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Abstract: Aspartic proteases (APs), hydrolases with aspartic acid residues as catalytic active sites, are
closely associated with processes such as plant growth and development and fungal and bacterial
pathogenesis. F. graminearum is the dominant pathogenic fungus that causes Fusarium head blight
(FHB) in wheat. However, the relationship of APs to the growth, development, and pathogenesis of
F. graminearum is not clear. Therefore, we selected the FGSG_09558 gene, whose function annotation
is aspartate protease, for further study. In this study, FGSG_09558 was found to contain a conserved
structural domain and signal peptide sequence of aspartic acid protease and was therefore named
FgAsp. The function of FgAsp in F. graminearum was investigated by constructing the knockout and
complementation mutants of this gene. The results showed that with respect to the wild type (PH-1),
the knockout mutant showed a significant reduction in mycelial growth, asexual spore production,
and sexual spore formation, highlighting the key role of FgAsp in the growth and development
of F. graminearum. In addition, the mutants showed a significant reduction in the virulence and
accumulation level of deoxynivalenol (DON) content on maize whiskers, wheat germ sheaths, and
wheat ears. DON, as a key factor of virulence, plays an important role in the F. graminearum infection
of wheat ears, suggesting that FgAsp is involved in the regulation of F. graminearum pathogenicity
by affecting the accumulation of the DON toxin. FgAsp had a significant effect on the ability of
F. graminearum to utilize various sugars, especially arabinose. In response to the stress, hydrogen
peroxide inhibited the growth of the mutant most significantly, indicating the important function of
FgAsp in the strain’s response to environmental stress. Finally, FgAsp plays a key role in the regulation
of F. graminearum growth and development, pathogenicity, and environmental stress response.

Keywords: Fusarium graminearum; aspartic proteases; gene knockout; pathogenicity

1. Introduction

Fusarium graminearum is a phytopathogenic fungus responsible for wheat scab [1].
In wheat plants, it infects the spike, leading to the contamination of mature seeds by
mycotoxins such as deoxynivalenol (DON) [2,3]. These mycotoxins adversely affect the
health of both humans and livestock [4–7]. Fusarium graminearum thrives in warm and
humid environments and can infect various gramineous plants, causing diseases like wheat
blight. It is widely distributed around the globe and contributes to significant economic
losses in agriculture [8,9]. Preventive and management strategies for F. graminearum include
the use of resistant plant varieties and the application of fungicides [8–10]. Research into
the molecular biology and genetics of F. graminearum has provided valuable insights into
the fungus’s biology, pathogenic mechanisms, and interactions with host crops. The
application of gene knockout technology allows the targeted deletion of specific genes,
thereby elucidating their functions in biological characterization.
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Aspartic proteinases (APs) are a class of hydrolytic proteases that maintain high
activity under acidic conditions. These enzymes are found in plants, animals, and microor-
ganisms. Structurally, they exhibit a bilobal fold and contain a highly conserved DT/SG
sequence (Asp-Gly-Thr/Ser). Additionally, they possess an aspartic acid residue at both
the amino and carboxyl termini [11–13]. In the cell, APs utilize the aspartic acid residues
in their active sites, making them important targets for research into the development of
fungicides [14]. A gene encoding an aspartic proteinase cloned from Trichoderma asperellum
(ACCC30536) was successfully expressed in Escherichia coli BL21. The purified recombinant
protein, rAsp55, demonstrated significant protease activity and was effective in inhibiting
the mycelial growth of the phytopathogenic fungus Alternaria alternata [15].

APs play important roles in various biological processes in fungi, including biofilm
development, trophic hyphae formation, spore development, host adhesion and invasion,
and immune evasion. Among fungal pathogens, Candida albicans is particularly notable,
as its secreted aspartic proteases (SAPs) are key factors contributing to the virulence of
pathogenic fungal infections. The aspartic proteases from the Candida genus exploit their
hydrolase activity to extract nutrients from the environment, reduce host defenses, and
disrupt the internal homeostasis of the human host [16]. In C. albicans, the hydrolytic
cleavage of mucin Msb2 by the aspartic protease SAP8 activates the Cek1-MAPK pathway,
which induces cell morphogenesis, biofilm formation, and fungal budding and enhances
the pathogen’s ability to infect the host [17]. Additionally, the aspartic protease SAP9
regulates mycelial formation by modulating EFG1 expression through a cAMP-dependent
pathway [18]. Furthermore, the deletion of Sapa3, the major secreted aspartyl protease
in C. auris, results in a significant decrease in SAP activity and a marked reduction in its
virulence [19]. Similar roles are observed in aspartic proteases secreted by other filamentous
fungi. For example, the aspartic protease P6281 from Trichoderma harzianum is involved in
its biological control activity. It plays a role in the parasitism of phytopathogenic fungi and
can inhibit spore germination and the growth of plant and animal pathogens, including
Botrytis cinerea, Mucor circinelloides, Aspergillus fumigatus, A. flavus, Rhizoctonia solani, and C.
albicans [20]. Moreover, the aspartic protease FolAsp enhances virulence expression in the
fungus Fusarium oxysporum f. sp. lycopersici while inhibiting reactive oxygen species (ROS)
production in plants [21]. Studies have also reported genes involved in aspartic protease
synthesis in F. graminearum. Notably, the barley renin-like aspartic protease HvNEP-1 has
been shown to degrade Fusarium phytase, affect toxin production, and inhibit fungal
growth [22]. Additionally, the F. graminearum effector protease FgTPP1 enhances pathogen
virulence by attenuating the chitin-mediated activation of mitogen-activated protein kinase
(MAPK) signaling, ROS production, and evasion of host immune responses through the
expression of auto-antioxidant proteins when expressed in plants [23].

Considering the importance of secreted aspartyl proteases in various organisms
and their potential as therapeutic targets, this study aims to functionally analyze FgAsp
(FGSG_09558), a gene annotated as secreted aspartyl proteases in the F. graminearum genome.
We obtained knockout and complementary mutants to investigate the functional roles of
FgAsp in mycelial growth, asexual reproduction, sexual reproduction, pathogenicity, and
stress responses in F. graminearum. According to the results obtained, the FgAsp gene repre-
sents a new target for developing plant protection means for F. graminearum management.

2. Materials and Methods
2.1. Screening for the Target Gene

A total of 200 genes were identified by predicting signal peptides from the F. gramin-
earum genome database (http://fgbase.wheatscab.com/, accessed on 20 September 2023)
using the SignalP-6.0 tool (https://services.healthtech.dtu.dk/services/SignalP-6.0/, ac-
cessed on 20 September 2023). Subsequently, transmembrane structures were predicted for
the genes containing signal peptides using TMHMM-2.0 (https://services.healthtech.dtu.
dk/services/TMHMM-2.0/, accessed on 20 September 2023). The identified genes were
then subjected to functional annotation using BLAST on NCBI (https://www.ncbi.nlm.
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nih.gov/, accessed on 20 September 2023). Ultimately, we selected the gene functionally
annotated as aspartic protease FGSG_09558 for further study.

