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Abstract: Trichophyton rubrum is the primary causative agent of dermatophytosis worldwide. This
fungus colonizes keratinized tissues and uses keratin as a nutritional source during infection. In
T. rubrum–host interactions, sensing a hostile environment triggers the adaptation of its metabolic
machinery to ensure its survival. The glyoxylate cycle has emerged as an alternative metabolic path-
way when glucose availability is limited; this enables the conversion of simple carbon compounds
into glucose via gluconeogenesis. In this study, we investigated the impact of stuA deletion on the
response of glyoxylate cycle enzymes during fungal growth under varying culture conditions in
conjunction with post-transcriptional regulation through alternative splicing of the genes encoding
these enzymes. We revealed that the ∆stuA mutant downregulated the malate synthase and isocitrate
lyase genes in a keratin-containing medium or when co-cultured with human keratinocytes. Alterna-
tive splicing of an isocitrate lyase gene yielded a new isoform. Enzymatic activity assays showed
specific instances where isocitrate lyase and malate synthase activities were affected in the mutant
strain compared to the wild type strain. Taken together, our results indicate a relevant balance in
transcriptional regulation that has distinct effects on the enzymatic activities of malate synthase and
isocitrate lyase.

Keywords: dermatophytes; Trichophyton rubrum; metabolism; glyoxylate cycle; APSES transcription
factors; StuA; intron retention; carbon source; alternative splicing

1. Introduction

Efficient nutrient assimilation by pathogenic fungi during infection is crucial for sur-
vival [1,2]. The dermatophyte Trichophyton rubrum infects and degrades keratinized tissues,
such as nails and skin, by breaking down proteins into free amino acids and peptides [3–5].
Fungi assimilate these products as carbon sources via membrane transporters [6,7]. Upon
infection, the fungus adapts to the host milieu using molecular mechanisms that facilitate
its metabolic flexibility, colonization, and invasion [8]. Orchestrated mechanisms of gene
modulation and interactions with transcription factors govern the balance of metabolic re-
programming. This balance contributes to fungal fitness and pathogenicity and represents
an attractive target for prospecting antifungal drugs [6,9].

During metabolic adaptation in fungal pathogenesis, the glyoxylate cycle is pivotal
for the use of alternative carbon sources. Under glucose deprivation, fungal pathogens
undergo a metabolic transition toward the glyoxylate cycle. This adaptation enables them
to assimilate two carbon compounds [10]. Fungal cells mobilize fatty acids to generate
acetyl-CoA, which activates the glyoxylate cycle. In this metabolic cycle, isocitrate lyase
converts isocitrate into glyoxylate, and malate synthase converts glyoxylate into malate.
Both enzymes are exclusive to this cycle [11,12]. Malate is then driven toward oxaloacetate
production and continually reacts with acetyl-CoA to maintain the cycle. Succinate is
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shuttled to the tricarboxylic acid (TCA) cycle in mitochondria, where it is metabolized into
cycle intermediates to generate oxaloacetate. Oxaloacetate molecules transported to the
cytosol trigger gluconeogenesis and reestablish the glucose supply in fungal cells [1].

Transcription factors (TFs) play a pivotal role in signaling pathways by orchestrating
mechanisms that either activate or suppress molecular responses based on the specific
biological context to which the fungus is exposed [13–15]. The APSES family belonging to
transcription factors of the basic helix–loop–helix (bHLH) class, which includes Asm1p,
Phd1p, Sok2p, Efg1p, and StuA, is unique to fungi and plays an essential role in regu-
lating a wide range of processes, including fungal growth, virulence, pathogenicity, and
metabolism [16–18]. In Aspergillus fumigatus, StuA is critical for the morphogenesis and
biosynthesis of secondary metabolites [19,20]. Additionally, studies involving null mutants
of stuA in the dermatophyte Arthroderma benhamiae have demonstrated its involvement in
keratin degradation and sexual development [21]. Our recent studies demonstrated the role
of StuA in several aspects involved in the virulence of T. rubrum [22]. In a previous RNA
sequencing analysis [23] of transcripts generated by the ∆stuA strain during growth on
glucose or keratin, the impact of StuA deletion on central carbon metabolism was evident
reducing transcript levels of the genes encoding the glyoxylate cycle enzymes [23]. This
result raised hypotheses about whether StuA would also regulate the enzymatic activity of
glyoxylate cycle enzymes during fungal–host interaction [24–26].

Post-transcriptional regulation through alternative splicing (AS) allows the production
of various protein isoforms in response to physiological requirements and environmen-
tal cues, often serving as drivers of phenotypic diversity within the eukaryotic cell pro-
teome [27–29]. Intron retention (IR) is one of the most common AS events in fungi [30,31],
and it may be relevant in the regulatory mechanisms of fungal physiology, adaptation to
fungal niches, pathogenicity, and drug resistance [13,32,33].

In this study, we hypothesized that the transcription factor StuA plays a significant
role in regulating essential enzymes of the glyoxylate cycle depending on the carbon source
or in an infection-like scenario. We also investigated the possibility of post-transcriptional
regulation through IR events in the transcripts of malate synthase and isocitrate lyase genes.
Post-transcriptional regulation is a crucial mechanism that facilitates fungal adaptation,
particularly under glucose-depleted conditions. Our findings suggested that StuA regulates
the transcription of the main enzymes of the glyoxylate cycle. We also showed that
modulation of the isoforms generated by the AS of an isocitrate lyase gene depended on
culture conditions.

2. Results
2.1. Reannotation of Isocitrate Lyase as a Single Gene (OR643895)

By sequencing the DNA and cDNA of the exonic and their flanking regions of the
TERG_11637, TERG_11638, and TERG_11639, we concluded that they comprised a single
gene identified as OR643895 (Figures S1 and S2). Multiple alignments of the OR643895
nucleotide sequence with the isocitrate lyase-coding genes and protein sequences from
various dermatophytes showed a homology of more than 95% with the isocitrate lyase-
coding genes of Trichophyton tonsurans, Trichophyton verrucosum, Trichophyton equinum,
Arthroderma benhamiae, and Microsporum canis. Therefore, T. rubrum has only two genes
encoding isocitrate lyase: TERG_01271 and OR643895.

2.2. The ∆stuA Mutant Reduces the Transcription of Isocitrate Lyase and Malate Synthase Genes

The wild type (WT) strain exhibited an approximately 10-fold upregulation of genes
encoding isocitrate lyase during fungal growth in keratin compared to growth in glucose.
The protein StuA exerted distinct regulatory effects on the modulation of isocitrate lyase
during the cultivation of the ∆stuA strain in glucose. While OR643895 transcripts were
downregulated at 24 and 48 h, TERG_01271 transcripts were derepressed at 24 h and
stayed at the same level in transcript abundance at 48 h compared to the WT (control)
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strain. Transcript levels of TERG_01281 also exhibited a decline in the ∆stuA strain at both
time points.

Fungal growth in keratin resulted in reductions in the transcript levels of isocitrate
lyase and malate synthase gene isoforms in the ∆stuA strain across all evaluated time points
(Figure 1).
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Figure 1. Relative expression analysis of isocitrate lyase (OR643895 and TERG_01271) and malate
synthase (TERG_01281) transcripts in wild type (WT) and ∆stuA mutant strains during growth on
glucose or keratin. The WT strain served as the control. Statistical significance was determined
using an unpaired Student’s t-test with Holm–Sidak correction for multiple comparisons. * p < 0.05,
*** p < 0.001, and **** p < 0.0001.

