these species-specific pro-
teins were not previously reported in C. glabrata planktonic secretome [29] (Figure 1 and Supplementary
Table S1) and thus may hold promise as potential diagnostic biomarkers for C. glabrata biofilms.
This study revealed that the environmental pH is a relevant modulator of C. glabrata matrix proteome. In

fact, of the 493 proteins identified in this study, 236 were found in biofilms developed in neutral or acidic con-
ditions, but 206 were exclusively found at pH 7 and 51 exclusively at pH 4 (Table 1). These results are in
accordance with the higher amount of protein present in the matrix of C. glabrata biofilms developed under
neutral (∼73.9 mg/gbiofilm) than acidic conditions (∼37.7 mg/gbiofilm), as previously reported by our team [14].
Interestingly, studies with C. glabrata planktonic cells found altered expression of genes encoding secreted pro-
teins, in response to the acidic pH [29,43]. These results suggest that the modulation of the transcriptome by
the environmental pH may have direct implications in the secretome. A microarray-based study with C. glab-
rata biofilms is currently being designed by our research team to infer about this possibility in relation to the
matrix proteome.
The matrix proteins found in this study are annotated to several biological functions, including among

others metabolism, virulence, transcription, transport and interaction with the environment (Figure 2). Despite
the different predicted functions, a close molecular interaction, either direct or indirect, was found among the
matrix proteomes analyzed (Table 2), indicating that these proteins are at least partially biologically connected
as a group [39]. A relevant finding in the functional analysis was the enrichment of the carbohydrate metabol-
ism function, regardless of pH condition (Supplementary Table S2). Accordingly, the carbohydrate metabolism
was previously reported as the most enriched function in C. glabrata planktonic secretome [29] and C. albicans
biofilm matrix proteome [19]. Importantly, a higher number of carbohydrate-related proteins was found in the
matrix of biofilms developed at pH 7 than at pH 4 (Figure 3 and Supplementary Table S2). Consistently, a
greater amount of carbohydrates was previously found by our research team, in the matrix of neutral than
acidic C. glabrata biofilms [14]. These results suggest that matrix proteins involved in carbohydrate metabolism
may have a role in the delivery of matrix carbohydrates. In fact, secreted glucanases and glucan transferases
have been shown to be involved in the delivery and organization of β-glucans in C. albicans biofilm matrix
[19,21]. Accordingly, among C. glabrata matrix proteins an abundance of hydrolases and transferases was
found, including several proteins with predicted involvement in β-glucan modification, such as Gas1, Gas2,
Gas4, Gas5, Scw4, Egt2, Kre9 and Fks2 [27] (Figure 3). Importantly, Gas2 was previously found to be required
for normal C. glabrata biofilm formation [44] and a similar role was found for its potential ortholog in C. albi-
cans (Phr1), which is crucial for delivery of (1,3)-β-glucans to C. albicans biofilm matrix [21]. Due to their
high relevance, some glucan-modification enzymes identified in the matrix of C. albicans biofilms have been
purposed as interesting targets to discover inhibitors for anti-biofilm therapeutics [19,21]. Additionally, several
enzymes involved in mannan metabolism, including Mnn2, Bmt7, Bmt5, Vig9 and Sec53 were found in this
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study (Figure 3), suggesting a potential role in the delivery of mannans to the matrix, which were recently
found to be a significant matrix carbohydrate component [17]. Interestingly, some proteins involved in glucan
and mannan metabolism, including Gas4, Egt2, Mnn2, Bmt5, Bmt7 and Tir1, were found for the first time
associated with the matrix in this study (no orthologs reported in the biofilm matrix of other Candida species)
(all highlighted in bold in Figure 3). Similarly, several glucan and mannan-related proteins previously identified
in the matrix of C. albicans biofilms [19] were not found in this study. As such, these results may explain the
differences in the amount and organization of glucans and mannans reported in the matrices of C. albicans
and C. glabrata biofilms [14,17]. Future functional investigations of glucan and mannan-related matrix proteins
identified in this study will clear their potential as targets to control C. glabrata biofilms.
A relevant finding of this study was the identification of several matrix proteins with predicted

