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Abstract: Blue mold caused by Penicillium italicum is one of the most serious postharvest diseases
of citrus fruit. The aim of this study was to investigate the inhibitory effect of a novel oligosaccha-
ride ester, 6-O-β-L-mannopyranosyl-3-O-(2-methylbutanoyl)-4-O-(8-methyldecanoyl)-2-O-(4-methyl-
hexanoyl) trehalose (MTE-1), against P. italicum. Scanning electron microscopy (SEM) and trans-
mission electron microscopy (TEM), along with transcriptome and proteome analysis also, were
conducted to illuminate the underlying mechanism. Results showed that MTE-1 significantly inhib-
ited P. italicum growth in vitro in a dose-dependent manner. Moreover, MTE-1 suppressed the disease
development of citrus fruit inoculated with P. italicum. Furthermore, ultrastructure observation, as
well as transcriptome and proteome analysis, indicated that MTE-1 treatment damaged the cell wall
and plasma membrane in spores and mycelia of P. italicum. In addition, MTE-1 regulated genes or
proteins involved in primary metabolism, cell-wall metabolism, and pathogenicity. These results
demonstrate that MTE-1 inhibited P. italicum by damaging cell walls and membranes and disrupting
normal cellular metabolism. These findings contribute to the understanding of the possible molecular
action of MTE-1. Finally, MTE-1 also provides a new natural strategy for controlling diseases in
postharvest fruit.

Keywords: cell wall; gene; protein; citrus fruit; blue mold

1. Introduction

Fungal infection causes not only severe economic losses and fruit-quality deteri-
oration during storage but also leads to adverse impacts on human health caused by
mycotoxins [1,2]. Penicillium italicum is an important postharvest pathogenic fungus that
causes blue mold on citrus fruit. It is difficult to control this pathogenic fungus because
P. italicum is able to directly attack healthy fruit, regardless of injury [3]. Due to the severe
spoilage of citrus fruit and severe economic loss caused by blue mold, additional efforts are
urgently required to explore safe and efficient strategies to inhibit P. italicum growth and
prevent infection of harvested citrus fruit. Although application of chemical fungicides is
effective for controlling fungal disease, resistant fungal populations and environmental
contamination, as well as human health, are increasingly attracting the concern of re-
searchers [4]. In this regard, alternative strategies for fungicide application are imperatively
required [5].

In recent years, natural bioactive compounds, such as different types of oligosaccha-
rides, as opposed to synthetic chemicals, have received considerable attention for their
potential to manage postharvest diseases [6,7]. Normally, functional oligosaccharides

J. Fungi 2022, 8, 111. https://doi.org/10.3390/jof8020111 https://www.mdpi.com/journal/jof

https://doi.org/10.3390/jof8020111
https://doi.org/10.3390/jof8020111
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/jof
https://www.mdpi.com
https://doi.org/10.3390/jof8020111
https://www.mdpi.com/journal/jof
https://www.mdpi.com/article/10.3390/jof8020111?type=check_update&version=1


J. Fungi 2022, 8, 111 2 of 13

consist of two to ten monosaccharides that are linked together with glycosidic bonds [8].
Some oligosaccharides have been used on agricultural commodities, such as fruits and
vegetables [9]. Additionally, oligosaccharides are commonly used as antimicrobial agents
and have been considered as potential natural antimicrobial preservatives [10]. The preser-
vation effects of different oligosaccharides on delaying ripening and senescence of fruits
during postharvest storage, as well as its underlying mechanism, have been widely re-
ported in recent years [7]. However, the effects of oligosaccharides or oligosaccharide esters
on the growth of P. italicum and its possible mechanisms have not been studied.

A new oligosaccharide ester with antifungal potential, 6-O-β-L-mannopyranosyl-3-O-
(2-methylbutanoyl)-4-O-(8-methyldecanoyl)-2-O-(4-methylhexanoyl) trehalose (MTE-1),
was first found from cultures of Pezicula neosporulosa SC1337 [11]. Currently, there are no
reports on the effect of MTE-1 on postharvest disease in fruits. In this study, we aimed to
investigate the inhibitory effect of MTE-1 on P. italicum in vitro and in vivo. Furthermore,
we conducted transcriptome and proteome analyses, accompanied by SEM and TEM
observation of P. italicum, to explore the relevant antifungal mechanisms conferred by
MTE-1 treatment.