2.2. Bioinformatics Analysis

The genome data for F. graminearum were retrieved from the F. graminearum genome
database (http://fgbase.wheatscab.com/, accessed on 20 September 2023). Conserved
domains within the FgAsp (FGSG_09558) gene were identified using the online Pfam tool
(http://pfam.xfam.org/, accessed on 20 September 2023) [24]. The tertiary structure models
of FgAsp proteins were generated using SWISS-MODEL software (https://swissmodel.
expasy.org/, accessed on 20 September 2023) [25]. The transmembrane structure of FgAsp
was predicted via the TMHMM-2.0 prediction website (https://services.healthtech.dtu.
dk/services/TMHMM-2.0/, accessed on 20 September 2023) [26]. Predicted expression
data for the FgAsp gene were downloaded from the F. graminearum genome database
(http://fgbase.wheatscab.com/, accessed on 20 September 2023) and analyzed using Prism-
8.0 software to process and interpret the expression levels [27]. The SignalP-6.0 server (https:
//services.healthtech.dtu.dk/services/SignalP-6.0/, accessed on 20 September 2023) was
utilized to identify the presence and cleavage sites of signal peptides in FgAsp proteins [28].
Predictions for subcellular localization were conducted using the Plant-PLoc server (http:
//www.csbio.sjtu.edu.cn/bioinf/plant/, accessed on 20 September 2023).

2.3. Split PCR Construction of Gene Knockout Cassette

Primer Premier 5.0 was utilized to design primers specific to the FgAsp gene (Table S1).
Genomic DNA from the PH-1 strain served as the template for amplifying the upstream
L1 (1473 bp) fragment and the downstream L2 (1372 bp) fragment of FgAsp using the
primer pairs FgAsp-1F/2R and FgAsp-3F/4R. The selectable marker gene hygromycin
B phosphotransferase (hph), present in the plasmid pCB1003, was employed for gene
replacement. The upstream H1 (763 bp) region and downstream H2 (929 bp) DNA fragment
of the hph gene were amplified with the primer pairs HYG/F/YG/R and HY/F/HYG/R.
The upstream L1 and H1 fragments served as template 1, while the downstream L2 and H2
fragments served as template 2. The fusion fragments FgAsp-LH1 (2236 bp) and FgAsp-
HL2 (2301 bp), which formed the knockout cassette replacing the target gene with the hph
gene, were amplified through overlap PCR using the FgAsp-1F/YG/R and HY/F/FgAsp-
4R primers, respectively (Figure S1) [29].

2.4. Gene Knockout and Complementation

The PEG-mediated protoplast transformation method was employed for gene knock-
out (Figure 1) [30]. Protoplast preparation from PH-1 involved collecting young mycelia
from YEPD liquid culture medium after 12 h. The mycelia were filtered using aseptic filter
paper, washed twice with sterile water, and then washed once with 1.2 M KCl to maintain
osmotic pressure. The pre-configured enzymolysis solution buffer, containing 2% lysozyme,
3% snailase, 2% cellulase, and 0.5% lysozyme in 10 mL KCl, was applied to the mycelium
for 3 h. Finally, four layers of sterile microscope wipes with one layer of sterile filter cloth
were used to filter the mycelial enzymatic mixture. The filtrate was collected into a 50 mL
aseptic centrifuge tube at 4000 rpm for 8 min. The supernatant was quickly discarded, and
1 mL of STC buffer liquid (0.735% CaCl2·2H2O (Sinopharm, Shanghai, China), 10% 0.5 M
Tris-Cl (pH 8.0), 20% sucrose (Sinopharm, Shanghai, China)) was added to the precipitate
to resuspend PH-1 protoplasts.
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Figure 1. The FgAsp gene deletion and complementation strategies.

A total of 10 µg DNA (FgAsp-LH1 and FgAsp-HL2) was added to 500 µL of PH-
1 protoplasts for transformation proportionately. Subsequently, 1 mL PTC buffer (40%
PEG8000 (Sigma-Aldrich, St. Louis, MO, USA) in STC buffer) was added gently, and TB3
liquid medium was added to 7.5 mL and incubated at 110 rpm at 25 ◦C for 12 to 16 h for
transformation in dark. The regenerating protoplasts were mixed with the bottom layer
TB3 agar melted medium with 50 µg/mL of ampicillin and 200 µg/mL of hygromycin B
and then screened by top layer containing 250 µg/mL of hygromycin B incubated at 25 ◦C
for 24–72 h.

Four pairs of primers, FgAsp-5F/6R, H850/H852, FgAsp-7F/H855R, and H856F/FgAsp-
8R (Table S1), were utilized for screening of potential transformants. FgAsp-5F/6R and
H850/H852 to detect the presence of the FgAsp gene and hph gene, respectively, and FgAsp-
7F/H855R and H856F/FgAsp-8R to detect the completion of homologous recombination
in the upstream and downstream regions, respectively. The deletion of the target gene,
the presence of the hph gene, and the success of homologous recombination in upstream
and downstream regions together indicate positive transformants. Additionally, positive
transformants were confirmed by RT-PCR, where the cDNA of PH-1 and positive transfor-
mants was amplified using RT-PCR-FgAspF/R with target gene primers (the Actin gene
served as the internal reference). If the Actin gene is amplified in both PH-1 and positive
invertors, but the target gene is amplified only in PH-1, this indicates that the FgAsp gene
has been successfully replaced by the hygromycin resistance gene, confirming that the
positive invertor is the knockout mutant ∆FgAsp.

In the gene complementation assay, PH-1 genomic DNA served as the template, with
primers CMFgAsp-F and CMFgAsp-R (Table S1), along with high-fidelity enzymes, used to
amplify gene fragments containing the promoter and no stop codon. The pKNT-FgAsp-GFP
chimeric complementation vector was then ligated into the pKNT-GFP (neomycin gene-
containing) plasmid and transformed into DH5α receptor cells. This complementary vector
was subsequently transferred into ∆FgAsp protoplasts via PEG-mediated transformation,
and the transformants were selected using 200 mg/mL G418 and identified by PCR using
the primers FgAsp-CMF/R (Table S1). The confirmed complementary strain C∆FgAsp was
used for subsequent experiments.

2.5. Phenotypic Identification and Conidial Formation

The strains were activated on potato sucrose agar (PSA) medium (Table S3) for 3 days.
Hyphae were scraped off, and the edge of the fungal disc (with a diameter of 5 mm) was
picked with a sterile toothpick and inoculated on PSA medium plate. Five replicates were
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conducted for each strain. After three days of growth in an incubator at 25 ◦C, the diameter
of each colony was measured, and photographs were taken for documentation.

To observe the effect of FgAsp knockout on mycelial tips, a sterile coverslip was
inserted at a 45◦ angle into 1/2 CM solid medium (Table S3). Mycelial plugs (with a
diameter of 5 mm) of each strain were inoculated at the center of the plate. Five replicates
were performed for each strain. After incubation at 25 ◦C, micrographs were obtained
using fluorescence microscopy (Nikon Orthostatic Microimaging System NI-U) of hyphae
present on approximately two-thirds of the coverslip.

Three mycelial plugs (with a diameter of 5 mm) of each strain were selected with
a sterile toothpick, placed into 50 mL of carboxymethyl cellulose (CMC) liquid medium
(Table S3), and incubated at 25 ◦C in a shaker (150 rpm) for 5 days. Then, 24 and 48 h
media (containing sporulation structures) were taken, and the sporulation structures were
observed under a microscope and photographed. After 5 days, the conidia was filtered
with two layers of sterile paper and one layer of sterile filter cloth, and 10 µL of conidial
suspension of each strain was aspirated onto a hemocytometer plate to calculate the rate of
conidia production for each strain based on data from ten experiments using the five-point
counting method (the conidia were counted in five areas on the hemocytometer (the area
of the central grid and its four corners) using the 10× objective lens of the microscope).
Conidia suspensions of the strains were subjected to a one-minute staining process with
calcofluor white (CFW, Coolaber, BeiJing, 10 µg/mL) in the dark, after which the number
of conidia exhibiting distinct septation patterns was counted. Each strain underwent a
repetition of 100 conidia.