virulence-related roles. These proteins include aspartyl proteinases, referred as yapsins (Yps1, Yps2, Yps3, Yps5,
Yps7, Yps8 and Yps11), adhesion-related (Epa2, Epa3, Epa6, Awp3, Awp6, Awp7, Awp12, Aed1, Pwp6 and
others) and proteins with predicted role in the protection against host immunity (Icl1 and Cagl0f05137g) [27]
(Figure 3). The high number of adhesion-related proteins suggests a role of matrix proteins in the adhesion to
the host cells, as previously reported for proteins secreted by C. albicans and bacteria [45–47]. Nevertheless,
few adhesion-related proteins have been found in the matrix of C. albicans biofilms [19]. Indeed, almost all
adhesin-like proteins identified in this study are potential new matrix factors specifically displayed by C. glab-
rata biofilms (highlighted in bold in Figure 3). It may be speculated that this species requires higher contribu-
tion of adhesion factors due to its lack of filamentation ability, which is crucial for adhesion and tissue
invasion in C. albicans. Additionally, seven of the 11 yapsins known in C. glabrata were found in the biofilm
matrix (Figure 3), including some also found in the planktonic secretome recently revealed [29]. Yapsins are
essential for virulence and have a role in pH and vacuole homoeostasis, survival in macrophages, cell wall

Figure 5. Molecular interactions between Pdr1 targets encoding biofilm matrix proteins.

The matrix proteins found C. glabrata ATCC 2001 biofilms developed at pH 4 and 7 (simultaneously) and that are encoded by

target genes of Pdr1, are herein distributed according to their molecular interactions annotated in STRING. Geometrical forms

represent proteins and the respective biological function annotated in FunCat: stress response (circle), carbohydrate

metabolism (square), translation (hexagon), unknown (triangle) and other functions (diamond). Lines represent interaction

between proteins and their thickness the level of confidence (higher thickness represent higher interaction score). The minimum

confidence interaction score was set to 0.4 (medium). The results that gave rise to this figure are detailed in Supplementary

Table S4 (part III).
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integrity and energy production [43,48–50]. Importantly, yapsins are required for survival in the presence of
weak acids (including lactic acid) and their encoding genes were found to be up-regulated in response to low
pH, along with other genes involved in stress response and protein modification [43]. Accordingly, stress
response and protein modification functions were found to be enriched among pH 4-specific matrix proteins in
this study, and two yapsins (Yps2 and Yps5) were exclusively found in this set (Figure 3). The identification of
yapsins in the biofilm matrix reinforces their relevance in the virulence of C. glabrata species and future func-
tional studies will be essential to decipher their specific role in the matrix.
In this study 256 matrix proteins with predicted secretory nature and/or GPI-anchor were found (Table 1

and Supplementary Table S1) [32,33,41]. The mechanisms underlying the release of GPI-anchored proteins
include proteolytic cleavage, release of precursors of cell wall-anchored proteins and routine shedding [51,52].
However, a high quantity of matrix proteins (237) does not contain secretion sequences or GPI-anchor, what
suggests unconventional secretion pathways or accumulation of proteins after cell death [19]. Extracellular vesi-
cles are unconventional secretion pathways already identified in various fungi including C. albicans [53–55].
Proteomic analyses of fungal EV have revealed the presence of cytoplasmic, plasma membrane, mitochondrial,
vacuolar and even nuclear proteins [28,53,54]. Importantly, EV released by C. albicans biofilms were found to
be a relevant source of matrix proteins [28]. In accordance, the matrix proteins found in this study are anno-
tated to 23 predicted cellular localizations and the most enriched was the cytoplasm, followed by extracellular
region, plasma membrane, ribosome, nucleus and cell wall [27] (Supplementary Table S3). Furthermore, 256
orthologous proteins of those previously identified in C. albicans biofilm EV were found in the matrices
(Table 1), including 126 without a predictive secretory nature or GPI-anchor. These results point to a potential
delivery of matrix proteins in C. glabrata biofilms through EV, and thus further studies to confirm the presence
of these structures and their role in matrix protein cargo will be necessary to clear the secretion pathways of C.
glabrata biofilm matrix proteins.
Among proteins with unconventional secretion pathways, those called moonlighting proteins have high rele-