2. Materials and Methods
2.1. MTE Preparation

6-O-β-L-mannopyranosyl-3-O-(2-methylbutanoyl)-4-O-(8-methyldecanoyl)-2-O-(4-
methylhexanoyl) trehalose (MTE-1) was isolated from the cultures of P. neosporulosa SC1337
and identified by HRESI-MS and NMR [11].

2.2. Fungal Strain

P. italicum was originally isolated from decayed citrus fruit [12] and stored in 50%
glycerol at −80 ◦C. Before use. P. italicum was cultured at 28 ◦C on potato dextrose agar
(PDA) plates (Oxoid, Basingstoke, Hampshire, UK) for 7 days. Then, the spores were
collected with sterile deionized water, filtered, and then counted with a hematocytometer
for further experiments.

2.3. Antifungal Activity of MTE-1 against P. italicum In Vitro

Antifungal activity of MTE-1 against P. italicum was evaluated by paper-disc agar-
diffusion method [13]. In brief, spore concentration was adjusted to 1 × 106/mL, and spores
we poured evenly on the PDA plate. Then, sterile filter-paper discs (4 mm) containing
0, 0.2, 0.4, and 0.6 g/L MTE-1 (30 µL), respectively, were gently pressed onto the surface
of the agar plates. Sterile distilled water and thiabendazole were used as the negative
and positive controls, respectively. The plates were incubated at 28 ◦C for 7 days, and the
diameter of the inhibition zone was measured.

Antifungal efficacy of MTE-1 against P. italicum was evaluated by mycelial growth
assay. PDA medium was used to grow fungal colonies. After 5 days of culture, agar
discs (6 mm in diameter) with mycelia were excised and then transplanted to the center
of PDA dishes (90 mm in diameter) with 0.5–20 mg/L MTE-1 under sterile conditions.
The diameters of the colonies were measured to analyze the growth of P. italicum. The
concentrations of EC50 were determined using GraphPad Prism software, version 7.00
(Graphpad Software, Inc., San Diego, CA, USA).

2.4. Effect of MTE-1 on Disease Development of Citrus Fruit Inoculated with P. italicum

Citrus fruit (Citrus reticulata Blanco) was harvested at about 70–80% maturation from a
local orchard in Guangzhou City, China. Fruit was transferred to the laboratory within 2 h
and selected with uniform size and color and with wounds. After sterilization with sodium
hypochlorite (1%), the fruit was wounded with a sterile puncher. A total of 50-µL of MTE-1
at 0.4 g/L was injected into each wound. Sterile distilled water and thiabendazole were
used as the negative and positive controls, respectively. Subsequently, 20 µL of conidium
suspension (1 × 106 CFU per milliliter) was injected into the wound. The fruit was then
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packaged in 0.02 mm polyethylene bags and incubated at 26 ◦C. After 7 days of incubation,
the number of infected fruits was recorded, and the disease index was calculated.

The disease index was calculated using the following formula: disease index (%) =
[(0 × n1 + 1 × n2 + 2 × n3 + 3 × n4 + 4 × n5 + 5 × n6 + 6 × n7 + 7 × n8 + 8 × n9 + 9 ×
n10)/(N × 9)] × 100. N, total number of the inoculation sites; n1, number of inoculation
sites that developed no lesion; n2–n9, number of lesions with a diameter in the range of
0.5–1, 1–2, 2–3, 3–4, 4–5, 5–6, 6–7, or 7–8 cm, respectively; n10, number of lesions with a
diameter >8 cm.

2.5. Scanning Electron Microscopy (SEM) and Transmission Electron Microscopy (TEM)

P. italicum was cultured on a potato-dextrose agar in 90-mm Petri dishes in the presence
and absence of 3.69 mg/L (EC50) MTE-1 for 5 days at 28 ◦C. SEM and TEM analyses of
P. italicum spores and hyphae morphology were conducted according to our previous
approach [14].

2.6. RNA Extraction and Transcriptome Analysis

After incubation in PDB for 48 h, P. italicum was treated with 3.69 mg/L MTE-1 (EC50)
for an additional 3 h. Then, the mycelia were collected for total RNA extraction using
Hipure Fungal RNA Mini Kit (Magen, Shanghai, China). Then RNA was purified, checked,
and sequenced according to our previous research [15]. Differentially expressed genes
(DEGs) were identified with |log2Ratio| ≥ 1 (FDR < 0.05). Afterwards, GO enrichment
with corrected p-value ≤ 0.05 and KEGG pathway enrichment with Q value ≤ 0.05 were
also performed for DEGs.