In order to observe the germination pattern of conidia, the conidia suspension was
collected based on the sporulation rate statistics and transferred into 100 mL of yeast extract
peptone dextrose (YEPD) liquid medium (Table S3). The suspension was cultivated at
25 ◦C with a rotation speed of 150 rpm for either 6 or 12 h. Observations were made using
differential interference contrast microscopy.

2.6. Pathogenicity Tests

An appropriate quantity of sterilized wheat grains (Yangmai 158, 100 grains) was
hydroponically cultured for 3 days. Meanwhile, conidia suspensions of PH-1, deletion, and
complementation strains were collected and adjusted to 1–1.5 × 107 conidia mL−1. The
tip of the germ sheath was trimmed to a length of 1–2 mm, after which 5 µL of the conidia
suspension was applied. This process was repeated for each strain with 15 replicated
plants. Following 7 days of incubation at 25 ◦C and 90% humidity, the infection length
was measured.

Conidia from different strains were collected similarly, with the concentration adjusted
to 1.0–2.0 × 105 conidia mL−1. A specific length of wheat leaf was cut and placed facing
upwards on a PSA plate. Both ends of the leaf were sealed with PSA, and the middle
section was gently scratched with the tip of a syringe needle. An aliquot of the conidia
suspension (10 µL) was introduced to the scratched area. This process was repeated three
times for each strain. After a five-day incubation period at 25 ◦C, the length of infection
was measured.

For the inoculation of wheat spikes in the field, a conidia suspension with a concen-
tration of 1.0 × 106 conidia mL−1 was inoculated into the anthers of the central portion
of the spike during the wheat flowering period. Subsequently, the spikes were sprayed
with water and covered with plastic bags, which were removed after 48 h. After 14 days,
disease incidence was recorded for all trials, and pictures were obtained. A total of 30
wheat spikes was inoculated for each strain, and the disease index for each strain was
calculated according to standardized methods [31].

Three layers of sterile filter paper kept moist were placed in the petri dish, 5 mm of
mycelium plug of each strain was placed on one end of four fresh corn whiskers, and the
incidence was observed and recorded after 5 days of cultivation in an incubator at 25 ◦C.
All experiments were repeated three times with three replicates at each time.



J. Fungi 2024, 10, 879 6 of 16

2.7. Sexual Reproduction Assays

After activation on PSA medium plates for 3 days, the mycelium was scraped off and
the edge of the disk (5 mm in diameter) was inoculated onto carrot agar medium (Table S3)
and incubated for 7 days at 25 ◦C in an incubator. After scraping off the aerial mycelium,
it was incubated under a black light at 25 ◦C and observed daily. After the mycelium
grew, 1% Tween 20 (Sinopharm, Shanghai, China) was used to fix the mycelium, and the
incubation was continued for two weeks and recorded. Five replicates were performed for
each strain. Then, the fungus cake was beaten with a 1 mL pipette tip, cut, placed vertically
in disposable slides, and incubated at 25 ◦C for 24–48 h for observation of ascomycete spore
eruption. Finally, the ascospore shells were scraped from the culture medium, placed on
the slides and pressed, and the ascospore morphology observed under the microscope.

2.8. Determining DON Content and TRI Genes Expression Analysis

The concentration of DON was measured in cultures of the PH-1, ∆FgAsp, and
C∆FgAsp strains, which were cultured in liquid thioglycolate broth with indicator (TBI)
medium (Table S3). The strains were grown in 20 mL of the medium at 28 ◦C in the dark
with shaking at 120 rpm for 6 days. Supernatants from TBI cultures were performed
using 8 mL of ethyl acetate. The extracts were then desiccated under a nitrogen stream,
re-suspended in 1 mL of ethyl acetate, and analyzed using high-performance liquid chro-
matography coupled with tandem mass spectrometry (HPLC-MS/MS-6500, AB SCIEX,
Framingham, MA, USA) to determine the DON content. The fungal cultures were obtained
using the same method; RNA was extracted and reverse-transcribed, and the expression
levels of TRI5, TRI6, TRI10, and TRI101 were determined [32].

After infection of the wheat spikes by F. graminearum, the amount of DON was deter-
mined. First, 5 grams of freeze-dried wheat powder was transferred to a 50 mL centrifuge
tube, and 20 mL of an extraction solution (50% acetonitrile and 1% formic acid) in a 1:1 vol-
ume ratio was added. The mixture was vigorously vortexed for 5 min and then centrifuged
at 3400× g rpm for 5 min. Then, 2 milliliters of the supernatant was taken and mixed with
0.2 g MgSO4, 0.1 g NaCl, 0.1 g Na3C6H5O7, and 0.1 g C18. The mixture was vortexed
thoroughly for 1 min and then centrifuged at 3400 rpm for 5 min. The resulting supernatant
was transferred to a 2 mL centrifuge tube, dried under nitrogen at room temperature,
re-dissolved in 0.5 mL of mobile phase, and filtered through a 0.22 µm filter membrane,
and the filtrate was used for chromatographic analysis in a 2 mL brown vial [33].

2.9. Sensitivity to External Stress and Transport of Different Sugars

The fungal strains were activated and placed on plates containing PSA alone or
supplemented with 1.2 M NaCl, 1 M KCl, 0.2 M MgCl2, 1.2 M CaCl2, and 15 mM H2O2.
Three replicate plates were performed for each strain. The plates were incubated at 25 ◦C
in the dark, and the colony diameters were measured.

In MM media containing 3% sucrose, glucose, galactose, mannitol, or arabinose,
blocks of PH-1, deletion mutants, and complementary mutants were placed on the media.
Following a three-day incubation period at 25 ◦C, the colony diameters were measured.

3. Results
3.1. Bioinformatics Analysis

A conserved structural domain prediction of FgAsp was performed using the on-
line tool InterPro, revealing that the gene contains a conserved structural domain named
Eukaryotic aspartyl protease, located at amino acid positions 46 to 405 (Figure 2A). The
online tool confirmed the presence of transmembrane domains in FgAsp (Figure 2B). Ter-
tiary structure modeling indicated that FgAsp belongs to the membrane protein category
(Figure 2C). Signal peptide prediction using SignalP-6.0 demonstrated that the FgAsp signal
peptide has an 87.5% probability of being classified as SP (Sec/SPI). This analysis indi-
cated a cleavage site between residues 22 and 23, confirming that the protein has a signal
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peptide (Figure 2D). The results suggest that the protein is a secreted protein containing
aspartic protease.
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Based on the gene expression data available at [27], the FgAsp gene was obtained
from the F. graminearum genome database and drawn using Graphpad Prism 10.1.2to
examine its expression patterns across various life stages of F. graminearum (Figure 2E).
Expression analysis was conducted during the conidia stage (Coni), the mycelial stage,
sexual development (3 and 8 days), and various infection stages on wheat. The results
indicated that the FgAsp gene was expressed at all times, suggesting that the FgAsp gene
plays a critical role in F. graminearum.