vance due to their ability to display very different functions in intracellular and extracellular/surface locations,
that is not caused by gene fusions or splicing variations [56,57]. In this study, several proteins with potential
moonlighting functions were identified in the matrix, under both pH conditions, including enzymes primarily
involved in glycolysis (Fba1, Tdh3, Pgk1, Tkl1 and Pmu1) or other central metabolic pathways (Gpd2, Gnd1,
Pdc, Ilv5) and proteins with a role in translation (Tef1, Eft2 Efb1) and intracellular stress response (Cta1, Tsa1
Glr1, Ahp1, Ssa1 and Ssb1) (Figure 3). Importantly, these proteins have been shown to play important extracel-
lular functions, including adhesion to host cells, tissues and medical devices [58,59], binding to numerous pro-
teinaceous targets within the host organism [60–62], evasion of the immune system [63,64] and oxidative stress
response [65,66]. Furthermore, moonlighting proteins found in the matrix of bacterial biofilms were reported
to interact with eDNA and stabilize the biofilms [67,68]. Indeed, moonlighting proteins are increasingly consid-
ered important virulence factors in fungi, bacteria and parasites, and thus being pointed as interesting new
targets for the development of novel therapeutics [56,69,70]. However, most of these proteins, especially those
playing roles in central metabolic pathways, such as glycolysis, are not suitable targets because their catalytic
mechanisms are conserved in human hosts. Thus, the development of small molecules that block their secretion
has been suggested as a promising strategy to control these virulence factors [70]. As such, elucidating how
moonlighting proteins are secreted to the matrix of C. glabrata biofilms, might identify processes and proteins
that are involved in this process and that could serve as novel targets for the development of new therapies for
biofilm-related C. glabrata infections.
Although the majority of transcriptional regulators in C. glabrata does not have yet all their targets identified,

several transcription factors are annotated as activators of genes that encode proteins found in this study
(Figure 4) [42]. Importantly, Ace2 was previously found to regulate the secretion of various C. glabrata pro-
teins, including some encoded by its transcriptional targets [42,71]. Of note, almost half of known target genes
of Ace2 [42] encode proteins found in the biofilm matrix in this study (Figure 4). Moreover, Pdr1 was found
to be the transcription factor with the highest number of target genes encoding matrix proteins, suggesting a
potential role in the regulation of matrix proteome (Figure 4). Pdr1 is zinc finger transcription factor known to
regulate multidrug resistance in C. glabrata [72]. Interestingly, a close molecular interaction was found among
the potential target matrix proteins of Pdr1, and those involved in carbohydrate metabolism and stress response
were found to be key proteins linking the interaction network (Figure 5). Further transcriptomic and proteomic
analyses with mutant strains are being designed by our research team to identify regulators of C. glabrata
matrix proteome.
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Conclusions
To the authors’ knowledge, this is the first study to decipher the proteome of C. glabrata biofilm matrix and to
show that it is highly modulated by the environmental pH. This study suggests important roles for matrix pro-
teins, including in the delivery of matrix carbohydrates, adhesion and virulence, indicating a relevant involve-
ment in the pathogenesis of C. glabrata species. Additionally, this study reinforces the high relevance of
niche-specific environmental cues in the modulation of virulence features displayed by C. glabrata. Although
many questions remain, the high-throughput and bioinformatic analyses described in this article represent a
major step towards a better understanding of C. glabrata biofilm matrix and without doubt will serve as an
excellent framework for future studies. Identification of matrix proteins and understanding their function repre-
sents a promissory path for the development of effective and much needed therapies against C. glabrata
biofilms.
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23 Wisńiewski, J.R., Zougman, A., Nagaraj, N. and Mann, M. (2009) Universal sample preparation method for proteome analysis. Nat. Methods 6,
359–362 https://doi.org/10.1038/nmeth.1322

24 Michalski, A., Damoc, E., Hauschild, J.-P., Lange, O., Wieghaus, A., Makarov, A. et al. (2011) Mass spectrometry-based proteomics using Q exactive, a
high-performance benchtop quadrupole orbitrap mass spectrometer. Mol. Cell. Proteomics 10, M111.011015 https://doi.org/10.1074/mcp.M111.
011015

25 The UniProt Consortium. (2019) Uniprot: a worldwide hub of protein knowledge. Nucleic Acids Res. 47, D506–D515 https://doi.org/10.1093/nar/
gky1049

26 Oliveros, J.C. Venny 2.1.0. Venny: An Interactive Tool for Comparing Lists with Venn’s Diagrams, BioinfoGP Service
27 Skrzypek, M.S., Binkley, J., Binkley, G., Miyasato, S.R., Simison, M. and Sherlock, G. (2017) The candida genome database (CGD): incorporation of

assembly 22, systematic identifiers and visualization of high throughput sequencing data. Nucleic Acids Res. 45, D592–D596 https://doi.org/10.1093/
nar/gkw924