2.7. Protein Extraction and Proteome Analysis

The same mycelium sample as described in 2.6 was used for protein extraction. Total
proteins were extracted using around 500 mg mycelium samples from different treatments.
In brief, samples were ground to power in liquid nitrogen, then dissolved in 2 mL lysis
buffer (8 M urea, 2% SDS, 1× Protease Inhibitor Cocktail (Roche Ltd., Basel, Switzerland)),
followed by sonication on ice for 30 min and centrifugation at 13,000 rpm for 30 min at 4 ◦C.
The supernatant was transferred to a fresh tube. For each sample, proteins were precipitated
with ice-cold acetone at −20 ◦C overnight. The precipitations were cleaned with acetone
three times and redissolved in 8 M urea by sonication on ice. Protein quality was examined
with SDS-PAGE, and the concentration was determined using BCA Protein Assay Kit.
Then, proteins were tryptically digested with sequence-grade modified trypsin (Promega,
Madison, WI). The digested samples were then dissolved in 500 mM TEAB and labeled
with iTRAQ tags (iTRAQ Reagents-8Plex (SCIEX)). After high-pH reverse-phase separation,
twelve fractions were collected for nano-HPLC-MS/MS analysis, which was performed on
an Easy-nLC 1000 system (Thermo Fisher Scientific, Waltham, MA, USA) connected to an
Orbitrap Fusion Tribrid mass spectrometer (Thermo Fisher Scientific, Waltham, MA, USA)
equipped with an online nano-electrospray ion source. The fusion mass spectrometer was
operated in data-dependent acquisition mode to switch automatically between MS and
MS/MS acquisition.

Once transformed into MGF files by Proteome Discovery 1.2 (Thermo, Pittsburgh,
PA, USA), the mass-spectrometry data were analyzed using Mascot search engine (Matrix
Science, London, UK; version 2.3.2) and searched against Mascot database for protein
identification using transcriptome data of P. italicum. Finally, protein quantification was
carried out, and differentially accumulated proteins (DAPs) were determined with fold
change in a comparison >1.2 or <0.83 (p < 0.05). All DAPs were further analyzed by GO
and KEGG enrichment with a p value ≤ 0.05.
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2.8. Data Analysis

All experiments were performed with three biological replicates. The data were
represented as the means ± standard error (SE). Statistical analysis was conducted by SPSS
(Version 20, SPSS Inc., Chicago, IL, USA).

3. Results
3.1. Effect of MTE-1 Treatment on the Growth of P. italicum

As shown in Figure 1A, MTE-1 obviously inhibited mycelium growth of P. italicum.
The inhibitory effect increased with increasing concentration. At high concentrations,
the inhibition efficiency of MTE-1 against P. italicum was slightly higher than that of
thiabendazole, a commercial fungicide. At 0.4 g/L, the diameters of the MTE-1 and
thiabendazole inhibition zones were 51.6 mm and 47.4 mm, respectively (Figure 1B).
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Figure 1. Effect of MTE-1 on mycelium growth of Penicillium italicum in vitro. (A) Diameters of
inhibition zones of filter-paper discs (4 mm) containing 6 µg, 12 µg, and 18 µg MTE-1 (30 µL) after
3 days of incubation at 28 ◦C. (B) Colony morphology of Penicillium italicum on PDA plates with
filter-paper discs containing 12 µg MTE-1 after 3 days of incubation at 28 ◦C.