We conducted transcriptional analysis of genes encoding isocitrate lyase and malate
synthase in an infection-like scenario in human keratinocytes. Our results revealed different
levels of isocitrate lyase (OR643895 and TERG_01271) transcripts during co-culture with
the WT strain. We observed an overexpression of OR643895 at 24 and 48 h, whereas
TERG_01271 exhibited lower transcript levels during the same period. The gene encoding
malate synthase (TERG_01281) was upregulated at 24 and 48 h. During co-culture with the
∆stuA strain, we observed a reduced expression of OR643895 and TERG_01281 only at 48 h
post-infection. However, TERG_01271 exhibited decreased transcript levels at 24 and 48 h
(Figure 2).

2.3. Alternative Splicing Assay

In a previously generated RNA sequencing dataset of the ∆stuA mutant grown in
glucose and keratin published by our research group [23], we observed AS events in
TERG_01271. Our in silico analysis of the protein sequence and conserved motifs in this
gene revealed that AS generated mRNAs with premature stop codons that disrupted
protein translation. The retention of intron 2 (IR-2) resulted in a putative protein with
231 amino acid residues lacking conserved domains (Figure 3).
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**** p < 0.0001.
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Figure 3. Schematic representation of TERG_01271 with conventional splicing and protein translation
featuring the ICL/PEPM domains (Isocitrate Lyase-like/Penta-EF-hand Protein Motif). The ICL
domain is responsible for the catalytic activity of isocitrate lyase, and the PEPM domain is asso-
ciated with calcium-binding activity. An alternative splicing event with intron 2 retention results
in an mRNA with premature stop codons and the formation of a putative truncated protein; both
domains lost.
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We identified IR-2 events in TERG_01271 during the growth of the WT and ∆stuA
strains in glucose and keratin, as well as during co-culture with human keratinocytes.
We noted increased expression of the TERG_01271 isoform transcripts with IR-2 in the
mutant strain compared to the WT strain when grown in glucose (Figure 4A). However,
IR-2 transcript levels decreased in the mutant when both strains were cultured in a keratin
medium (Figure 4B). During co-culture, IR-2 transcript levels exhibited a distinct profile
depending on the duration of the interaction between the fungus and the host. In the
WT strain, we observed an increased number of IR-2 transcripts at 24 h, followed by a
significant decrease in the expression of this alternative isoform at 48 h when co-cultured
with human keratinocytes (Figure 4C). However, for the mutant ∆stuA, we noted that the
IR-2 transcripts were initially repressed at 24 h but induced at 48 h of co-culture (Figure 4D).
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Figure 4. Relative expression analysis of TERG_01271 transcripts with IR-2 in the WT (control) and
∆stuA strains. Expression patterns are shown during growth in glucose (A) and keratin (B) media,
as well as during co-culture with human keratinocytes for the WT (C) and ∆stuA (D) strains. The
WT and ∆stuA strains without keratinocytes were used as controls in their respective co-culture
assays. Statistical significance was determined using an unpaired Student’s t-test with Holm–Sidak
correction for multiple comparisons. *** p < 0.001, **** p < 0.0001.

2.4. The Enzymatic Activities of Isocitrate Lyase and Malate Synthase during Fungal Growth in a
Medium Supplemented with Glucose or Keratin

The enzymatic activity of isocitrate lyase was notably higher in glucose and keratin in
the ∆stuA mutant after 24 h compared to the WT control. However, after 48 h, we noted a
significant increase in enzymatic activity in the WT strain under both growth conditions,
whereas the mutant strain grown on keratin exhibited a substantial reduction in activity. At
96 h, we observed a distinct pattern of enzymatic activity during the growth of the mutant
depending on the nutritional carbon source (Figure 5).
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Regarding the enzymatic activity of malate synthase, we observed a substantial de-
crease in the ∆stuA strain compared to the control after 96 h of growth in glucose. However,
during keratin growth, we observed higher enzymatic activity in the mutant at 24 h, with
no statistically significant differences in enzymatic activity observed between the mutant
and WT during the remaining time intervals (Figure 5).

Table 1 summarizes our main findings in an attempt to correlate the read count
numbers obtained in our previously published RNA sequencing dataset [23] with the
expression analysis of genes involved in the glyoxylate cycle and their respective enzyme
activities in the WT and ∆stuA strains.

Table 1. Read counts, gene expression, and enzymatic activity of genes from the glyoxylate cycle in
∆stuA and WT strains of T. rubrum grown on glucose or keratin.

Glucose

Time Strain Gene Gene Product Read Counts * Fold Change ¥ Enzymatic Activity (U/mg)

24 h

WT
TERG_01271

Isocitrate lyase
431.98 ± 26 1 ± 0.0002

1.198 ± 0.02
OR643895 278.18 ± 36 0.952 ± 0.060

∆stuA
TERG_01271 Isocitratetter e

lyase
593.87 ± 69 5.120 ± 0.69

1.817 ± 0.08
OR643895 147.71 ± 36 0.72 ± 0.07

WT TERG_01281 Malate synthase 1229.57 ± 846 1 ± 0.060 0.765 ± 0.12

∆stuA TERG_01281 Malate synthase 1204.53 ± 297 0.787 ± 0.040 0.598 ± 0.060
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Table 1. Cont.

Glucose

Time Strain Gene Gene Product Read Counts * Fold Change ¥ Enzymatic Activity (U/mg)

48 h

WT
TERG_01271

Isocitrate lyase
667.73 ± 302 1 ± 0.0002

2.996 ± 0.13
OR643895 266.15 ± 57 1 ± 0.0003

∆stuA
TERG_01271

Isocitrate lyase
496.28 ± 47 1.090 ± 0.265

1.548 ± 0.35
OR643895 167.06 ± 36 0.47 ± 0.05

WT TERG_01281 Malate synthase 5201.18 ± 2131 1 ± 0.010 3.618 ± 0.42

∆stuA TERG_01281 Malate synthase 720.99 ± 134 0.241 ± 0.010 3.632 ± 0.27

96 h

WT
TERG_01271

Isocitrate lyase
622.49 ± 53 -

1.167 ± 0.03
OR643895 327.91 ± 28 -

∆stuA
TERG_01271

Isocitrate lyase
753.29 ±130 -

1.296 ± 0.05
OR643895 442.52 ± 25 -

WT TERG_01281 Malate synthase 2608.72 ± 289 - 7.294 ± 0.75

∆stuA TERG_01281 Malate synthase 1009.51 ± 154 - 1.544 ± 0.32

Keratin

Time Strain Gene Gene Product Read Counts * Fold Change ¥ Enzymatic Activity (U/mg)

24 h

WT
TERG_01271

Isocitrate lyase
1524.74 ± 79 10 ± 0.003

1.004 ± 0.14
OR643895 313.06 ± 133 10 ± 0.003

∆stuA
TERG_01271

Isocitrate lyase
642.73 ± 77 6.590 ± 0.045

3.528 ± 0.12
OR643895 196.89 ± 50 4.64 ±0.03

WT TERG_01281 Malate synthase 1284.05 ± 392 1 ± 0.00007 1.397 ± 0.10

∆stuA TERG_01281 Malate synthase 683.97 ± 511 0.132 ± 0.020 4.676 ± 0.37

48 h

WT
TERG_01271

Isocitrate lyase
1710.62 ± 207 10 ± 0.005

3.146 ± 0.37
OR643895 1332.79 ± 897 10 ± 0.002

∆stuA
TERG_01271

Isocitrate lyase
546.82 ± 8 2.720 ± 0.042

0.480 ± 0.02
OR643895 251.66 ± 65 7.98 ± 0.07

WT TERG_01281 Malate synthase 3456.70 ± 2539 5 ± 0.00005 5.691± 0.4

∆stuA TERG_01281 Malate synthase 490.55 ± 100 0.380 ± 0.003 5.618 ± 1.0

96 h

WT
TERG_01271

Isocitrate lyase
888.29 ±20 -

1.647 ± 0.05
OR643895 1436.67 ± 532 -

∆stuA
TERG_01271

Isocitrate lyase
365.86 ± 138 -

1.218 ± 0.17
OR643895 313.63 ± 68 -

WT TERG_01281 Malate synthase 2018.73 ± 815 - 7.824 ± 0.04

∆stuA TERG_0128 Malate synthase 622.34 ± 60 - 6.843 ± 0.7

* Number of normalized read counts obtained from a previously published RNA sequencing dataset [23].
¥ Fold change values obtained in this study by a reverse-transcription quantitative polymerase chain reaction.
- Not determined.