28 Zarnowski, R., Sanchez, H., Covelli, A.S., Dominguez, E., Jaromin, A., Bernhardt, J., et al. (2018) Candida albicans biofilm–induced vesicles confer drug
resistance through matrix biogenesis. PLoS Biol. 16, e2006872 https://doi.org/10.1371/journal.pbio.2006872

29 Rasheed, M., Kumar, N. and Kaur, R. (2020) Global secretome characterization of the pathogenic yeast Candida glabrata. J. Proteome Res. 19, 49–63
https://doi.org/10.1021/acs.jproteome.9b00299

30 Cherry, J.M., Hong, E.L., Amundsen, C., Balakrishnan, R., Binkley, G., Chan, E.T., et al. (2012) Saccharomyces genome database: the genomics
resource of budding yeast. Nucleic Acids Res. 40, D700–D705 https://doi.org/10.1093/nar/gkr1029

31 Monteiro, P.T., Oliveira, J., Pais, P., Antunes, M., Palma, M., Cavalheiro, M., et al. (2020) YEASTRACT+: a portal for cross-species comparative
genomics of transcription regulation in yeasts. Nucleic Acids Res. 48, D642–D649 https://doi.org/10.1093/nar/gkz859

32 Choi, J., Park, J., Kim, D., Jung, K., Kang, S. and Lee, Y.H. (2010) Fungal secretome database: Integrated platform for annotation of fungal secretomes.
BMC Genomics 11, 105 https://doi.org/10.1186/1471-2164-11-105

33 Lum, G. and Min, X.J. (2011) FunSecKB: the fungal secretome knowledgeBase. Database 2011, bar001 https://doi.org/10.1093/database/bar001
34 Priebe, S., Kreisel, C., Horn, F., Guthke, R. and Linde, J. (2014) Fungifun2: a comprehensive online resource for systematic analysis of gene lists from

fungal species. Bioinformatics 31, 445–446 https://doi.org/10.1093/bioinformatics/btu627
35 Ruepp, A., Zollner, A., Maier, D., Albermann, K., Hani, J., Mokrejs, M., et al. (2004) The FunCat, a functional annotation scheme for systematic

classification of proteins from whole genomes. Nucleic Acids Res. 32, 5539–5545 https://doi.org/10.1093/nar/gkh894
36 Benjamini, Y. and Hochberg, Y. (1995) Controlling the false discovery rate: a practical and powerful approach to multiple testing. J. R. Stat. Soc. Ser. B

57, 289–300 https://doi.org/10.2307/2346101
37 Richardson, J.T.E. (2011) The analysis of 2×2 contingency tables-Yet again. Stat. Med. 30, 890–890 https://doi.org/10.1002/sim.4116
38 Campbell, I. (2007) Chi-squared and Fisher-Irwin tests of two-by-two tables with small sample recommendations. Stat. Med. 26, 3661–3675

https://doi.org/10.1002/sim.2832
39 Szklarczyk, D., Gable, A., Lyon, D., Junge, A., Wyder, S., Huerta-Cepas, J., et al. (2019) STRING v11: protein-protein association networks with

increased coverage, supporting functional discovery in genome-wide experimental datasets. Nucleic Acids Res. 47, D607–D613 https://doi.org/10.
1093/nar/gky1131

40 Shannon, P., Markiel, A., Ozier, O., Baliga, N.S., Wang, J.T., Ramage, D. et al. (2003) Cytoscape: A software environment for integrated models of
biomolecular interaction networks. Genome Res. 13, 2498–2504 https://doi.org/10.1101/gr.1239303

© 2021 The Author(s). Published by Portland Press Limited on behalf of the Biochemical Society972