Mycelial growth assay further showed that MTE-1 inhibited mycelium growth of
P. italicum in a dose-dependent manner, with the EC50 of 3.69 mg/L. After 7 days of culture
at 28 ◦C, the inhibition rate of hyphae growth was 88.3% for the 20 mg/L MTE-1 treatment
(Figure 2).
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3.2. Effect of MTE-1 on Disease Development in Mandarin Fruit Inoculated with P. italicum

To clarify the efficacy of MTE-1 in the inhibition of blue mold, we treated the harvested
citrus fruit with MTE-1 before pathogen inoculation. As shown in Figure 3, the disease
index of blue mold was 51.8% after 15 days of storage at 25 ◦C. MTE-1 treatments signif-
icantly inhibited blue-mold development (Figure 3A). When a concentration of 0.4 g/L
was applied, the disease indexes were 23.1% and 24.7% in MTE-1- and TBZ-treated fruits,
respectively (Figure 3A). Moreover, the inhibitory effect MTE-1 on blue-mold development
was comparable to that of TBZ (Figure 3A,B).
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Figure 3. Effect of MTE-1 on disease development of mandarin fruit inoculated with Penicillium
italicum. (A) Disease indexes of blue mold in mandarin fruit inoculated with Penicillium italicum
after 15 days of storage at 25 ◦C. (B) Appearance of mandarin fruit treated with 0.4 g/L MTE-1 and
subsequently inoculated with Penicillium italicum after 15 days of storage at 25 ◦C.

3.3. SEM and TEM Analysis

SEM and TEM observations were conducted to explore the morphology and ultra-
structural alteration of P. italicum caused by MTE-1 application. SEM observation revealed
that the mycelium control group showed normal morphology (Figure 4A), while mycelia
from the MTE-1-treated group exhibited deformed structure, with more conidiophores
than the control (Figure 4B). Meanwhile, the number of spores was evidently reduced after
MTE-1 treatment compared to the control group (Figure 4B). Additionally, TEM observation
was conducted to further explain the inhibitory mechanism of the MTE-1 treatment. TEM
results showed that the ultrastructure of the P. italicum had an intact plasmalemma system
and cell wall in the absence of MTE-1 (Figure 4C). In contrast, the general cell ultrastructure
of P. italicum was modified after MTE-1 treatment. Disruption of cell walls was evident in
MTE-1-treated P. italicum, indicated by a coarse cell-wall surface and loss of rigidity and
integrity of cell walls after treatment. (Figure 4D). Moreover, many transparent inclusions
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with wide vacuoles were observed in MTE-1-treated cells (Figure 4D), indicating leakage
of intracellular substances. Altogether, SEM and TEM results reveal that MTE-1 damages
mycelia morphology and spore ultrastructure of P. italicum.
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Figure 4. Ultrastructure changes in Penicillium italicum after MTE-1 treatment. (A) SEM image of
mycelia in the control sample; (B) SEM image of mycelia in the MTE-1-treated sample; (C) TEM
image of a spore in the control sample; (D) TEM image of a spore in the MTE-1-treated sample.

3.4. Transcriptome Analysis of P. italicum in Response to MTE-1

To obtain the global changes in genes regulated by MTE-1 treatment, transcriptomes
of the mycelium samples were analyzed. In response to MTE-1 treatment, 1226 genes were
differentially expressed, with 984 upregulated and 242 downregulated (Figure 5A).
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To investigate the biological functions of these DEGs, GO enrichment analysis was
performed. Table 1 shows the TOP 20 enriched GO items based on biological process. Mean-
while, according to cellular-component (CC) category, DEGs belonging to “membrane” and
“membrane part” were enriched (Figure 5B).

Table 1. GO enrichment of DEGs in Penicillium italicum.

GO ID Description Gene Number p-Value

GO:0018208 peptidyl-proline modification 6 0.000379783
GO:0006520 cellular amino-acid metabolic process 29 0.000873782
GO:0044710 single-organism metabolic process 145 0.001147218
GO:0019752 carboxylic-acid metabolic process 37 0.002046061
GO:0006082 organic acid metabolic process 37 0.003157122
GO:0043436 oxoacid metabolic process 37 0.003157122
GO:0006790 sulfur-compound metabolic process 10 0.003760795
GO:0009081 branched-chain amino-acid metabolic process 5 0.003761958
GO:0044699 single-organism process 201 0.012854284
GO:1901605 alpha-amino-acid metabolic process 15 0.013183352
GO:0018193 peptidyl-amino-acid modification 6 0.015477395
GO:0006549 isoleucine metabolic process 3 0.020871202

GO:0072525 pyridine-containing compound biosynthetic
process 3 0.020871202

GO:0000096 sulfur amino-acid metabolic process 6 0.02121723
GO:0006733 oxidoreduction coenzyme metabolic process 4 0.025168398
GO:0044281 small-molecule metabolic process 66 0.030835746