3.2. Deletion of the Gene FgAsp Is of Significant Importance for Mycelial Growth of
F. graminearum

The DNA of the potential transformants obtained from the initial screening was used
as a template for a crude PCR assay. Transformants were generated via protoplast trans-
formation screening, with a transformation frequency of 14%. PCR electrophoresis results
with four primers confirmed that 50% of the transformants were positive. Additionally,
RT-PCR indicated that the Actin gene could be amplified in PH-1 and transformants strains,
while the target gene was amplified only in the PH-1 strain, and it was not expressed in the
knockout mutant ∆FgAsp (Figure S2B).
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In the gene backup experiment, four complementary transformants were obtained, and
PCR test results showed that all four had the correct size of the target gene band, indicating
that the complementary strain C∆FgAsp was successfully generated. One strain among the
knockout and complementary transformants was randomly selected (Figure S2C).

To investigate the effect of FgAsp on fungal growth, strains PH-1, ∆FgAsp, and
C∆FgAsp were inoculated on 20 mL of PSA medium. The growth rate of the C∆FgAsp
strain was statistically similar to that of PH-1, whereas ∆FgAsp exhibited a significantly
reduced growth rate. Measurements of colony diameter and calculations showed that
on PSA medium, the growth rate for PH-1 was 14.0 mm d−1, while that of ∆FgAsp was
11.4 mm d−1, indicating a 19% decrease in growth rate for ∆FgAsp compared with PH-1
(Figure 3A,B). Furthermore, microscopic observations of hyphal growth at the colony edges
revealed abnormal tip branching of hyphae in ∆FgAsp, contrasting with the straight hyphae
observed in PH-1 and C∆FgAsp (Figure 3C).
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Figure 3. (A) Colony morphology of PH-1, ∆FgAsp, and C∆FgAsp. (B) Growth rates of wild-type
PH-1, ∆FgAsp, and C∆FgAsp strains. (C) PH-1, ∆FgAsp, and C∆FgAsp hyphal edge morphology.
Scale bar = 20 µm. Means and standard errors were calculated using t-tests based on data from three
independent biological replicates. Different letters indicate significant difference at the level of 0.05.

3.3. FgAsp Gene Is Involved in the Production and Germination of Conidia

The results of the study showed that the conidial peduncle produced by ∆FgAsp at 24
and 48 h was smaller in size compared with those of PH-1 and C∆FgAsp (Figure 4A). After
a five-day incubation period in CMC cultures, the production, number, and morphology
of conidia were observed under the microscope. The ∆FgAsp strain produced 5.2 × 105

conidia mL−1, reflecting a 42.1% decrease in yield compared with PH-1 (Figure 4B, Table
S2). However, no significant differences were observed in the morphology of the conidia
(Figure S3) or in the number of septa between ∆FgAsp conidia and PH-1 (Figure 4C). After
6 h of culturing in YEPD medium, the percentage of non-germinated ∆FgAsp conidia
was 9%, with fewer conidia germinating at both ends compared with PH-1 and C∆FgAsp
(Figure 4D and Figure S4).
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Figure 4. (A) Conidiophores of PH-1, ∆FgAsp, and C∆FgAsp. The red arrows indicate the attached
conidia on the conidial peduncle of each strain. Scale bar = 25 µm. (B) The sporogenesis rates of
PH-1, ∆FgAsp, and C∆FgAsp. Different lowercase letters a and b represent significant differences.
(C) Statistics of the number of septa in conidia of PH-1, ∆FgAsp, and C∆FgAsp. Scale bar = 25 µm.
(D) Conidia germination statistics of PH-1, ∆FgAsp, and C∆FgAsp.

3.4. FgAsp Gene Is Crucial for Plant Infection

The pathogenicity of ∆FgAsp was evaluated in wheat coleoptiles, wheat leaves, field
wheat spikes, and corn whiskers. Inoculation with the ∆FgAsp strain resulted in a reduc-
tion in pathogenicity of 9.2%, 4.4%, 5.1%, and 5.3%, respectively, compared with PH-1
(Figure 5A1–D2). Additionally, inoculation of conidia into wheat spikes during anthesis
demonstrated that PH-1 and C∆FgAsp caused typical disease symptoms, while ∆FgAsp
exhibited reduced pathogenicity. Statistical analysis of the data, based on three independent
biological replicates using the t-test method, showed that the disease indices for PH-1 and
C∆FgAsp were 4.1 and 4.2, respectively, 14 days after infestation of the wheat ears. In
contrast, the average disease index for ∆FgAsp was significantly lower (2.6; Table S2). These
findings suggest that the FgAsp gene influences the pathogenicity of F. graminearum by
affecting mycelial growth and penetration ability, underscoring its crucial role in plant
infection by the fungus.
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Figure 5. Pathogenicity and lesion length of PH-1, ∆FgAsp, and C∆FgAsp: (A1,A2) Wheat coleop-
tiles, (B1,B2) wheat leaves, (C1,C2) wheat ears, (D1,D2) corn silks. The images above show the
pathogenicity and lesion pictures, and the violin plot of lesion length is displayed below.

3.5. Deletion of the FgAsp Gene Leads to Reduction in the Sexual Reproductive Ability

To investigate the impact of the FgAsp strain on sexual reproduction in F. graminearum,
we examined its role in this process. The results demonstrated that after eight days of
induction under black light on carrot agar, the ∆FgAsp strain produced a limited number of
perithecium or ascocarp primordia, while the PH-1 strain generated a substantial quantity
of mature black perithecium, some of which ejected yellowish perithecial beaks. Similar
to PH-1, the C∆FgAsp strain also produced a significant number of mature perithecium
with yellowish perithecial beaks (Figure 6A and Figure S5A). Observation of the mycelial
plugs from different strains under a dissecting microscope revealed that both the PH-1 and
C∆FgAsp strains exhibited widespread ejection, whereas the mutant lacking FgAsp showed
only limited ejection (Figure 6B). After pressing the perithecium, the number of ascospores
per ascum of ∆FgAsp was found to be non-significantly different compared with PH-1 and
C∆FgAsp. (Figure 6C,D and Figure S5B).
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Figure 6. Sexual reproduction of PH-1, ∆FgAsp, and C∆FgAsp: (A) Number of ascospores produced
by sexual reproduction of PH-1, ∆FgAsp, and C∆FgAsp. (B) Eruption of ascocarp primordia. Scale
bar = 2000 µm. (C) Ascospores. Scale bar = 50 µm. (D) Number of ascospores per asci (individuals).
Different lowercase letters a and b represent significant differences.
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3.6. Production of DON Is Positively Regulated by FgAsp

To study the effect of FgAsp gene deletion on DON biosynthesis and production, DON
content and gene expression level were assessed. Results showed that the DON content
on ∆FgAsp TBI medium was lower than that of the PH-1 strain by 9.4% (Figure 7A), with
a significant reduction of 12.5% in DON toxin content in wheat grains (Figure 7B). On
6-day-old TBI cultures, the expression levels of four TRI gene clusters indicated that the
expression level of TRI5 in ∆FgAsp was significantly down-regulated, while the expression
level of TRI101 was significantly up-regulated. These findings were consistent with the
toxin detection results, suggesting that FgAsp plays a crucial role in the regulation of TRI
gene clusters (Figure 7C).
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content in wheat kernels of PH-1, ∆FgAsp, and C∆FgAsp. (C) Expression levels of TRI gene clusters in
PH-1, ∆FgAsp, and C∆FgAsp after 6 days of TBI culture. Means and standard errors were calculated
using t-tests based on data from three independent biological replicates. Different letters indicate
significant difference at the level of 0.05.

3.7. FgAsp Positively Regulates Tolerance to Hydrogen Peroxide

In order to investigate whether the FgAsp gene plays a role in the ability of F. gramin-
earum to regulate tolerance to exogenous stresses, the tolerance assays of each strain on
PSA plates supplemented with salt ions were performed. Based on previous studies, 1.2 M
NaCl, 1 M KCl, 0.2 M MgCl2, and 1.2 M CaCl2 were used.