Biochemical Journal (2021) 478 961–974
https://doi.org/10.1042/BCJ20200844

https://doi.org/10.1128/AAC.02566-17
https://doi.org/10.1128/AAC.02566-17
https://doi.org/10.1128/JCM.00131-07
https://doi.org/10.1128/JCM.00131-07
https://doi.org/10.3390/jof3010008
https://doi.org/10.1007/s00294-003-0415-2
https://doi.org/10.1007/s00294-003-0415-2
https://doi.org/10.1007/s00294-003-0415-2
https://doi.org/10.1007/s00294-003-0415-2
https://doi.org/10.1007/s00294-003-0415-2
https://doi.org/10.1128/mBio.00055-11
https://doi.org/10.1128/mBio.00055-11
https://doi.org/10.1080/08927014.2020.1793963
https://doi.org/10.1016/j.cub.2007.02.035
https://doi.org/10.3390/jof3010014
https://doi.org/10.1128/mBio.00451-18
https://doi.org/10.1128/mBio.00451-18
https://doi.org/10.1007/s11046-017-0135-7
https://doi.org/10.1007/s11046-017-0135-7
https://doi.org/10.1007/s11046-017-0135-7
https://doi.org/10.1007/s11046-017-0135-7
https://doi.org/10.1007/s11046-017-0135-7
https://doi.org/10.1128/mBio.01333-14
https://doi.org/10.1128/mBio.01333-14
https://doi.org/10.1128/mBio.00724-15
https://doi.org/10.1128/mBio.00724-15
https://doi.org/10.1371/journal.ppat.1002848
https://doi.org/10.3109/13693780802549594
https://doi.org/10.1038/nmeth.1322
https://doi.org/10.1074/mcp.M111.011015
https://doi.org/10.1074/mcp.M111.011015
https://doi.org/10.1093/nar/gky1049
https://doi.org/10.1093/nar/gky1049
https://doi.org/10.1093/nar/gkw924
https://doi.org/10.1093/nar/gkw924
https://doi.org/10.1371/journal.pbio.2006872
https://doi.org/10.1021/acs.jproteome.9b00299
https://doi.org/10.1093/nar/gkr1029
https://doi.org/10.1093/nar/gkz859
https://doi.org/10.1186/1471-2164-11-105
https://doi.org/10.1186/1471-2164-11-105
https://doi.org/10.1186/1471-2164-11-105
https://doi.org/10.1186/1471-2164-11-105
https://doi.org/10.1093/database/bar001
https://doi.org/10.1093/bioinformatics/btu627
https://doi.org/10.1093/nar/gkh894
https://doi.org/10.2307/2346101
https://doi.org/10.1002/sim.4116
https://doi.org/10.1002/sim.2832
https://doi.org/10.1093/nar/gky1131
https://doi.org/10.1093/nar/gky1131
https://doi.org/10.1101/gr.1239303


41 Weig, M., Jänsch, L., Groß, U., De Koster, C.G., Klis, F.M. and De Groot, P.W.J. (2004) Systematic identification in silico of covalently bound cell wall
proteins and analysis of protein-polysaccharide linkages of the human pathogen Candida glabrata. Microbiology 150, 3129–3144 https://doi.org/10.
1099/mic.0.27256-0

42 Monteiro, P.T., Pais, P., Costa, C., Manna, S., Sá-Correia, I. and Teixeira, M.C. (2017) The PathoYeastract database: an information system for the
analysis of gene and genomic transcription regulation in pathogenic yeasts. Nucleic Acids Res. 45, D597–D603 https://doi.org/10.1093/nar/gkw817

43 Bairwa, G. and Kaur, R. (2011) A novel role for a glycosylphosphatidylinositol-anchored aspartyl protease, CgYps1, in the regulation of pH homeostasis
in Candida glabrata. Mol. Microbiol. 79, 900–913 https://doi.org/10.1111/j.1365-2958.2010.07496.x

44 Schwarzmüller, T., Ma, B., Hiller, E., Istel, F., Tscherner, M., Brunke, S., et al. (2014) Systematic phenotyping of a large-scale Candida glabrata deletion
collection reveals novel antifungal tolerance genes. PLoS Pathog. 10, e1004211 https://doi.org/10.1371/journal.ppat.1004211

45 Sangal, V., Blom, J., Sutcliffe, I.C., von Hunolstein, C., Burkovski, A. and Hoskisson, P.A. (2015) Adherence and invasive properties of Corynebacterium
diphtheriae strains correlates with the predicted membrane-associated and secreted proteome. BMC Genomics 16, 765 https://doi.org/10.1186/
s12864-015-1980-8

46 Thompson, K.M., Abraham, N. and Jefferson, K.K. (2010) Staphylococcus aureus extracellular adherence protein contributes to biofilm formation in the
presence of serum. FEMS Microbiol. 305, 143–147 https://doi.org/10.1111/j.1574-6968.2010.01918.x

47 Watts, H., Cheah, F.S., Hube, B., Sanglard, D. and Gow, N.A. (1998) Altered adherence in strains of Candida albicans harbouring null mutations in
secreted aspartic proteinase genes. FEMS Microbiol. 159, 129–135 https://doi.org/10.1111/j.1574-6968.1998.tb12851.x

48 Bairwa, G., Rasheed, M., Taigwal, R., Sahoo, R. and Kaur, R. (2014) GPI (glycosylphosphatidylinositol)-linked aspartyl proteases regulate vacuole
homoeostasis in Candida glabrata. Biochem. J. 458, 323–334 https://doi.org/10.1042/BJ20130757