3. Discussion

Under glucose-deprived conditions, fungal metabolism relies on carbon acquisition
from alternative nutritional sources. One potential approach involves the activation of the
glyoxylate cycle. Given its absence in humans, this pathway is an attractive and promising
target for antifungal development, primarily because of its exclusive non-human enzymes,
isocitrate lyase, and malate synthase [1]. These enzymes become active in the dermatophyte
T. rubrum when grown on keratin or when exposed to cytotoxic drugs in an infection-like
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scenario involving human keratinocytes [6,34–38]. For the first time, we present evidence
of the transcriptional modulation of essential enzyme-coding genes within the glyoxylate
cycle by StuA. Through DNA sequencing, we concluded that the three exonic regions
of the genome (TERG_11637, TERG_11638, and TERG_11639), previously annotated as
separate entities, were part of the same gene, and have now been identified as OR643895.
Furthermore, our in silico analysis showed the presence of a StuA consensus-binding site
in the TERG_01271 promoter region, implying possible direct transcriptional regulation of
this gene by StuA in T. rubrum. Also, the StuA consensus-binding site is conserved in the
promoter region of the TERG_01271 homolog in other dermatophytes (Figure S3).

3.1. The Expression of Glyoxylate Cycle Genes Depends on StuA during Fungal Growth in Keratin

The regulation of the expression of glyoxylate cycle genes relies on the transcriptional
control exerted by transcription factors. Here, we show that when considering fungal
growth in keratin, the absence of StuA significantly reduces the transcription levels of
both isocitrate lyase and malate synthase genes (Figure 1). Notwithstanding, our results
presented a distinct transcriptional regulation pattern in glucose cultures for isocitrate
lyase-coding genes, suggesting that glucose might alter the StuA-mediated regulation
of glyoxylate-coding genes. However, we detected a tendency of the upregulation of
TERG_01271 in the ∆stuA strain (for 24 and 48 h), which suggests that StuA, in wild type
conditions, might have a role in repressing a relevant enzyme of the glyoxylate cycle
(Figure 1). In this sense, StuA deletion promotes a cascade of stress response events that
affect central carbon metabolism. A high-throughput transcriptomic analysis suggested
that the ∆stuA strain tended to upregulate specific glutamate metabolism genes in keratin
cultures [23]. Considering the repression of essential genes for the glyoxylate cycle in
the ∆stuA strain, we infer that StuA is necessary for T. rubrum survival adaptation in
glucose-depleted conditions.

3.2. Isocitrate Lyase and Malate Synthase Genes Are Upregulated during Co-Culture with Human
Keratinocytes, but the Absence of StuA Impairs Their Expression

We observed the overexpression of OR643895, whereas the opposite occurred with
TERG_01271 (Figure 2) in the WT strain co-culture, suggesting a dual transcriptional
regulation pattern for isocitrate lyase-coding genes. However, in the ∆stuA strain co-
cultured with human keratinocytes, the expression of the isocitrate lyase and malate
synthase-coding genes was repressed, mainly after 48 h of interaction. The differences
observed in the transcriptional modulation of genes encoding isocitrate lyase led us to
propose that another level of transcriptional regulation drives the expression of TERG_01271
or OR643895.

Fungi trigger the glyoxylate cycle upon contact with macrophages [39–42]. This is a
remarkable pathogenic strategy for determining how metabolic flexibility contributes to the
virulence of fungal pathogens. In T. rubrum, the overexpression of genes encoding malate
synthase and isocitrate lyase has been observed during a dual RNA sequencing analysis of
T. rubrum co-cultured with human keratinocytes [36]. Here, we propose that StuA plays a
significant role in activating the glyoxylate cycle in human keratinocytes, suggesting that
this regulatory protein might be a potential target for impairing the virulence of T. rubrum.

3.3. Post-Transcriptional Regulation of TERG_01271 by Alternative Splicing

We observed through in silico analysis that IR events in TERG_01271 resulted in the
introduction of a premature stop codon, forming a potentially putative non-functional
truncated protein (Figure 3). In addition, the carbon source may influence the transcript
levels of the IR isoform in T. rubrum via a mechanism mediated by StuA (Figure 4A,B). Our
results showed that StuA represses both the TERG_01271 conventional and IR isoforms
in glucose cultures but acts as an activator of identical isoforms in keratin cultures. This
is reasonable considering that glyoxylate cycle genes are activated in glucose-deprived
environments. Remarkably, both the carbon source and StuA may influence the AS of the
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glyoxylate gene in T. rubrum. Furthermore, the presence of mature conventional transcripts
did not impair the presence of the IR isoforms in T. rubrum, as reported previously [13].

The balance between mutual and non-exclusive splicing isoform abundance was also
observed in co-culture assays, where a challenge with keratinocytes elicited a distinct
pattern for the TERG_01271 IR isoform. Although we detected IR isoforms in both WT
and ∆stuA strain cultures (control), contact with keratinocytes triggered differences in
the abundance of AS isoforms (Figure 4C,D), in contrast to the single repression pattern
generated in co-cultures of conventional splicing isoforms. As the co-culture mimics an
infection-like scenario, we hypothesized that the differences between conventional splicing
and AS isoforms agree with the biological requirements imposed on T. rubrum to fight host
defense strategies.

3.4. Isocitrate Lyase and Malate Synthase Activities Are Independently Regulated during T.
rubrum Culture in Glucose or Keratin

The absence of StuA compromised isocitrate lyase activity in specific instances. We
observed a higher enzymatic activity in the absence of StuA after the first 24 h of culture,
regardless of the carbon source. Conversely, the mutant strain presented lower enzymatic
activity after 48 h and showed distinct enzymatic activity at 96 h, depending on the carbon
source. We hypothesized that throughout fungal growth (48 and 96 h), the absence of this
transcription factor, which is associated with AS events, would significantly reduce the
enzymatic activity of isocitrate lyase. We also observed a statistically significant increase
in malate synthase enzymatic activity after 24 h of ∆stuA culture in keratin, followed by
a reduction in activity after 96 h in glucose (Figure 5). Malate synthase is responsible
for converting acetyl-CoA and glyoxylate into malate. Malate synthase activity was not
affected by the reduced isocitrate lyase activity in certain instances. Therefore, even with a
reduction in isocitrate lyase activity, which consequently reduces glyoxylate production,
the glyoxylate generated under the conditions evaluated in this study was sufficient to
stimulate malate synthase activity.

From the data summarized in Table 1, we observed compensatory activity in the
expression of TERG_01271 and OR643895 in the ∆stuA strain, which may result in few
changes in isocitrate lyase enzymatic activity. Fluctuations in read counts in the mutant
strain at 24, 48, and 96 h did not correlate with significant changes in isocitrate lyase activity.
We observed a similar trend in TERG_01281 expression. During growth on keratin, ∆stuA
exhibits lower read counts compared to WT. However, this strain has shown significant
isocitrate lyase activity in some instances. Additionally, the reduction in isocitrate lyase
gene read counts in ∆stuA from 48 to 96 h did not significantly affect enzymatic activity.