Compared with the wild-type strain PH-1, mycelial growth of the mutant strain did
not show differences in the presence of MgCl2, but it showed slight differences in the
presence of NaCl, KCl, and CaCl2. In the presence of NaCl, the wild-type strain PH-1 was
52.927 ± 0.987%, and the mutant mycelial growth inhibition was 56.208 ± 0.304%. In the
presence of KCl, the wild-type strain PH-1 was 15.358 ± 0.688%, and the mutant mycelial
growth inhibition was 12.518 ± 0.711%. In the presence of MgCl2, the wild-type strain PH-1
was 4.240 ± 0.956%, and the mutant mycelial growth inhibition was 2.688 ± 1.000%. In the
presence of CaCl2, the wild-type strain PH-1 was 48.592 ± 0.591%, and the mutant mycelial
growth inhibition was 46.550 ± 0.344%. These results imply that the FgAsp gene plays a
role in the response of F. graminearum to sodium Na+, potassium K+, and calcium Ca2+ ion
stress. Additionally, the strains’ sensitivities to oxidative H2O2 were tested. Interestingly,
the mutant had nearly 100 percent inhibition of mycelial growth on hydrogen peroxide and
was unable to grow aerial mycelium properly (Figure 8A,B). Overall, the results suggest
that the FgAsp gene plays a key role in oxidative regulation, but it also may play a role in
the osmotic regulation of F. graminearum (Figure 8A,B).
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Figure 8. (A) Colony morphology of PH-1, ∆FgAsp, and C∆FgAsp on PSA medium containing NaCl,
KCl, MgCl2, CaCl2, and H2O2. (B) Stress growth inhibition rate analysis. Means and standard errors
were calculated using t-tests based on data from three independent biological replicates. An asterisk
(*) indicates a p value of less than 0.05, that is, the difference is significant at the 5% significance level.
Two asterisks (**) indicate a p value of less than 0.01, that is, significant at the 1% significance level.
Three asterisks (***) indicate a p value of less than 0.001, which is extremely significant at the 0.1%
significance level. ns indicates no difference.

3.8. The FgAsp Gene Affects the Utilization of Arabinose

To investigate the impact of FgAsp on sugar utilization, the PH-1, ∆FgAsp, and
C∆FgAsp strains were cultured on MM media containing sucrose, arabinose, mannose,
glucose, and galactose. The experiment demonstrated that after 3 days, the ∆FgAsp strain
exhibited the most pronounced growth on MM media with arabinose; the diameter of
the PH-1 strain was 54.5 mm, while the diameter of the ∆FgAsp strain was only 38.9 mm.
At 5 days after inoculation, the colony diameter of ∆FgAsp on arabinose-containing MM
media reached 55 mm, whereas it grew to 85 mm on media with the other sugars. It was
determined that ∆FgAsp had the lowest utilization capacity for arabinose compared with
PH-1 and C∆FgAsp (Figure 9A,B).
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Figure 9. (A) Colony morphology of PH-1, ∆FgAsp, and C∆FgAsp on PSA medium containing sucrose,
arabinose, mannose, glucose, and galactose. (B) Analysis of different glycogen inhibition rates of
wild-type PH-1, ∆FgAsp, and C∆FgAsp strains. Data were tested by t-test, and error bars represent
the standard deviation (SD). Different letters indicate a significant difference at the level of 0.05.
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4. Discussion

Aspartic proteases are a class of enzymes that catalyze the hydrolysis of proteins via
aspartic acid residues. Aspartic acid is an important intermediate in the tricarboxylic acid
cycle, participating in intracellular energy metabolism and ATP production; in the urea
cycle, aspartic acid provides a nitrogen source for protein synthesis by participating in
deamination reactions with amino acids. Secretory aspartic acid has been shown to play an
important role in a number of biological processes, such as the growth and development
of filamentous fungi and their virulence, and it is an indispensable class of protease
for the basic life activities of fungal cells. It has proven effective in studies addressing
drug resistance in Candida albicans infections [34]. In filamentous fungi, the secreted
aspartic protease Ger1 has been shown to significantly affect spore germination in Ustilago
maydis [35]. Similarly, FolAsp has been identified as a key factor contributing to the virulence
of the pathogenic fungus Fusarium spinosum, the causal agent of tomato blight, while
aspartic enzymes were found to be highly induced by the fungal cell wall in the secretory
proteomic analysis of Aspergillus hartshornii [36]. Additionally, in Aspergillus niger, the
deletion of four pepsin-like proteases led to an increase in the secretion level of heterologous
laccase [37]. These studies suggest that secreted aspartic proteases play significant roles in
the growth, development, and pathogenic processes of filamentous fungi. In the present
study, the deletion of the secreted aspartic protease gene FgAsp resulted in defects in the
asexual reproduction, sexual reproduction, and pathogenicity of F. graminearum. This
finding aligns with previous important results regarding secreted aspartic proteases in
pathogenic fungi and highlights potential targets for the development of fungicides to
control wheat blast fungus. In the C. albicans SAP family (SAP9 to SAP1), SAP1, SAP2, and
SAP3 are considered to be key genes for the complete pathogenicity process [38,39], and the
SAP8 and SAP9 genes are associated with enhanced biofilm-forming capacity of C. albicans,
which in turn affects virulence and pathogenicity process in C. albicans [16,40]. The MAP
kinase or pathway cAMP positively regulates the expression of SAP4, SAP5, and SAP6
genes associated with mycelial development by controlling two transcriptional activators,
Cph1 and Efg1, while Efg1 also positively regulates SAP1 and SAP3 gene expression [41–43].
These findings suggest that there may be similarities in the mechanisms by which FgAsp
affects plate colony morphology and complete virulence of F. graminearum on different
carbon sources.

Regarding asexual reproduction, our results showed that the deletion of FgAsp caused
abnormal mycelial tip branching in F. graminearum along with reduced mycelial edge
growth on PSA, CM, and MM media. Backfilling with the FgAsp gene was able to restore
the defects in the mutant to levels comparable to the wild type, leading us to conclude
that secreted aspartic acid in F. graminearum may influence mycelial tip branching and,
consequently, the rate of trophic mycelial growth. Additionally, we found that the strain
exhibited a strong dependence on arabinose in various carbon source media. The deletion
of FgAsp resulted in F. graminearum being unable to utilize arabinose as the sole carbon
source for normal mycelial growth, while the FgAsp deletion mutant was less affected when
glucose was used as the sole carbon source. Filamentous fungi typically preferentially select
glucose and other easily utilized sugars, followed by carbon sources that may be detrimental
to their growth and development [44]. Our results indicate that deletion of FgAsp amplifies
the disadvantages of arabinose for F. graminearum. In terms of conidial development, we
observed that the number of attached conidia on spore-producing structures formed within
24 and 48 h was lower in the mutant, which also exhibited a reduced germination rate
compared with the wild-type and backfill strains during the same germination period.
These findings suggest that FgAsp plays a role in the asexual reproduction of F. graminearum,
a conclusion consistent with previous studies [36].