49 Kaur, R., Ma, B. and Cormack, B.P. (2007) A family of glycosylphosphatidylinositol-linked aspartyl proteases is required for virulence of Candida
glabrata. Proc. Natl Acad. Sci. U.S.A. 104, 7628–7633 https://doi.org/10.1073/pnas.0611195104

50 Rasheed, M., Battu, A. and Kaur, R. (2018) Aspartyl proteases in Candida glabrata are required for suppression of the host innate immune response.
J. Biol. Chem. 293, 6410–6433 https://doi.org/10.1074/jbc.M117.813741

51 Gagnon-Arsenault, I., Parisé, L., Tremblay, J. and Bourbonnais, Y. (2008) Activation mechanism, functional role and shedding of
glycosylphosphatidylinositol-anchored Yps1p at the saccharomyces cerevisiae cell surface. Mol. Microbiol. 69, 982–993 https://doi.org/10.1111/j.
1365-2958.2008.06339.x

52 Karunanithi, S., Vadaie, N., Chavel, C.A., Birkaya, B., Joshi, J., Grell, L. et al. (2010) Shedding of the mucin-like flocculin flo11p reveals a new aspect
of fungal adhesion regulation. Curr. Biol. 20, 1389–1395 https://doi.org/10.1016/j.cub.2010.06.033

53 Oliveira, D.L., Nakayasu, E.S., Joffe, L.S., Guimarães, A.J., Sobreira, T.J.P., Nosanchuk, J.D., et al. (2010) Characterization of yeast extracellular
vesicles: evidence for the participation of different pathways of cellular traffic in vesicle biogenesis. PLoS ONE 5, e11113 https://doi.org/10.1371/
journal.pone.0011113

54 Albuquerque, P.C., Nakayasu, E.S., Rodrigues, M.L., Frases, S., Casadevall, A., Zancope-Oliveira, R.M. et al. (2008) Vesicular transport in Histoplasma
capsulatum: an effective mechanism for trans-cell wall transfer of proteins and lipids in ascomycetes. Cell. Microbiol. 10, 1695–1710 https://doi.org/10.
1111/j.1462-5822.2008.01160.x

55 Vargas, G., Rocha, J.D.B., Oliveira, D.L., Albuquerque, P.C., Frases, S., Santos, S.S., et al. (2015) Compositional and immunobiological analyses of
extracellular vesicles released by Candida albicans. Cell. Microbiol. 17, 389–407 https://doi.org/10.1111/cmi.12374

56 Karkowska-Kuleta, J., Satala, D., Bochenska, O., Rapala-Kozik, M. and Kozik, A. (2019) Moonlighting proteins are variably exposed at the cell surfaces
of Candida glabrata, Candida parapsilosis and candida tropicalis under certain growth conditions. BMC Microbiol. 19, 149 https://doi.org/10.1186/
s12866-019-1524-5

57 Amblee, V. and Jeffery, C.J. (2015) Physical features of intracellular proteins that moonlight on the cell surface. PLoS ONE 10, e0130575 https://doi.
org/10.1371/journal.pone.0130575

58 Núñez-Beltrán, A., López-Romero, E. and Cuéllar-Cruz, M. (2017) Identification of proteins involved in the adhesion of candida species to different
medical devices. Microb. Pathog. 107, 293–303 https://doi.org/10.1016/j.micpath.2017.04.009

59 Lopez, C.M., Wallich, R., Riesbeck, K., Skerka, C. and Zipfel, P.F. (2014) Candida albicans uses the surface protein Gpm1 to attach to human
endothelial cells and to keratinocytes via the adhesive protein vitronectin. PLoS ONE 9, e90796 https://doi.org/10.1371/journal.pone.0090796

60 Kozik, A., Karkowska-Kuleta, J., Zajac, D., Bochenska, O., Kedracka-Krok, S., Jankowska, U. et al. (2015) Fibronectin-, vitronectin- and laminin-binding
proteins at the cell walls of Candida parapsilosis and Candida tropicalis pathogenic yeasts. BMC Microbiol. 15, 197 https://doi.org/10.1186/
s12866-015-0531-4

61 Gozalbo, D., Gil-Navarro, I., Azorín, I., Renau-Piqueras, J., Martínez, J. and Gil, M. (1998) The cell wall-associated glyceraldehyde-3-phosphate
dehydrogenase of candida albicans is also a fibronectin and laminin binding protein. Infect. Immun. 66, 2052–2059 https://doi.org/10.1128/IAI.66.5.
2052-2059.1998