GO:0009066 aspartate-family amino-acid metabolic
process 5 0.033230704

GO:0044272 sulfur-compound biosynthetic process 5 0.033230704
GO:1901564 organonitrogen-compound metabolic process 56 0.037409962
GO:0006007 glucose catabolic process 4 0.037491393
GO:0009069 serine-family amino-acid metabolic process 4 0.037491393
GO:0019320 hexose catabolic process 4 0.037491393
GO:0006875 cellular-metal-ion homeostasis 3 0.037529777

Furthermore, KEGG enrichment was conducted. Among the top 20 enriched pathways,
most of the KEGG terms belong to amino-acid metabolism (Table 2). In addition, we
identified significantly enriched metabolic pathways, including fructose and mannose
metabolism, etc., using KEGG enrichment analysis (Table 2). Furthermore, genes involved
in glycolysis, the tricarboxylic acid (TCA) cycle, and lipid metabolism were also active after
MTE-1 treatment (Figure 6A–C, Table S1).

Table 2. KEGG enrichment of DEGs.

Pathway Gene Number p-Value Pathway ID

2-Oxocarboxylic acid metabolism 14 0.001152635 ko01210
Lysine biosynthesis 6 0.001282578 ko00300

Valine, leucine, and isoleucine degradation 13 0.001659644 ko00280
Biosynthesis of antibiotics 57 0.001778891 ko01130

Biosynthesis of amino acids 30 0.006832061 ko01230
Nicotinate and nicotinamide metabolism 6 0.01082372 ko00760

Fructose and mannose metabolism 14 0.01136807 ko00051
Biosynthesis of secondary metabolites 69 0.01390241 ko01110

mRNA surveillance pathway 13 0.01922519 ko03015
Ribosome 21 0.02501491 ko03010

Metabolic pathways 155 0.02545925 ko01100
Mismatch repair 7 0.02694715 ko03430

Phenylalanine, tyrosine, and tryptophan
biosynthesis 8 0.02985515 ko00400

Tyrosine metabolism 13 0.03127059 ko00350
Cysteine and methionine metabolism 13 0.03629479 ko00270

Valine, leucine, and isoleucine biosynthesis 6 0.03977772 ko00290
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3.5. Proteome Analysis of P. italicum in Response to MTE-1

iTRAQ-based proteome analysis was conducted to investigate the effect of MTE-1 on
protein accumulation in P. italicum. As shown in Figure 5C, unlike DEGs, only 70 proteins
were influenced by MTE-1, with 48 upregulated and 22 downregulated (Figure 5C).

In GO analysis, similarly to transcriptome data, DAPs belonging to “membrane” and
“membrane part” were found according to cellular-component (CC) category (Figure 5D,
Table S2).

Similarly to transcriptomic data, ROS-related proteins (PITC_069590, PITC_045980
and PITC_090850) were upregulated in response to MTE-1 application. Downregulation
of PITC_004590 (mannitol dehydrogenase) and PITC_025750 (ankyrin repeat-containing
domain) was observed in the present study (Figure 6D).

4. Discussion

Blue mold caused by P. italicum, which causes postharvest fruit spoilage, is one of
the most economically important diseases [16]. Our previous research identified a series
of novel 6-O-β-L-manno-pyranosyl trehalose esters (MTEs), including MTE-1, exhibiting
high inhibitory activity against many kinds of plant pathogenic fungi [11,17]. Hence, in
this study, we investigated the effect of MTE-1 on the growth of P. italicum in vitro and
in vivo. Transcriptome and proteome analyses were also conducted to study the underlying
mechanism at the molecular level.

4.1. MTE-1 Treatment Inhibited P. italicum Growth

A previous study demonstrated that alginate oligosaccharide is effective in inhibition
of blue mold on citrus fruit [18]. In the current study, MTE-1 was also proven to exhibit high
inhibitory activity against P. italicum growth both in vitro and in vivo in a dose-dependent
manner (Figures 1 and 2). Additionally, in vivo assay indicated that MTE-1 exhibited
inhibitory efficacy against P. italicum growth on citrus fruit. The results obtained in this
study reveal that MTE-1 could be a potential treatment for inhibition of P. italicum in
postharvest fields.