Ascospores formed during sexual reproduction play an important role in the infesta-
tion cycle of F. graminearum in the field. Huang et al. found that rice aspartic proteases are
involved in the formation of male pollen in rice [45], and in Cynara cardunculus, aspartic
proteases are involved in the entire reproductive development [46]. In our results, the
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deletion of FgAsp caused F. graminearum to be affected in its sexual reproduction, which
was mainly manifested in the formation of fewer ascomycete shells and a reduced number
of ascomycete spore eruptions in the FgAsp deletion mutant strains, but the number of
ascomycete spores within a single ascomycete was not significantly different from that
of the wild type. This suggests that aspartic protease is reported for the first time to be
involved in sexual reproduction in F. graminearum.

Pathogenicity analysis is a crucial aspect of our study on phytopathogenic fungi.
Our results demonstrated that deletion of FgAsp significantly reduced the virulence of
F. graminearum on wheat germ sheaths, wheat leaves, wheat spikes, and corn silks. The
DON toxin is a key virulence factor influencing the pathogenicity process of F. graminearum.
We concluded that the mutants exhibited lower accumulated DON toxin content in both
TBI-induced in vitro conditions and in field-infected wheat grains. To further elucidate the
underlying mechanism, we found that key genes regulating DON synthesis, the TRI5, TRI6,
and TRI10 gene clusters, were down-regulated, while the TRI101 gene in ∆FgAsp, which
mitigates the autotoxicity of the DON toxin to the fungus, was up-regulated compared
with PH-1 and C∆FgAsp strains. These findings indicate that FgAsp positively regulates
the synthesis and accumulation of the DON toxin and plays a significant role in the
pathogenesis of F. graminearum.

In fungi, the upstream transcription factor that regulates the expression of secreted
aspartic protease genes is known as PacC. This factor has been shown to be a determinant
of virulence in both plant and animal pathogenic fungi while also playing important roles
in meiosis, morphogenesis, and tolerance to NaCl-induced stress. Our results indicated that
deletion of FgAsp rendered F. graminearum unable to respond effectively to salt ion-induced
stress. To our surprise, deletion of FgAsp also resulted in increased sensitivity to hydrogen
peroxide in F. graminearum, revealing a connection between secreted aspartic acid and
oxidative stress.

In conclusion, in this study, we identified and elucidated that FgAsp is involved in
F. graminearum’s mycelial growth, conidial development, sexual reproduction, pathogenicity,
DON toxin metabolism, and stress tolerance.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/jof10120879/s1, Table S1. Primers used in this study; Table
S2: Vegetative growth, conidiation, and virulence of F. graminearum strain; Table S3: The medium
formula used in this study; Figure S1: Electrophoretic detection of the PCR-amplified fragment L1, L1,
L2, H1, H2 and the fusion fragment LH1, HL2, M: DL2000 bp marker; Figure S2: PCR electrophoresis
results of FgAsp knockout fragment and complementation fragments. (A) Lanes 1–4 are target gene,
hygromycin, upstream homologous recombination, and downstream homologous recombination,
respectively. (B) Lanes 5–8 are FgAsp gene knockout mutants as verified by RT-PCR. (C) Lanes
9–13 are PCR detection of ∆FgAsp gene complementation fragments, 15–18 are C∆FgAsp, and 19
is PH-1. M: DL2000 bp marker; Figure S3: Conidia morphology of PH-1, ∆FgAsp, and C∆FgAsp;
Figure S4: Spore germination morphology of PH-1, ∆FgAsp, and C∆FgAsp; Figure S5: (A) Ascocarp
primordia. Scale bar = 500 µm. (B) Normal morphology of ascospores. Means and standard errors
were calculated using t-tests based on data from three independent biological replicates. Different
letters indicate significant difference at the level of 0.05.

Author Contributions: Methodology, Z.F.; Software, P.L. and M.W.; Formal analysis, P.L. and T.Y.;
Investigation, P.L.; Resources, M.W.; Data curation, T.Y.; Writing – original draft, Z.F.; Writing – review
& editing, D.M. and Y.L.; Project administration, Y.L.; Funding acquisition, D.M. All authors have
read and agreed to the published version of the manuscript.

Funding: This work was supported by Jiangsu Province Science and Technology of Market Supervi-
sion and Administration Foundation (KJ2024003) and Key Research and Development Program of
Hubei Province (2024BBB004).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

https://www.mdpi.com/article/10.3390/jof10120879/s1
https://www.mdpi.com/article/10.3390/jof10120879/s1


J. Fungi 2024, 10, 879 15 of 16

Data Availability Statement: The original contributions presented in the study are included in the
article/Supplementary Materials, further inquiries can be directed to the corresponding authors.

Acknowledgments: We thank Huaigu Chen for PH-1 strain.

Conflicts of Interest: The authors declare no conflicts of interest.

References
1. O’Donnell, K.; Ward, T.J.; Geiser, D.M.; Corby Kistler, H.; Aoki, T. Genealogical concordance be-tween the mating type locus and

seven other nuclear genes supports formal recognition of nine phylogenetically distinct species within the Fusarium graminearum
clade. Fungal Genet. Biol. FG & B 2004, 41, 600–623.

2. Qiu, J.; Xu, J.; Shi, J. Fusarium Toxins in Chinese Wheat since the 1980s. Toxins 2019, 11, 248. [CrossRef] [PubMed]
3. Lee, H.J.; Ryu, D. Worldwide Occurrence of Mycotoxins in Cereals and Cereal-Derived Food Products: Public Health Perspectives

of Their Co-occurrence. J. Agric. Food Chem. 2017, 65, 7034–7051. [CrossRef] [PubMed]
4. Jiang, C.; Zhang, C.K.; Wu, C.L.; Sun, P.P.; Hou, R.; Liu, H.Q.; Wang, C.F.; Xu, J.R. TRI6 and TRI10 play different roles in the

regulation of deoxynivalenol (DON) production by cAMP signalling in Fusarium graminearum. Environ. Microbiol. 2016, 18,
3689–3701. [CrossRef] [PubMed]

5. Darwish, W.S.; Ikenaka, Y.; Nakayama, S.M.M.; Ishizuka, M. An Overview on Mycotoxin Contami-nation of Foods in Africa.
J. Vet. Med. Sci. 2014, 76, 789–797. [CrossRef]

6. Ma, L.-J.; Geiser, D.M.; Proctor, R.H.; Rooney, A.P.; O’Donnell, K.; Trail, F.; Gardiner, D.M.; Manners, J.M.; Kazan, K. Fusarium
Pathogenomics. Annu. Rev. Microbiol. 2013, 67, 399–416. [CrossRef]

7. Alexander, N.J.; Proctor, R.H.; McCormick, S.P. Genes, gene clusters, and biosynthesis of trichothecenes and fumonisins in
Fusarium. Toxin Rev. 2009, 28, 198–215. [CrossRef]

8. Dweba, C.C.; Figlan, S.; Shimelis, H.A.; Motaung, T.E.; Sydenham, S.; Mwadzingeni, L.; Tsilo, T.J. Fusarium head blight of wheat:
Pathogenesis and control strategies. Crop Prot. 2017, 91, 114–122. [CrossRef]

9. Starkey, D.E.; Ward, T.J.; Aoki, T.; Gale, L.R.; Kistler, H.C.; Geiser, D.M.; Suga, H.; Toth, B.; Varga, J.; O’Donnell, K. Global
molecular surveillance reveals novel Fusarium head blight species and trichothecene toxin diversity. Fungal Genet. Biol. FG & B
2007, 44, 1191–1204.