62 Crowe, J.D., Sievwright, I.K., Auld, G.C., Moore, N.R., Gow, N.A.R. and Booth, N.A. (2003) Candida albicans binds human plasminogen: Identification of
eight plasminogen-binding proteins. Mol. Microbiol. 47, 1637–1651 https://doi.org/10.1046/j.1365-2958.2003.03390.x

63 Lee, P.Y., Gam, L.H., Yong, V.C., Rosli, R., Ng, K.P. and Chong, P.P. (2014) Immunoproteomic analysis of antibody response to cell wall-associated
proteins of Candida tropicalis. J. Appl. Microbiol. 117, 854–865 https://doi.org/10.1111/jam.12562

64 Lee, P.Y., Gam, L.H., Yong, V.C., Rosli, R., Ng, K.P. and Chong, P.P. (2014) Identification of immunogenic proteins of Candida parapsilosis by serological
proteome analysis. J. Appl. Microbiol. 116, 999–1009 https://doi.org/10.1111/jam.12408

65 Serrano-Fujarte, I., López-Romero, E. and Cuéllar-Cruz, M. (2016) Moonlight-like proteins of the cell wall protect sessile cells of Candida from oxidative
stress. Microb. Pathog. 90, 22–33 https://doi.org/10.1016/j.micpath.2015.10.001

66 Ramírez-Quijas, M.D., López-Romero, E. and Cuéllar-Cruz, M. (2015) Proteomic analysis of cell wall in four pathogenic species of Candida exposed to
oxidative stress. Microb. Pathog. 87, 1–12 https://doi.org/10.1016/j.micpath.2015.07.011

67 Foulston, L., Elsholz, A.K.W., DeFrancesco, A.S. and Losick, R. (2014) The extracellular matrix of Staphylococcus aureus biofilms comprises cytoplasmic
proteins that associate with the cell surface in response to decreasing pH. MBio 5, e01667-14 https://doi.org/10.1128/mBio.01667-14

68 Dengler, V., Foulston, L., DeFrancesco, A.S. and Losick, R. (2015) An electrostatic net model for the role of extracellular DNA in biofilm formation by
Staphylococcus aureus. J. Bacteriol. 197, 3779–3787 https://doi.org/10.1128/JB.00726-15

© 2021 The Author(s). Published by Portland Press Limited on behalf of the Biochemical Society 973

Biochemical Journal (2021) 478 961–974
https://doi.org/10.1042/BCJ20200844

https://doi.org/10.1099/mic.0.27256-0
https://doi.org/10.1099/mic.0.27256-0
https://doi.org/10.1099/mic.0.27256-0
https://doi.org/10.1093/nar/gkw817
https://doi.org/10.1111/j.1365-2958.2010.07496.x
https://doi.org/10.1111/j.1365-2958.2010.07496.x
https://doi.org/10.1371/journal.ppat.1004211
https://doi.org/10.1186/s12864-015-1980-8
https://doi.org/10.1186/s12864-015-1980-8
https://doi.org/10.1186/s12864-015-1980-8
https://doi.org/10.1186/s12864-015-1980-8
https://doi.org/10.1186/s12864-015-1980-8
https://doi.org/10.1111/j.1574-6968.2010.01918.x
https://doi.org/10.1111/j.1574-6968.2010.01918.x
https://doi.org/10.1111/j.1574-6968.1998.tb12851.x
https://doi.org/10.1111/j.1574-6968.1998.tb12851.x
https://doi.org/10.1042/BJ20130757
https://doi.org/10.1073/pnas.0611195104
https://doi.org/10.1074/jbc.M117.813741
https://doi.org/10.1111/j.1365-2958.2008.06339.x
https://doi.org/10.1111/j.1365-2958.2008.06339.x
https://doi.org/10.1111/j.1365-2958.2008.06339.x
https://doi.org/10.1016/j.cub.2010.06.033
https://doi.org/10.1371/journal.pone.0011113
https://doi.org/10.1371/journal.pone.0011113
https://doi.org/10.1111/j.1462-5822.2008.01160.x
https://doi.org/10.1111/j.1462-5822.2008.01160.x
https://doi.org/10.1111/j.1462-5822.2008.01160.x
https://doi.org/10.1111/cmi.12374
https://doi.org/10.1186/s12866-019-1524-5
https://doi.org/10.1186/s12866-019-1524-5
https://doi.org/10.1186/s12866-019-1524-5
https://doi.org/10.1186/s12866-019-1524-5
https://doi.org/10.1186/s12866-019-1524-5
https://doi.org/10.1371/journal.pone.0130575
https://doi.org/10.1371/journal.pone.0130575
https://doi.org/10.1016/j.micpath.2017.04.009
https://doi.org/10.1371/journal.pone.0090796
https://doi.org/10.1186/s12866-015-0531-4
https://doi.org/10.1186/s12866-015-0531-4
https://doi.org/10.1186/s12866-015-0531-4
https://doi.org/10.1186/s12866-015-0531-4
https://doi.org/10.1186/s12866-015-0531-4
https://doi.org/10.1128/IAI.66.5.2052-2059.1998
https://doi.org/10.1128/IAI.66.5.2052-2059.1998
https://doi.org/10.1128/IAI.66.5.2052-2059.1998
https://doi.org/10.1046/j.1365-2958.2003.03390.x
https://doi.org/10.1046/j.1365-2958.2003.03390.x
https://doi.org/10.1111/jam.12562
https://doi.org/10.1111/jam.12408
https://doi.org/10.1016/j.micpath.2015.10.001
https://doi.org/10.1016/j.micpath.2015.07.011
https://doi.org/10.1128/mBio.01667-14
https://doi.org/10.1128/mBio.01667-14
https://doi.org/10.1128/JB.00726-15
https://doi.org/10.1128/JB.00726-15