Primary metabolism is vital for fungal growth. Respiration is driven by a number
of biochemical pathways, including the tricarboxylic acid (TCA) cycle, and consumes
metabolic substances, leading to cell senescence. In this study, all genes involved in the
tricarboxylic acid (TCA) cycle (PITC_028840, PITC_046710, PITC_075470, PITC_093040,
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and PITC_090210) were upregulated. In contrast, phosphoenolpyruvate carboxykinase
(PITC_095870), which plays a vital role in intracellular carbon-skeleton recycling [19], was
downregulated by MTE-1 treatment. We proposed that MTE-1 treatment might accelerate
the consumption of substances but inhibit the recycling of carbon skeletons, thereby inhibit-
ing the growth of P. italicum. In line with our results, a prior study showed that proteins
involved in the pyruvate metabolic process and the TCA cycle are markedly induced in
response to antifungal agents [20]. Interestingly, proteomic results showed that the accumu-
lation of bifunctional 6-phosphofructo-2-kinase/fructose-2, 6-bisphosphate 2-phosphatase
(PITC_080350) was significantly downregulated by MTE-1, suggesting the inhibition of
the glycolytic pathway. Mitochondrial carriers provide a link between metabolic reac-
tions occurring in the cytosol and the mitochondrial matrix and are involved in many
important metabolic pathways [21]. In this study, mitochondrial substrate/solute carrier
(PITC_016450) was downregulated by MTE-1, suggesting the dysfunction of mitochondrial
amino-acid metabolism, especially branched-chain amino-acid metabolism, which also
contributes to pyruvate metabolism and the TCA cycle [22]. In this study, genes involved
in valine, leucine, and isoleucine degradation were significantly upregulated in MTE-1-
treated P. italicum. Based on these results, propose that the alteration of primary metabolism
pathways caused by MTE-1 might result in the inhibition of P. italicum growth.

4.2. MTE-1 Treatment Disrupted the Cell Structure of P. italicum

The damage of cell structure was evidenced by SEM and TEM observations in the
present study. SEM observations showed that mycelia of the pathogen treated with MTE-1
appeared significantly deformed with conidiophores. According to TEM observations, the
cell walls and plasmalemma systems of spores were altered by MTE-1, and plasmolysis
was observed. These alterations are in agreement with the obsevered effects of other
fungicides applied on different fungi [23]. Similarly, the application of chitosan to a variety
fungi also results in mycelial aggregation and morphological-structural changes, such as
abnormal shapes and hyphal swelling [24,25]. MTE-1 treatment resulted in the disturbance
in the morphogenesis and growth of P. italicum, which is in agreement with the previous
reports [26].

It is well reported that antifungal drugs can target an impose severe stress on the fungal
cell wall [27]. For example, a recent study found that aseptic filtrate significantly improved
crucial-cell wall enzyme activity to damage cell walls of the Alternaria alternata [28]. Fungal
β-1, 3-glucanase are distributed in different glycoside hydrolase (GH) families and plays an
important role in cell-wall remodeling and modifications [29]. Li et al. [28] found that β-1,
3-glucanase activity prominently increases in A. alternata after aseptic filtrate treatment,
resulting in serious cell-wall injury. In this study, MTE-1 treatment significantly upregulated
glycoside hydrolase (PITC_043150) expression, suggesting an accelerating effect of MTE-1 on
cell-wall damage.

It was reported that membrane modification occurs mainly through interactions with
phospholipids of the plasma membrane [30]. Phospholipase D is an important membrane-
lipid-degrading enzyme that promotes the disruption of the cell membrane [31]. Similarly,
our results show that MTE-1 induced the expression of phospholipase D (PITC_052500)
compared to the control. The upregulation of this gene might contribute to the disruption
of plasma-membrane integrity of P. italicum, which is consistent with TEM results. In agree-
ment with SEM and TEM analyses, both transcriptomic and proteomic analyses showed
that the plasma membrane was a target for the inhibitory action of MTE-1. Chen et al. [32]
reported that damage to the lipid bilayer of the membrane results in cellular collapse. In
this study, lipid metabolism was found to be rather active in response to MTE-1 treatment,
which suggests that the disruption of the P. italicum membrane by MTE-1 might be related
to lipid-biosynthesis disorders. In all, our results demonstrate that ultrastructural alteration
is one of the antifungal mechanisms of MTE-1, which is consistent with previous research
on reported bioactive compounds [14,33].
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4.3. MTE-1 Treatment Regulated the Stress Response of P. italicum