It is well known that post-translational modifications can influence the catalytic po-
tential of enzymes, including phosphorylation [43]. In Saccharomyces cerevisiae [44] and
Paracoccidioides brasiliensis [45], phosphorylation has been shown to reduce isocitrate lyase
activity, leading to enzyme inactivation. By analogy, we hypothesize that a similar phe-
nomenon occurs in T. rubrum. However, further research is necessary to fully understand
the post-translational mechanisms that govern isocitrate lyase activity in T. rubrum.

4. Materials and Methods
4.1. Fungal Strains and Culture Conditions

The T. rubrum strain CBS118892 (Westerdijk Fungal Biodiversity Institute, Utrecht, The
Netherlands) was used as a reference (WT). We also used the previously constructed null
mutant strain, ∆stuA [22]. The strains were grown on a solid malt extract agar medium
(2% glucose, 2% malt extract, 0.1% peptone, 2% agar, pH 5.7) at 28 ◦C for 20 days. Next, to
prepare a conidial suspension, we flooded the plates with a 0.9% sterile NaCl solution and
filtered them through fiberglass to remove hyphal fragments. Conidial concentration was
estimated using a Neubauer chamber. Then, we inoculated approximately 1 × 106 conidia
of each strain into 100 mL of Sabouraud dextrose broth and incubated the cultures at 28 ◦C
for 96 h in an orbital shaker with agitation (120 rpm).
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The resulting mycelia were transferred into 100 mL of a minimal medium [46] con-
taining 70 mM sodium nitrate (Sigma-Aldrich, St. Louis, MO, USA), 50 mM glucose
(Sigma-Aldrich, St. Louis, MO, USA), or 0.5% bovine keratin (m/v). We incubated the
cultures for 24, 48, and 96 h at 28 ◦C with constant agitation (120 rpm). Subsequently,
we filtered the biological material from three independent replicates of glucose or keratin
cultures at each time point and stored it at −80 ◦C until RNA extraction.

4.2. Co-Culture of Fungal Strains and Human Keratinocytes

The immortalized HaCaT human keratinocyte cell line (Cell Lines Service GmbH,
Eppelheim, Germany) was cultured in an RPMI-1640 medium (Sigma-Aldrich, St. Louis,
MO, USA) supplemented with 10% fetal bovine serum at 37 ◦C in a humidified atmosphere
containing 5% CO2. We added penicillin (100 U/mL) and streptomycin (100 µg/mL)
to prevent culture medium contamination. The co-culture assays of the fungal WT or
∆stuA strains with HaCaT keratinocytes were performed as previously described [13]. We
used uninfected keratinocytes and WT or ∆stuA conidia as the controls. The assay was
performed in triplicate.

4.3. RNA Extraction and cDNA Synthesis

Total RNA was extracted using an Illustra RNAspin Mini Isolation Kit (GE Healthcare,
Chicago, IL, USA), according to the manufacturer’s instructions. For fungal cell wall
disruption in the co-culture, the samples were treated with a solution of lysing enzymes
from Trichoderma harzianum, as previously described [36]. RNA concentration and purity
were assessed using a NanoDrop ND-100 spectrophotometer (Thermo Fisher Scientific,
Waltham, MA, USA).

Total RNA was treated with DNase I (Sigma-Aldrich, St. Louis, MO, USA) to prevent
genomic DNA contamination. Subsequently, cDNA synthesis was performed using the
Platus Transcriber RNase H-cDNA First Strand Kit (Sinapse Inc., Miami, FL, USA), accord-
ing to the manufacturer’s instructions. To assess the quality of the obtained cDNAs, we
conducted a PCR reaction using oligonucleotides to amplify a region of the constitutive
β-tubulin gene, followed by analysis on an agarose electrophoresis gel. We suspended the
cDNAs in 70 ng/µL dilutions for a reverse-transcription quantitative polymerase chain
reaction (RT-qPCR).

4.4. Genomic DNA and cDNA Sequencing of Isocitrate Lyase

Previous RNA sequencing performed by our group showed aligned reads in the
intergenic regions of TERG_11637, TERG_11638, and TERG_11639, all of which were
annotated as encoding isocitrate lyases. The web server Augustus (https://bioinf.uni-
greifswald.de/augustus/. Accessed in April 2023) was used [47] to predict genes from
this supercontig region. The predicted gene sequence was aligned against the Ensembl
Fungi database using BLAST tools to verify the homology among the genes of other species.
The coordinates of the exons and introns were obtained by aligning the isocitrate lyase
sequences from dermatophytes in the database against the predicted gene sequence.

For DNA sequencing, we designed specific primers flanking the supercontig regions
of these three genes and used genomic DNA and cDNA samples (Table S1). We purified
the PCR products using the Wizard® SV Gel and PCR Clean-UP System Protocol (Promega
Corporation, Madison, WI, USA), according to the manufacturer’s instructions. A Nan-
oDrop ND-100 spectrophotometer (Thermo Fisher Scientific, Waltham, MA, USA) was used
to assess the purity and integrity of PCR products before sequencing.

DNA sequencing was performed using a BigDye Terminator v3.1 Cycle Sequencing Kit
(Applied Biosystems, Waltham, MA, USA), according to the manufacturer’s instructions,
with the Sanger methodology in an ABI 3500xL Genetic Analyzer (Thermo Fisher Scientific,
Waltham, MA, USA). Sequencing Analysis Software v.5.4 was used to analyze the quality
of the rendered sequences. The gDNA and cDNA sequences were assembled and analyzed
using DNASTAR SeqMan Ultra software (https://www.dnastar.com. Assessed in August

https://bioinf.uni-greifswald.de/augustus/
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https://www.dnastar.com
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2023). The obtained nucleotide sequence corresponds to a single isocitrate lyase and is
available in GenBank under accession number OR643895.

4.5. Alternative Splicing Analyses

Sequencing reads from a previous RNA sequencing analysis available at the Gene Ex-
pression Omnibus under accession numbers GSE163357 and GSE134406 [23] were mapped
to the T. rubrum reference genome using the STAR aligner [48]. To identify AS events,
we processed the aligned reads using the ASpli package in R software version 4.3.1 [49].
Differential expression was analyzed using the DESeq2 Bioconductor package [50]. The
Benjamini–Hochberg-adjusted p-value was set to 0.05, with a Log2Fold Change of ±1.5 to
identify the abundance of significantly modulated levels of transcripts [23].

We used in silico tools to identify the isoforms, reading frames, conserved sites,
and domains of the isocitrate lyase encoded by TERG_01271 during AS events with IR
and conventional splicing mRNA processing. The ExPAsy Translate Tool [51] was used
to identify the translated protein sequences of the analyzed transcripts. We searched
for protein domains in virtual databases such as Ensembl Fungi [52], Interpro [53], and
PANTHER [54,55]. We drew a graphical representation of each isoform using Illustrator for
Biological Sequences software (IBS 1.0) [56].

4.6. RT-qPCR Analyses

We used a QuantStudio 3 Real-Time PCR System (Applied Biosystems, Waltham, MA,
USA) with the primers listed in Supplementary Table S1 for transcript quantification. For
TERG_01271, which exhibited both conventional and AS events, we designed primers
flanking only exon–exon junctions for traditional splicing analysis and primers within
the intronic region for IR events. The concentration of each primer was standardized for
reaction efficiencies between 90% and 110%. Reactions were prepared using Power SYBR™
Green PCR Master Mix (Applied Biosystems, Waltham, MA, USA) with ROX dye as a
fluorescent normalizer [57]. We used the 2−∆∆Ct method [58] for relative expression analysis,
considering the T. rubrum gene gapdh as an endogenous control. Relative expression
normalization of conventional splicing and IR events in the WT and mutant strains grown
in glucose or keratin and co-cultured with human keratinocytes was performed as described
previously [13]. The results are presented as the mean relative expression values from three
independent replicates with standard deviations.