69 Karkowska-Kuleta, J. and Kozik, A. (2014) Moonlighting proteins as virulence factors of pathogenic fungi, parasitic protozoa and multicellular parasites.
Mol. Oral Microbiol. 29, 270–283 https://doi.org/10.1111/omi.12078

70 Jeffery, C. (2018) Intracellular proteins moonlighting as bacterial adhesion factors. AIMS Microbiol. 4, 362–376 https://doi.org/10.3934/microbiol.2018.
2.362

71 Kamran, M., Calcagno, A.M., Findon, H., Bignell, E., Jones, M.D., Warn, P., et al. (2004) Inactivation of transcription factor gene ACE2 in the fungal
pathogen Candida glabrata results in hypervirulence. Eukaryot. Cell 3, 546–552 https://doi.org/10.1128/EC.3.2.546-552.2004

72 Vermitsky, J.P., Earhart, K.D., Smith, W.L., Homayouni, R., Edlind, T.D. and Rogers, P.D. (2006) Pdr1 regulates multidrug resistance in Candida glabrata:
gene disruption and genome-wide expression studies. Mol. Microbiol. 61, 704–722 https://doi.org/10.1111/j.1365-2958.2006.05235.x

73 Perez-Riverol, Y., Csordas, A., Bai, J., Bernal-Llinares, M., Hewapathirana, S., Kundu, D.J., et al. (2019) The PRIDE database and related tools and
resources in 2019: improving support for quantification data. Nucleic Acids Res. 47, D442–D450 https://doi.org/10.1093/nar/gky1106

© 2021 The Author(s). Published by Portland Press Limited on behalf of the Biochemical Society974

Biochemical Journal (2021) 478 961–974
https://doi.org/10.1042/BCJ20200844

https://doi.org/10.1111/omi.12078
https://doi.org/10.3934/microbiol.2018.2.362
https://doi.org/10.3934/microbiol.2018.2.362
https://doi.org/10.1128/EC.3.2.546-552.2004
https://doi.org/10.1128/EC.3.2.546-552.2004
https://doi.org/10.1111/j.1365-2958.2006.05235.x
https://doi.org/10.1111/j.1365-2958.2006.05235.x
https://doi.org/10.1093/nar/gky1106

	Revealing Candida glabrata biofilm matrix proteome: global characterization and pH response
	Abstract
	Introduction
	Methods
	Initial culture conditions
	Biofilm formation and matrix extraction
	Proteomic analysis
	Bioinformatic analyses
	Functional, molecular and statistical analyses

	Results
	Environmental pH modulates the matrix proteome
	Species- and biofilm-specific matrix proteins
	Environmental pH modulates the functional distribution of matrix proteins
	Biofilm matrix proteins pose high molecular interaction
	Matrix proteins have conventional and unconventional secretion pathways
	Putative genetic regulators of the matrix proteome

	Discussion
	Conclusions
	Data Availability
	Competing Interests
	Funding
	CRediT Contribution
	References