In response to MTE-1 treatment, ROS stress-related genes, such as catalase (PITC_090850)
and glutathione reductase (PITC_044110), were upregulated in P. italicum. Similarly, pro-
teomic data also showed upregulation of ROS-related proteins (PITC_090850, PITC_045980,
PITC_069590). These results suggest that oxidative stress was induced by MTE-1 treatment,
which might activate an oxidative response in P. italicum. In fact, a similar mechanism was
also observed in other antifungal compounds [34]. In addition, other genes falling into the
“response to stress” were all upregulated after MTE-1 treatment. It is worth noting that two
nitroreductase proteins (PITC_008180 and PITC_054850) were identified as upregulated in
MTE-1-treated sample. Similarly, in Metarhizium robertsii, nitroreductase-like proteins were
found to be engaged in the removal of the xenobiotic in response to a 4-n-nonylphenol
(4-n-NP) pollutant [35]. All these results suggest that MTE-1 can cause obvious stress to
P. italicum, affecting growth.

4.4. MTE-1 Treatment Affected the Pathogenicity of P. italicum on Citrus Fruit

In this study, MTE-1 treatment inhibited the virulence of P. italicum on citrus fruit,
indicated by the inhibition of lesion development of blue mold after MTE-1 treatment.
Importantly, transcriptomic and proteomic analyses also identified differentially expressed
genes or proteins after MTE-1 treatment. Ankyrin repeat-containing protein (ANK) was
reported to represent a new family of bacterial type IV effectors that play a major role
in host-pathogen interactions and the evolution of infections [36]. In this study, ankyrin
repeat-containing domain protein was identified in our proteomic results, with significant
downregulation by MTE-1. The exact role of ankyrin repeat-containing domain protein
(PITC_025750) in P. italicum needs further investigation. Adherence to host tissues plays
a vital role in fungal infection [37]. Two hydrophobins (PITC_015600 and PITC_077120)
were also identified, with downregulation by MTE-1 at both gene and protein levels. A
prior study suggested the involvement of a hydrophobin gene with fungal pathogenesis
through regulation of the formation of appressoria, which is required for infection of the
host [37]. ROS produced by phytopathogenic fungi play crucial roles in the regulation
of fungal virulence [38]. NCF2 is a component of the NADPH oxidase complex that pro-
duces extracellular ROS and mutations in NCF2, leading to decreased ROS production [39].
Particularly, the subunits of the NOX complex are well known to affect the virulence of
phytopathogenic fungi via mediation of the differentiation and development of specialized
infection structures of the fungi (reactive oxygen species: a generalist in regulation of
development and pathogenicity of phytopathogenic fungi). Our proteomic results show
that neutrophil cytosol factor 2 (PITC_083450) was downregulated after MTE-1 treatment,
which might contribute to inhibition of disease development by MTE-1 on citrus fruit. In
response to pathogen infection, plant hosts also produce ROS for defense. During pathogen-
plant interaction, mannitol in fungi can detoxify ROS generated in the host environment
and protect the plant’s ROS-mediated defenses, suggesting mannitol as a pathogenicity
factor in fungi [40]. Mannitol dehydrogenase (MTD) catabolizes the biosynthesis of man-
nitol, and mannitol accumulation is paralleled with high levels of fungal MTD activity
(fungal mannitol biosynthesis) in the haustoria [41]. In this study, mannitol dehydrogenase
(PITC_004590) accumulation was reduced by MTE-1 treatment. Altogether, these results
lead us to postulate that MTE-1 reduced the virulence of P. italicum. Certainly, the imbalance
of intracellular and extracellular ROS was not clear in response to MTE-1 treatment.

5. Conclusions

In sum, we found that MTE-1 exerted high inhibitory activity against P. italicum in vitro
and decreased the disease incidence of blue mold on postharvest citrus fruit during storage.
Further, SEM and TEM observations, along with transcriptomic and proteomic results,
revealed that treatment with MTE-1 disrupted cell walls and ultrastructural membranes,
which might account for the growth inhibition. In addition, transcriptomic and proteomic
analyses suggested that MTE-1 treatment might alter primary metabolism and confer stress
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on P. italicum, resulting growth inhibition. Importantly, MTE-1 affected the pathogenicity
of P. italicum by regulating virulence-related genes or proteins. We conclude that MTE-1
treatment might be an effective strategy for controlling postharvest decay in citrus fruit.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/jof8020111/s1, Table S1: Selected differentially expressed genes
of P. italicum in response to MTE-1 treatment; Table S2: All differentially accumulated proteins of
P. italicum in response to MTE-1.