10. Alisaac, E.; Mahlein, A.-K. Fusarium Head Blight on Wheat: Biology, Modern Detection and Di-agnosis and Integrated Disease
Management. Toxins 2023, 15, 192. [CrossRef]

11. Faro, C.; Gal, S. Aspartic proteinase content of the Arabidopsis genome. Curr. Protein Pept. Sci. 2005, 6, 493–500. [CrossRef]
[PubMed]

12. Rawlings, N.D.; Barrett, A.J. Families of aspartic peptidases and families with unknown catalytic mechanisms. Enzym. Methods
1995, 248, 105–120.

13. Hánová, I.; Brynda, J.; Houštecká, R.; Alam, N.; Sojka, D.; Kopáček, P.; Marešová, L.; Vondrášek, J.; Horn, M.; Schueler-Furman,
O.; et al. Novel structural mechanism of allosteric regulation of aspartic peptidases via an evolutionarily conserved exosite. Cell
Chem. Biol. 2018, 25, 318–329.e4. [CrossRef] [PubMed]

14. Kulshrestha, A.; Gupta, P. Secreted aspartyl proteases family: A perspective review on the regulation of fungal pathogenesis.
Future Microbiol. 2023, 18, 295–309. [CrossRef]

15. Dou, K.; Wang, Z.; Zhang, R.; Wang, N.; Fan, H.; Diao, G.; Liu, Z. Cloning and characteristic analysis of a novel aspartic protease
gene Asp55 from Trichoderma asperellum ACCC30536. Microbiol. Res. 2014, 169, 915–923. [CrossRef]

16. Bras, G.; Satala, D.; Juszczak, M.; Kulig, K.; Wronowska, E.; Bednarek, A.; Zawrotniak, M.; Rapala-Kozik, M.; Karkowska-Kuleta,
J. Secreted aspartic proteinases: Key factors in Candida infections and host-pathogen interactions. Int. J. Mol. Sci. 2024, 25, 4775.
[CrossRef]

17. Puri, S.; Kumar, R.; Chadha, S.; Tati, S.; Conti, H.R.; Hube, B.; Cullen, P.J.; Edgerton, M. Secreted Aspartic Protease Cleavage of
Candida albicans Msb2 Activates Cek1 MAPK Signaling Affecting Biofilm Formation and Oropharyngeal Candidiasis. PLoS ONE
2012, 7, e46020. [CrossRef]

18. Muthamil, S.; Prasath, K.G.; Priya, A.; Precilla, P.; Pandian, S.K. Global proteomic analysis deciphers the mechanism of action of
plant derived oleic acid against Candida albicans virulence and biofilm formation. Sci. Rep. 2020, 10, 5113. [CrossRef]

19. Kim, J.S.; Lee, K.T.; Bahn, Y.S. Secreted aspartyl protease 3 regulated by the Ras/cAMP/PKA pathway promotes the virulence of
Candida auris. Front. Cell. Infect. Microbiol. 2023, 13, 1257897. [CrossRef]

20. Deng, J.J.; Huang, W.Q.; Li, Z.W.; Lu, D.L.; Zhang, Y.; Luo, X.C. Biocontrol activity of recombinant aspartic protease from
Trichoderma harzianum against pathogenic fungi. Enzym. Microb. Technol. 2018, 112, 35–42. [CrossRef]

21. Wang, C.; Zheng, Y.; Liu, Z.; Qian, Y.; Li, Y.; Yang, L.; Liu, S.; Liang, W.; Li, J. The secreted FolAsp aspartic protease facilitates the
virulence of Fusarium oxysporum f. sp. lycopersici. Front. Microbiol. 2023, 14, 1103418. [CrossRef] [PubMed]

22. Bekalu, Z.E.; Dionisio, G.; Madsen, C.K.; Etzerodt, T.; Fomsgaard, I.S.; Brinch-Pedersen, H. Barley Nepenthesin-Like Aspartic
Protease HvNEP-1 Degrades Fusarium Phytase, Impairs Toxin Production, and Suppresses the Fungal Growth. Front. Plant Sci.
2021, 12, 702557. [CrossRef] [PubMed]

https://doi.org/10.3390/toxins11050248
https://www.ncbi.nlm.nih.gov/pubmed/31052282
https://doi.org/10.1021/acs.jafc.6b04847
https://www.ncbi.nlm.nih.gov/pubmed/27976878
https://doi.org/10.1111/1462-2920.13279
https://www.ncbi.nlm.nih.gov/pubmed/26940955
https://doi.org/10.1292/jvms.13-0563
https://doi.org/10.1146/annurev-micro-092412-155650
https://doi.org/10.1080/15569540903092142
https://doi.org/10.1016/j.cropro.2016.10.002
https://doi.org/10.3390/toxins15030192
https://doi.org/10.2174/138920305774933268
https://www.ncbi.nlm.nih.gov/pubmed/16381599
https://doi.org/10.1016/j.chembiol.2018.01.001
https://www.ncbi.nlm.nih.gov/pubmed/29396291
https://doi.org/10.2217/fmb-2022-0143
https://doi.org/10.1016/j.micres.2014.04.006
https://doi.org/10.3390/ijms25094775
https://doi.org/10.1371/journal.pone.0046020
https://doi.org/10.1038/s41598-020-61918-y
https://doi.org/10.3389/fcimb.2023.1257897
https://doi.org/10.1016/j.enzmictec.2018.02.002
https://doi.org/10.3389/fmicb.2023.1103418
https://www.ncbi.nlm.nih.gov/pubmed/36760509
https://doi.org/10.3389/fpls.2021.702557
https://www.ncbi.nlm.nih.gov/pubmed/34394154


J. Fungi 2024, 10, 879 16 of 16

23. Darino, M.; Jaiswal, N.; Darma, R.; Kroll, E.; Urban, M.; Xiang, Y.; Kim, H.S.; Myers, A.; Scofield, S.; Innes, R.W.; et al. The
Fusarium graminearum effector protease FgTPP1 suppresses immune responses and facilitates Fusarium Head Blight Disease.
bioRxiv 2024, 2024, 610543. [CrossRef]

24. Finn, R.D.; Coggill, P.; Eberhardt, R.Y.; Eddy, S.R.; Mistry, J.; Mitchell, A.L.; Potter, S.C.; Punta, M.; Qureshi, M.; Sangrador-Vegas,
A.; et al. The Pfam protein families database: Towards a more sustainable future. Nucleic Acids Res. 2016, 44, D279–D285.
[CrossRef]

25. Schwede, T.; Kopp, J.; Guex, N.; Peitsch, M.C. SWISS-MODEL: An automated protein homology-modeling server. Nucleic Acids
Res. 2003, 31, 3381–3385. [CrossRef]

26. Pollenz, R.S.; Bland, J.; Pope, W.H. Bioinformatic characterization of endolysins and holin-like membrane proteins in the lysis
cassette of phages that infect Gordonia rubripertincta. PLoS ONE 2022, 17, e0276603. [CrossRef]

27. Lu, P.; Chen, D.; Qi, Z.; Wang, H.; Chen, Y.; Wang, Q.; Jiang, C.; Xu, J.-R.; Liu, H. Landscape and regulation of alternative splicing
and alternative polyadenylation in a plant pathogenic fungus. J. New Phytologist. 2022, 235, 674–689. [CrossRef]

28. Petersen, T.N.; Brunak, S.; von Heijne, G.; Nielsen, H. SignalP 4.0: Discriminating signal peptides from transmembrane regions.
Nat. Methods 2011, 8, 785–786. [CrossRef]

29. Bryksin, A.; Matsumura, I. Overlap extension PCR cloning. Methods Mol. Biol. 2013, 1073, 31–42.
30. Wang, H.; Zhang, T.; Liu, J. Development of a PEG-mediated transformation system for efficient gene disruption in Fusarium

species. J. Microbiol. 2018, 56, 129–136.
31. Menke, J.; Weber, J.; Broz, K.; Kistler, H.C. Cellular development associated with induced mycotoxin synthesis in the filamentous

fungus Fusarium graminearum. PLoS ONE 2013, 8, e63077. [CrossRef] [PubMed]
32. Cao, Y.; Liu, Y. Quantitative analysis of wheat genes related to protein content by qPCR. J. Plant Biol. 2019, 62, 51–58.
33. Cao, Y.; Liu, Y. Determination of deoxynivalenol (DON) and its derivatives: Current status of analytical methods. Food Chem.