4.7. Enzymatic Activity Assays

We used the macerated mycelium of WT and ∆stuA strains to assess enzymatic activity.
Approximately 0.75 g of macerated mycelium was mixed with 500 µL of a Tris-HCl buffer
(50 mM Tris-HCl, 2 mM MgCl2, 2 mM dithiothreitol, pH 8.0). The samples were vortexed
and centrifuged for 30 min at 1.268× g at 4 ◦C [9]. The supernatant (protein extract)
was collected and stored at −80 ◦C until enzymatic assays for isocitrate lyase and malate
synthase were performed. Proteins were quantified using the Bradford reagent (Sigma-
Aldrich, St. Louis, MO, USA), and concentrations were determined using a standard curve
of serial dilutions of Bovine Serum Albumin (BSA) (Sigma-Aldrich, St. Louis, MO, USA).

Isocitrate lyase activity was measured using a phenylhydrazone-based assay [41]. The
reaction was initiated by adding the isocitrate substrate (potassium phosphate 50 mM,
pH 7.0; MgCl2 2 mM, phenylhydrazone 10 mM, D-L isocitrate 2 mM, dithiothreitol
2 mM) with 1 µg of protein extract and incubated for 15 min at 30 ◦C. The glyoxylate–
phenylhydrazone product was quantified at 324 nm (ε 16.8 mM−1 cm−1) using an Evolu-
tion™ 201 UV-Visible Spectrophotometer (Thermo Fisher Scientific, Waltham, MA, USA) [9].
Under the assessed conditions, one enzyme unit was defined as the amount of enzyme that
produced 1 mmol glyoxylate–phenylhydrazone per minute.

For the enzymatic assay of malate synthase, 1 µg of protein extract was mixed with
malate substrate (imidazole buffer 30 mM; pH 8.0, MgCl2 10 mM, acetyl-CoA 0.25 mM,
glyoxylic acid 1 mM, 5,5′-dithio-bis, 2-nitrobenzoic acid 0.2 mM) and incubated for 5 min
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at 30 ◦C. The 5-thio-2-nitrobenzoic acid + CoA derivative product was quantified at 412 nm
(ε 13.6 mM−1 cm−1) using an Evolution™ 201 UV-Visible Spectrophotometer (Thermo
Fisher Scientific, Waltham, MA, USA) as previously described [59,60]. Under the assessed
conditions, one enzyme unit produced 1 µmole of acetyl-CoA per minute in the presence
of glyoxylate.

The enzymatic activities of isocitrate lyase and malate synthase were represented as
units per milligram (U/mg) of total protein extract. Three biological replicates were used
in each experiment.

4.8. Statistical Analysis

We used an unpaired t-test to statistically analyze the transcript quantifications and
enzymatic assay results. Statistical significance was determined using the Holm–Sidak
method with p < 0.05. Significance is represented in the graphs as * p < 0.05, ** p < 0.01,
*** p < 0.001, and **** p < 0.0001. GraphPad Prism software v.6 (GraphPad Software,
San Diego, CA, USA) [61] was used for statistical analysis and graph design.

5. Conclusions

In summary, our results provide new insights into the annotation of isocitrate lyase
genes. This is the first study to report the association of the transcription factor StuA with
the transcriptional regulation of genes involved in the glyoxylate cycle in conjunction
with AS events. The absence of StuA impaired the expression of genes encoding isocitrate
lyase and malate synthase during growth in different carbon sources and co-culture with
human keratinocytes. Therefore, this transcription factor can directly regulate TERG_01271
and indirectly regulate the OR643895 and malate synthase (TERG_01281) genes. We also
revealed a balance between conventional and AS in the post-transcriptional regulation of
TERG_01271. Finally, we demonstrated the impairment of isocitrate lyase activity in the
mutant strain under certain conditions. However, the enzymatic activity of malate synthase
was not entirely affected during fungi growth in different carbon sources.

Supplementary Materials: The following supporting information can be downloaded at https://
www.mdpi.com/article/10.3390/ijms25010405/s1.

Author Contributions: M.F.P. designed, conducted the experiments, and wrote the manuscript.
L.M.-S. supported the enzymatic activities assay, DNA sequencing, and contributed to the final
version of the manuscript. P.R.S. performed bioinformatic analysis. V.M.O. performed fungi cultures
and supported RNA and protein extraction. N.M.M.-R. and A.R. supervised the experiments’ design
and realization and edited the manuscript. All authors reviewed the manuscript and approved the
submitted version. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by grants from the Brazilian Agencies: São Paulo Research
Foundation—FAPESP (proc. No. 2019/22596-9, postdoctoral scholarship Nos. 2021/10359-2 to MP
and 2021/10255-2 to LM-S); the National Council for Scientific and Technological Development—CNPq
(grant Nos. 307871/2021-5 and 307876/2021-7); the Coordenação de Aperfeiçoamento de Pessoal
de Nível Superior (CAPES)—Finance Code 001; and the Fundação de Apoio ao Ensino, Pesquisa e
Assistência—FAEPA.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available in this article and the
accompanying Supplementary Data.

Acknowledgments: The authors thank Mendelson Mazucato and Marcos D. Martins for their
technical support.

Conflicts of Interest: The authors declare that the research was conducted in the absence of any
commercial or financial relationships that could be construed as potential conflict of interest.

https://www.mdpi.com/article/10.3390/ijms25010405/s1
https://www.mdpi.com/article/10.3390/ijms25010405/s1


Int. J. Mol. Sci. 2024, 25, 405 13 of 15

References
1. Chew, S.Y.; Lung Than, L.T. Glucose Metabolism and Use of Alternative Carbon Sources in Medically-Important Fungi. In Ency-

clopedia of Mycology; Elsevier: Amsterdam, The Netherlands, 2021; pp. 220–229.
2. Fleck, C.B.; Schöbel, F.; Brock, M. Nutrient Acquisition by Pathogenic Fungi: Nutrient Availability, Pathway Regulation, and

Differences in Substrate Utilization. Int. J. Med. Microbiol. 2011, 301, 400–407. [CrossRef] [PubMed]
3. Martínez-Herrera, E.; Moreno-Coutiño, G.; Fuentes-Venado, C.E.; Hernández-Castro, R.; Arenas, R.; Pinto-Almazán, R.;

Rodríguez-Cerdeira, C. Main Phenotypic Virulence Factors Identified in Trichophyton rubrum. J. Biol. Regul. Homeost. Agents 2023,
37, 2345–2356. [CrossRef]

4. Moskaluk, A.E.; VandeWoude, S. Current Topics in Dermatophyte Classification and Clinical Diagnosis. Pathogens 2022, 11, 957.
[CrossRef] [PubMed]

5. Sardana, K.; Gupta, A.; Mathachan, S. Immunopathogenesis of Dermatophytoses and Factors Leading to Recalcitrant Infections.
Indian. Dermatol. Online J. 2021, 12, 389. [CrossRef] [PubMed]

6. Martins, M.P.; Rossi, A.; Sanches, P.R.; Bortolossi, J.C.; Martinez-Rossi, N.M. Comprehensive Analysis of the Dermatophyte
Trichophyton rubrum Transcriptional Profile Reveals Dynamic Metabolic Modulation. Biochem. J. 2020, 477, 873–885. [CrossRef]
[PubMed]

7. Kaufman, G.; Benjamin, A.H.; Duek, L.; Ullman, Y.; Berdicevsky, I. Infection Stages of the Dermatophyte Pathogen Trichophyton:
Microscopic Characterization and Proteolytic Enzymes. Med. Mycol. 2007, 2, 149–155. [CrossRef]

8. Romani, L. Immunity to Fungal Infections. Nat. Rev. Immunol. 2011, 11, 275–288. [CrossRef]
9. Cruz, A.H.S.; Santos, R.S.; Martins, M.P.; Peres, N.T.A.; Trevisan, G.L.; Mendes, N.S.; Martinez-Rossi, N.M.; Rossi, A. Relevance of