2022, 350, 129–135.
34. Dong, G.; Liu, Y.; Wu, Y.; Tu, J.; Chen, S.; Liu, N.; Sheng, C. Novel non-peptidic small molecule inhibitors of secreted aspartic

protease 2 (SAP2) for the treatment of resistant fungal infections. Chem. Commun. 2018, 54, 13535–13538. [CrossRef]
35. Mukherjee, S.; Bhakta, K.; Ghosh, A.; Ghosh, A. Ger1 is a secreted aspartic acid protease essential for spore germination in

Ustilago maydis. Yeast 2023, 40, 102–116. [CrossRef]
36. Suárez, M.B.; Sanz, L.; Chamorro, M.I.; Rey, M.; González, F.J.; Llobell, A.; Monte, E. Proteomic analysis of secreted proteins from

Trichoderma harzianum: Identification of a fungal cell wall-induced aspartic protease. Fungal Genet. Biol. 2005, 42, 924–934.
[CrossRef]

37. Wang, Y.; Xue, W.; Sims, A.H.; Zhao, C.; Wang, A.; Tang, G.; Qin, J.; Wang, H. Isolation of four pepsin-like protease genes from
Aspergillus niger and analysis of the effect of disruptions on heterologous laccase expression. Fungal Genet. Biol. 2008, 45, 17–27.
[CrossRef]

38. Hube, B.; Sanglard, D.; Odds, F.C.; Hess, D.; Monod, M.; Schäfer, W.; Brown, A.J.; Gow, N.A. Disruption of each of the secreted
aspartyl proteinase genes SAP1, SAP2, and SAP3 of Candida albicans attenuates virulence. Infect. Immun. 1997, 65, 3529–3538.
[CrossRef]

39. Smolenski, G.; Sullivan, P.A.; Cutfield, S.M.; Cutfield, J.F. Analysis of aspartic proteases secreted by Candida albicans: Purification
and characterisation of individual Sap1, Sap2 and Sap3 isozymes. Microbiology 1997, 143, 349–356. [CrossRef]

40. Kadry, A.A.; El-Ganiny, A.M.; El-Baz, A.M. Relationship between Sap prevalence and biofilm formation among resistant clinical
isolates of Candida albicans. Afr. Health Sci. 2018, 18, 1166–1174. [CrossRef]

41. Ernst, J.F. Transcription factors in Candida albicans– environmental control of morphogenesis. Microbiology 2000, 146, 1763–1774.
[CrossRef] [PubMed]

42. Felk, A.; Kretschmar, M.; Albrecht, A.; Schaller, M.; Beinhauer, S.; Nichterlein, T.; Sanglard, D.; Korting, H.C.; Schäfer, W.; Hube,
B. Candida albicans hyphal formation and the expression of the Efg1-regulated proteinases Sap4 to Sap6 are required for the
invasion of parenchymal organs. Infect. Immun. 2002, 70, 3689–3700. [CrossRef] [PubMed]

43. Korting, H.; Hube, B.; Oberbauer, S.; Januschke, E.; Hamm, G.; Albrecht, A.; Borelli, C.; Schaller, M. Reduced expression of
the hyphal-independent Candida albicans proteinase genes SAP1 and SAP3 in the efg1 mutant is associated with attenuated
virulence during infection of oral epithelium. J. Med. Microbiol. 2003, 52, 623–632. [CrossRef] [PubMed]

44. Adnan, M.; Zheng, W.; Islam, W.; Arif, M.; Abubakar, Y.S.; Wang, Z.; Lu, G. Carbon catabolite repression in filamentous fungi. Int.
J. Mol. Sci. 2017, 19, 48. [CrossRef] [PubMed]

45. Huang, J.; Zhao, X.; Cheng, K.; Jiang, Y.; Ouyang, Y.; Xu, C.; Li, X.; Xiao, J.; Zhang, Q. OsAP65, a rice aspartic protease, is essential
for male fertility and plays a role in pollen germination and pollen tube growth. J. Exp. Bot. 2013, 64, 3351–3360. [CrossRef]

46. Pissarra, J.; Pereira, C.; Costa, D.; Figueiredo, A.; Macedo, P.; Teixeira, J.; Pereira, M.S. From Flower to Seed Germination in Cynara
cardunculus: A Role for Aspartic Proteinases. 2007. Available online: https://repositorio-aberto.up.pt/handle/10216/82523
(accessed on 7 December 2024).

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/10.1101/2024.08.30.610543
https://doi.org/10.1093/nar/gkv1344
https://doi.org/10.1093/nar/gkg520
https://doi.org/10.1371/journal.pone.0276603
https://doi.org/10.1111/nph.18164
https://doi.org/10.1038/nmeth.1701
https://doi.org/10.1371/journal.pone.0063077
https://www.ncbi.nlm.nih.gov/pubmed/23667578
https://doi.org/10.1039/C8CC07810F
https://doi.org/10.1002/yea.3835
https://doi.org/10.1016/j.fgb.2005.08.002
https://doi.org/10.1016/j.fgb.2007.09.012
https://doi.org/10.1128/iai.65.9.3529-3538.1997
https://doi.org/10.1099/00221287-143-2-349
https://doi.org/10.4314/ahs.v18i4.37
https://doi.org/10.1099/00221287-146-8-1763
https://www.ncbi.nlm.nih.gov/pubmed/10931884
https://doi.org/10.1128/IAI.70.7.3689-3700.2002
https://www.ncbi.nlm.nih.gov/pubmed/12065511
https://doi.org/10.1099/jmm.0.05125-0
https://www.ncbi.nlm.nih.gov/pubmed/12867554
https://doi.org/10.3390/ijms19010048
https://www.ncbi.nlm.nih.gov/pubmed/29295552
https://doi.org/10.1093/jxb/ert173
https://repositorio-aberto.up.pt/handle/10216/82523

	Introduction 
	Materials and Methods 
	Screening for the Target Gene 
	Bioinformatics Analysis 
	Split PCR Construction of Gene Knockout Cassette 
	Gene Knockout and Complementation 
	Phenotypic Identification and Conidial Formation 
	Pathogenicity Tests 
	Sexual Reproduction Assays 
	Determining DON Content and TRI Genes Expression Analysis 
	Sensitivity to External Stress and Transport of Different Sugars 

	Results 
	Bioinformatics Analysis 
	Deletion of the Gene FgAsp Is of Significant Importance for Mycelial Growth of F. graminearum 
	FgAsp Gene Is Involved in the Production and Germination of Conidia 
	FgAsp Gene Is Crucial for Plant Infection 
	Deletion of the FgAsp Gene Leads to Reduction in the Sexual Reproductive Ability 
	Production of DON Is Positively Regulated by FgAsp 
	FgAsp Positively Regulates Tolerance to Hydrogen Peroxide 
	The FgAsp Gene Affects the Utilization of Arabinose 

	Discussion 
	References