Nutrient-Sensing in the Pathogenesis of Trichophyton rubrum and Trichophyton interdigitale. Front. Fungal Biol. 2022, 3, 858968.
[CrossRef]

10. Clark, D.P.; Cronan, J.E. Two-Carbon Compounds and Fatty Acids as Carbon Sources. EcoSal Plus 2005, 1, 343. [CrossRef]
11. Chew, S.Y.; Chee, W.J.Y.; Than, L.T.L. The Glyoxylate Cycle and Alternative Carbon Metabolism as Metabolic Adaptation

Strategies of Candida glabrata: Perspectives from Candida albicans and Saccharomyces cerevisiae. J. Biomed. Sci. 2019, 26, 1–10.
[CrossRef] [PubMed]

12. Dunn, M.F.; Ramírez-Trujillo, J.A.; Herná Ndez-Lucas, I. Major Roles of Isocitrate Lyase and Malate Synthase in Bacterial and
Fungal Pathogenesis. Microbiology 2009, 155, 3166–3175. [CrossRef] [PubMed]

13. Martins-Santana, L.; Petrucelli, M.F.; Sanches, P.R.; Martinez-Rossi, N.M.; Rossi, A. Peptidase Regulation in Trichophyton rubrum is
Mediated by the Synergism Between Alternative Splicing and StuA-Dependent Transcriptional Mechanisms. Front. Microbiol.
2022, 13, 930398. [CrossRef]

14. Shelest, E. Transcription Factors in Fungi. FEMS Microbiol. Lett. 2008, 286, 145–151. [CrossRef] [PubMed]
15. Weidemüller, P.; Kholmatov, M.; Petsalaki, E.; Zaugg, J.B. Transcription Factors: Bridge between Cell Signaling and Gene

Regulation. Proteomics 2021, 21, 2000034. [CrossRef] [PubMed]
16. Zhao, Y.; Su, H.; Zhou, J.; Feng, H.; Zhang, K.Q.; Yang, J. The APSES Family Proteins in Fungi: Characterizations, Evolution and

Functions. Fungal Genet. Biol. 2014, 81, 271–280. [CrossRef] [PubMed]
17. Connolly, L.A.; Riccombeni, A.; Grózer, Z.; Holland, L.M.; Lynch, D.B.; Andes, D.R.; Gácser, A.; Butler, G. The APSES Transcription

Factor Efg1 Is a Global Regulator That Controls Morphogenesis and Biofilm Formation in Candida parapsilosis. Mol. Microbiol.
2013, 90, 36–53. [CrossRef]

18. Yang, W.; Wu, H.; Wang, Z.; Sun, Q.; Qiao, L.; Huang, B. The APSES Gene MrStuA Regulates Sporulation in Metarhizium robertsii.
Front. Microbiol. 2018, 9, 1208. [CrossRef]

19. Sheppard, D.C.; Doedt, T.; Chiang, L.Y.; Kim, H.S.; Chen, D.; Nierman, W.C.; Filler, S.G. The Aspergillus fumigatus StuA Protein
Governs the Up-Regulation of a Discrete Transcriptional Program during the Acquisition of Developmental Competence. Mol.
Biol. Cell 2005, 16, 5866–5879. [CrossRef]

20. Twumasi-Boateng, K.; Yu, Y.; Chen, D.; Gravelat, F.N.; Nierman, W.C.; Sheppard, D.C. Transcriptional Profiling Identifies a Role
for BrlA in the Response to Nitrogen Depletion and for StuA in the Regulation of Secondary Metabolite Clusters in Aspergillus
fumigatus. Eukaryot. Cell 2009, 8, 104–115. [CrossRef]

21. Kröber, A.; Etzrodt, S.; Bach, M.; Monod, M.; Kniemeyer, O.; Staib, P.; Brakhage, A.A. The Transcriptional Regulators SteA and
StuA Contribute to Keratin Degradation and Sexual Reproduction of the Dermatophyte Arthroderma benhamiae. Curr. Genet. 2017,
63, 103–116. [CrossRef] [PubMed]

22. Lang, E.A.S.; Bitencourt, T.A.; Peres, N.T.A.; Lopes, L.; Silva, L.G.; Cazzaniga, R.A.; Rossi, A.; Martinez-Rossi, N.M. The StuA
Gene Controls Development, Adaptation, Stress Tolerance, and Virulence of the Dermatophyte Trichophyton rubrum. Microbiol.
Res. 2020, 241, 126592. [CrossRef] [PubMed]

23. Bitencourt, T.A.; Neves-da-Rocha, J.; Martins, M.P.; Sanches, P.R.; Lang, E.A.S.; Bortolossi, J.C.; Rossi, A.; Martinez-Rossi,
N.M. StuA-Regulated Processes in the Dermatophyte Trichophyton rubrum: Transcription Profile, Cell-Cell Adhesion, and
Immunomodulation. Front. Cell Infect. Microbiol. 2021, 11, 643659. [CrossRef] [PubMed]

24. Mishra, S.; Rastogi, S.K.; Singh, S.; Panwar, S.L.; Shrivash, M.K.; Misra, K. Controlling Pathogenesis in Candida albicans by
Targeting Efg1 and Glyoxylate Pathway through Naturally Occurring Polyphenols. Mol. Biol. Rep. 2019, 46, 5805–5820. [CrossRef]
[PubMed]

https://doi.org/10.1016/j.ijmm.2011.04.007
https://www.ncbi.nlm.nih.gov/pubmed/21550848
https://doi.org/10.23812/j.biol.regul.homeost.agents.20233705.231
https://doi.org/10.3390/pathogens11090957
https://www.ncbi.nlm.nih.gov/pubmed/36145389
https://doi.org/10.4103/idoj.IDOJ_503_20
https://www.ncbi.nlm.nih.gov/pubmed/34211904
https://doi.org/10.1042/BCJ20190868
https://www.ncbi.nlm.nih.gov/pubmed/32022226
https://doi.org/10.1080/13693780601113618
https://doi.org/10.1038/nri2939
https://doi.org/10.3389/ffunb.2022.858968
https://doi.org/10.1128/ecosalplus.3.4.4
https://doi.org/10.1186/s12929-019-0546-5
https://www.ncbi.nlm.nih.gov/pubmed/31301737
https://doi.org/10.1099/mic.0.030858-0
https://www.ncbi.nlm.nih.gov/pubmed/19684068
https://doi.org/10.3389/fmicb.2022.930398
https://doi.org/10.1111/j.1574-6968.2008.01293.x
https://www.ncbi.nlm.nih.gov/pubmed/18789126
https://doi.org/10.1002/pmic.202000034
https://www.ncbi.nlm.nih.gov/pubmed/34314098
https://doi.org/10.1016/j.fgb.2014.12.003
https://www.ncbi.nlm.nih.gov/pubmed/25534868
https://doi.org/10.1111/mmi.12345
https://doi.org/10.3389/fmicb.2018.01208
https://doi.org/10.1091/mbc.e05-07-0617
https://doi.org/10.1128/EC.00265-08
https://doi.org/10.1007/s00294-016-0608-0
https://www.ncbi.nlm.nih.gov/pubmed/27170358
https://doi.org/10.1016/j.micres.2020.126592
https://www.ncbi.nlm.nih.gov/pubmed/33002720
https://doi.org/10.3389/fcimb.2021.643659
https://www.ncbi.nlm.nih.gov/pubmed/34169004
https://doi.org/10.1007/s11033-019-05014-z
https://www.ncbi.nlm.nih.gov/pubmed/31410689


Int. J. Mol. Sci. 2024, 25, 405 14 of 15

25. Osherov, N.; Mathew, J.; Romans, A.; May, G.S. Identification of Conidial-Enriched Transcripts in Aspergillus nidulans using
Suppression Subtractive Hybridization. Acad. Press 2002, 37, 197–204. [CrossRef] [PubMed]

26. IpCho, S.V.S.; Tan, K.C.; Koh, G.; Gummer, J.; Oliver, R.P.; Trengove, R.D.; Solomon, P.S. The Transcription Factor Stua Regulates
Central Carbon Metabolism, Mycotoxin Production, and Effector Gene Expression in the Wheat Pathogen Stagonospora nodorum.
Eukaryot. Cell 2010, 9, 1100–1108. [CrossRef] [PubMed]

27. Blencowe, B.J. Alternative Splicing: New Insights from Global Analyses. Cell 2006, 126, 37–47. [CrossRef] [PubMed]
28. Black, D.L. Mechanisms of Alternative Pre-Messenger RNA Splicing. Annu. Rev. Biochem. 2003, 72, 291–336. [CrossRef]
29. Ast, G. How Did Alternative Splicing Evolve? Nat. Rev. Genet. 2004, 5, 773–782. [CrossRef]
30. Muzafar, S.; Sharma, R.D.; Chauhan, N.; Prasad, R. Intron Distribution and Emerging Role of Alternative Splicing in Fungi. FEMS

Microbiol. Lett. 2021, 368, fnab135. [CrossRef]
31. Fang, S.; Hou, X.; Qiu, K.; He, R.; Feng, X.; Liang, X. The Occurrence and Function of Alternative Splicing in Fungi. Fungal Biol.

Rev. 2020, 34, 178–188. [CrossRef]
32. Lopes, M.E.R.; Bitencourt, T.A.; Sanches, P.R.; Martins, M.P.; Oliveira, V.M.; Rossi, A.; Martinez-Rossi, N.M. Alternative Splicing

in Trichophyton rubrum Occurs in Efflux Pump Transcripts in Response to Antifungal Drugs. J. Fungi 2022, 8, 878. [CrossRef]
[PubMed]

33. Grützmann, K.; Szafranski, K.; Pohl, M.; Voigt, K.; Petzold, A.; Schuster, S. Fungal Alternative Splicing is Associated with
Multicellular Complexity and Virulence: A Genome-Wide Multi-Species Study. DNA Res. 2014, 21, 27–39. [CrossRef] [PubMed]

34. Galvão-Rocha, F.M.; Rocha, C.H.L.; Martins, M.P.; Sanches, P.R.; Bitencourt, T.A.; Sachs, M.S.; Martinez-Rossi, N.M.; Rossi, A.
The Antidepressant Sertraline Affects Cell Signaling and Metabolism in Trichophyton rubrum. J. Fungi 2023, 9, 275. [CrossRef]
[PubMed]

35. Mendes, N.S.; Bitencourt, T.A.; Sanches, P.R.; Silva-Rocha, R.; Martinez-Rossi, N.M.; Rossi, A. Transcriptome-Wide Survey of
Gene Expression Changes and Alternative Splicing in Trichophyton rubrum in Response to Undecanoic Acid. Sci. Rep. 2018, 8, 2520.
[CrossRef]

36. Petrucelli, M.F.; Peronni, K.; Sanches, P.R.; Komoto, T.T.; Matsuda, J.B.; da Silva Junior, W.A.; Beleboni, R.O.; Martinez-Rossi,
N.M.; Marins, M.; Fachin, A.L. Dual RNA-Seq Analysis of Trichophyton rubrum and HaCat Keratinocyte Co-Culture Highlights
Important Genes for Fungal-Host Interaction. Genes 2018, 9, 362. [CrossRef]

37. Cantelli, B.A.M.; Bitencourt, T.A.; Komoto, T.T.; Beleboni, R.O.; Marins, M.; Fachin, A.L. Caffeic Acid and Licochalcone A Interfere
with the Glyoxylate Cycle of Trichophyton rubrum. Biomed. Pharmacother. 2017, 96, 1389–1394. [CrossRef]

38. Komoto, T.T.; Bitencourt, A.; Silva, G.; Oliveira Beleboni, R.; Marins, M.; Fachin, A.L. Gene Expression Response of Trichophyton
rubrum during Coculture on Keratinocytes Exposed to Antifungal Agents. Evid. Based Complement. Altern. Med. 2015, 2015, 180535.
[CrossRef]

39. Lorenz, M.C.; Fink, G.R. The Glyoxylate Cycle Is Required for Fungal Virulence. Nature 2001, 412, 83–86. [CrossRef]
40. Fan, W.; Kraus, P.R.; Boily, M.-J.; Heitman, J. Cryptococcus neoformans Gene Expression during Murine Macrophage Infection.

Eukariotic Cell 2005, 4, 1420–1433. [CrossRef]
41. Ebel, F.; Schwienbacher, M.; Beyer, J.; Heesemann, J.; Brakhage, A.A.; Brock, M. Analysis of the Regulation, Expression, and

Localisation of the Isocitrate Lyase from Aspergillus fumigatus, a Potential Target for Antifungal Drug Development. Fungal Genet.
Biol. 2006, 43, 476–489. [CrossRef] [PubMed]

42. Derengowski, L.S.; Tavares, A.H.; Silva, S.; Procópio, L.S.; Felipe, M.S.S.; Silva-Pereira, I. Upregulation of Glyoxylate Cycle Genes
upon Paracoccidioides brasiliensis Internalization by Murine Macrophages and in Vitro Nutritional Stress Condition. Med. Mycol.
2008, 46, 125–134. [CrossRef] [PubMed]

43. Ramazi, S.; Zahiri, J. Post-Translational Modifications in Proteins: Resources, Tools and Prediction Methods. Database 2021,
2021, baab012. [CrossRef] [PubMed]

44. López-Boado, Y.S.; Herrero, P.; Fernández, T.; Fernández, R.; Moreno, F. Glucose-Stimulated Phosphorylation of Yeast Isocitrate
Lyase in Vivo. J. Gen. Microbiol. 1988, 134, 2499–2505. [CrossRef] [PubMed]

45. Da Silva Cruz, A.H.; Brock, M.; Zambuzzi-Carvalho, P.F.; Santos-Silva, L.K.; Troian, R.F.; Gões, A.M.; De Almeida Soares, C.M.;
Pereira, M. Phosphorylation is the Major Mechanism Regulating Isocitrate Lyase Activity in Paracoccidioides brasiliensis Yeast Cells.
FEBS J. 2011, 278, 2318–2332. [CrossRef] [PubMed]

46. Cove, D.J. The Induction and Repression of Nitrate Reductase in the Fungus Aspergillus nidulans. Biochim. Biophys. Acta 1966, 113,
51–56. [CrossRef] [PubMed]

47. Stanke, M.; Morgenstern, B. AUGUSTUS: A Web Server for Gene Prediction in Eukaryotes That Allows User-Defined Constraints.
Nucleic Acids Res. 2005, 33, W465–W467. [CrossRef]

48. Dobin, A.; Davis, C.A.; Schlesinger, F.; Drenkow, J.; Zaleski, C.; Jha, S.; Batut, P.; Chaisson, M.; Gingeras, T.R. STAR: Ultrafast
Universal RNA-Seq Aligner. Bioinformatics 2013, 29, 15. [CrossRef]

49. Mancini, E.; Rabinovich, A.; Iserte, J.; Yanovsky, M.; Chernomoretz, A. ASpli: Integrative Analysis of Splicing Landscapes through
RNA-Seq Assays. Bioinformatics 2021, 37, 2609–2616. [CrossRef]

50. Love, M.I.; Huber, W.; Anders, S. Moderated Estimation of Fold Change and Dispersion for RNA-Seq Data with DESeq2. Genome
Biol. 2014, 15, 1–21. [CrossRef]

51. Gasteiger, E.; Gattiker, A.; Hoogland, C.; Ivanyi, I.; Appel, R.D.; Bairoch, A. ExPASy: The Proteomics Server for in-Depth Protein
Knowledge and Analysis. Nucleic Acids Res. 2003, 31, 3784–3788. [CrossRef] [PubMed]

https://doi.org/10.1016/S1087-1845(02)00502-9
https://www.ncbi.nlm.nih.gov/pubmed/12409104
https://doi.org/10.1128/EC.00064-10
https://www.ncbi.nlm.nih.gov/pubmed/20495056
https://doi.org/10.1016/j.cell.2006.06.023
https://www.ncbi.nlm.nih.gov/pubmed/16839875
https://doi.org/10.1146/annurev.biochem.72.121801.161720
https://doi.org/10.1038/nrg1451
https://doi.org/10.1093/femsle/fnab135
https://doi.org/10.1016/j.fbr.2020.10.001
https://doi.org/10.3390/jof8080878
https://www.ncbi.nlm.nih.gov/pubmed/36012866
https://doi.org/10.1093/dnares/dst038
https://www.ncbi.nlm.nih.gov/pubmed/24122896
https://doi.org/10.3390/jof9020275
https://www.ncbi.nlm.nih.gov/pubmed/36836389
https://doi.org/10.1038/s41598-018-20738-x
https://doi.org/10.3390/genes9070362
https://doi.org/10.1016/j.biopha.2017.11.051
https://doi.org/10.1155/2015/180535
https://doi.org/10.1038/35083594
https://doi.org/10.1128/EC.4.8.1420-1433.2005
https://doi.org/10.1016/j.fgb.2006.01.015
https://www.ncbi.nlm.nih.gov/pubmed/16603391
https://doi.org/10.1080/13693780701670509
https://www.ncbi.nlm.nih.gov/pubmed/18324491
https://doi.org/10.1093/database/baab012
https://www.ncbi.nlm.nih.gov/pubmed/33826699
https://doi.org/10.1099/00221287-134-9-2499
https://www.ncbi.nlm.nih.gov/pubmed/3076186
https://doi.org/10.1111/j.1742-4658.2011.08150.x
https://www.ncbi.nlm.nih.gov/pubmed/21535474
https://doi.org/10.1016/S0926-6593(66)80120-0
https://www.ncbi.nlm.nih.gov/pubmed/5940632
https://doi.org/10.1093/nar/gki458
https://doi.org/10.1093/bioinformatics/bts635
https://doi.org/10.1093/bioinformatics/btab141
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1093/nar/gkg563
https://www.ncbi.nlm.nih.gov/pubmed/12824418


Int. J. Mol. Sci. 2024, 25, 405 15 of 15

52. Kersey, P.J.; Lawson, D.; Birney, E.; Derwent, P.S.; Haimel, M.; Herrero, J.; Keenan, S.; Kerhornou, A.; Koscielny, G.; Kä Hä Ri, A.;
et al. Ensembl Genomes: Extending Ensembl across the Taxonomic Space. Nucleic Acids Res. 2010, 38, D563–D569. [CrossRef]
[PubMed]

53. Hunter, S.; Apweiler, R.; Attwood, T.K.; Bairoch, A.; Bateman, A.; Binns, D.; Bork, P.; Das, U.; Daugherty, L.; Duquenne, L.; et al.
InterPro: The Integrative Protein Signature Database. Nucleic Acids Res. 2009, 37, 211–215. [CrossRef] [PubMed]

54. Mi, H.; Ebert, D.; Muruganujan, A.; Mills, C.; Albou, L.P.; Mushayamaha, T.; Thomas, P.D. PANTHER Version 16: A Revised
Family Classification, Tree-Based Classification Tool, Enhancer Regions and Extensive API. Nucleic Acids Res. 2021, 49, D394–D403.
[CrossRef] [PubMed]

55. Mi, H.; Muruganujan, A.; Huang, X.; Ebert, D.; Mills, C.; Guo, X.; Thomas, P.D. Protocol Update for Large-Scale Genome and
Gene Function Analysis with the PANTHER Classification System (v.14.0). Nat. Protoc. 2019, 14, 703–721. [CrossRef]

56. Liu, W.; Xie, Y.; Ma, J.; Luo, X.; Nie, P.; Zuo, Z.; Lahrmann, U.; Zhao, Q.; Zheng, Y.; Zhao, Y.; et al. IBS: An Illustrator for the
Presentation and Visualization of Biological Sequences. Bioinformatics 2015, 31, 3359–3361. [CrossRef]

57. Jacobson, L.S.; McIntyre, L.; Mykusz, J. Assessment of Real-Time PCR Cycle Threshold Values in Microsporum canis Culture-
Positive and Culture-Negative Cats in an Animal Shelter: A Field Study. J. Feline Med. Surg. 2018, 20, 108–113. [CrossRef]

58. Livak, K.J.; Schmittgen, T.D. Analysis of Relative Gene Expression Data Using Real-Time Quantitative PCR and the 2-∆∆CT
Method. Methods 2001, 25, 402–408. [CrossRef]

59. Silverstein, R.M. The Determination of Human Plasminogen Using Nα-CBZ-l-Lysine p-Nitrophenyl Ester as Substrate. Anal.
Biochem. 1975, 65, 500–556. [CrossRef]

60. Chell, R.M.; Sundaram, T.K.; Wilkinsont, A.E. Isolation and Characterization of Isocitrate Lyase from a Thermophilic Bacillus sp.
Biochem. J. 1978, 173, 165–177. [CrossRef]

61. Swift, M.L. GraphPad Prism, Data Analysis, and Scientific Graphing. J. Chem. Inf. Comput. Sci. 1997, 2, 411–412. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1093/nar/gkp871
https://www.ncbi.nlm.nih.gov/pubmed/19884133
https://doi.org/10.1093/nar/gkn785
https://www.ncbi.nlm.nih.gov/pubmed/18940856
https://doi.org/10.1093/nar/gkaa1106
https://www.ncbi.nlm.nih.gov/pubmed/33290554
https://doi.org/10.1038/s41596-019-0128-8
https://doi.org/10.1093/bioinformatics/btv362
https://doi.org/10.1177/1098612X17706270
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1016/0003-2697(75)90535-7
https://doi.org/10.1042/bj1730165
https://doi.org/10.1021/ci960402j

	Introduction 
	Results 
	Reannotation of Isocitrate Lyase as a Single Gene (OR643895) 
	The stuA Mutant Reduces the Transcription of Isocitrate Lyase and Malate Synthase Genes 
	Alternative Splicing Assay 
	The Enzymatic Activities of Isocitrate Lyase and Malate Synthase during Fungal Growth in a Medium Supplemented with Glucose or Keratin 

	Discussion 
	The Expression of Glyoxylate Cycle Genes Depends on StuA during Fungal Growth in Keratin 
	Isocitrate Lyase and Malate Synthase Genes Are Upregulated during Co-Culture with Human Keratinocytes, but the Absence of StuA Impairs Their Expression 
	Post-Transcriptional Regulation of TERG_01271 by Alternative Splicing 
	Isocitrate Lyase and Malate Synthase Activities Are Independently Regulated during T. rubrum Culture in Glucose or Keratin 

	Materials and Methods 
	Fungal Strains and Culture Conditions 
	Co-Culture of Fungal Strains and Human Keratinocytes 
	RNA Extraction and cDNA Synthesis 
	Genomic DNA and cDNA Sequencing of Isocitrate Lyase 
	Alternative Splicing Analyses 
	RT-qPCR Analyses 
	Enzymatic Activity Assays 
	Statistical Analysis 

	Conclusions 
	References