Author Contributions: Conceptualization, X.D.; methodology, L.F., T.L. and J.X.; software, T.L. and
X.L.; validation, L.F. and T.L.; formal analysis, L.F.; investigation, L.F.; writing—original draft prepara-
tion, T.L.; writing—review and editing, X.D. and L.X.; supervision, X.D.; project administration, L.X.
and T.L.; funding acquisition, L.X., T.L. and X.D. All authors have read and agreed to the published
version of the manuscript.

Funding: This work was supported by National Natural Science Foundation of China (No. 31772032),
Youth Innovation Promotion Association of the Chinese Academy of Sciences (2020343), Guangxi
Natural Science Foundation (No.2021GXNSFGA196001).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: We are grateful to Guangzhou Genedenovo Biotechnology Co., Ltd. for assisting
in MS analysis and bioinformatics analysis.

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

References
1. Ma, D.; Ji, D.; Liu, J.; Xu, Y.; Chen, T.; Tian, S. Efficacy of Methyl Thujate in Inhibiting Penicillium expansum Growth and Possible

Mechanism Involved. Postharvest Biol. Technol. 2020, 161, 111070. [CrossRef]
2. Xie, L.; Wu, Y.; Wang, Y.; Jiang, Y.; Yang, B.; Duan, X.; Li, T. Fumonisin B1 Induced Aggressiveness and Infection Mechanism of

Fusarium proliferatum on Banana Fruit. Environ. Pollut. 2021, 288, 117793. [CrossRef]
3. Pinto, L.; Cefola, M.; Bonifacio, M.A.; Cometa, S.; Bocchino, C.; Pace, B.; De Giglio, E.; Palumbo, M.; Sada, A.; Logrieco, A.F.; et al.

Effect of Red Thyme Oil (Thymus vulgaris L.) Vapours on Fungal Decay, Quality Parameters and Shelf-Life of Oranges During
Cold Storage. Food Chem. 2021, 336, 127590. [CrossRef] [PubMed]

4. Tian, S.; Torres, R.; Ballester, A.R.; Li, B.; Vilanova, L.; González-Candelas, L. Molecular Aspects in Pathogen-Fruit Interactions:
Virulence and Resistance. Postharvest Biol. Technol. 2016, 122, 11–21. [CrossRef]

5. Wu, Y.; Lin, H.; Lin, Y.; Shi, J.; Xue, S.; Hung, Y.-C.; Chen, Y.; Wang, H. Effects of Biocontrol Bacteria Bacillus amyloliquefaciens
Ly-1 Culture Broth on Quality Attributes and Storability of Harvested Litchi Fruit. Postharvest Biol. Technol. 2017, 132, 81–87.
[CrossRef]

6. Bose, S.K.; Howlader, P.; Jia, X.; Wang, W.; Yin, H. Alginate Oligosaccharide Postharvest Treatment Preserve Fruit Quality and
Increase Storage Life Via Abscisic Acid Signaling in Strawberry. Food Chem. 2019, 283, 665–674. [CrossRef] [PubMed]

7. Bose, S.K.; Howlader, P.; Wang, W.; Yin, H. Oligosaccharide is a Promising Natural Preservative for Improving Postharvest
Preservation of Fruit: A Review. Food Chem. 2021, 341, 128178. [CrossRef] [PubMed]

8. Ibrahim, O.O. Functional Oligosaccharide: Chemicals Structure, Manufacturing, Health Benefits, Applications and Regulations.
Food Chem. Nanotechnol. 2018, 4, 65–76. [CrossRef]

9. Cano, A.; Moschou, E.A.; Daunert, S.; Coello, J.; Palet, C. Optimization of the Xylan Degradation Activity of Monolithic Enzymatic
Membranes as a Function of Their Composition Using Design of Experiments. Bioprocess Biosyst. Eng. 2006, 29, 261–268.
[CrossRef] [PubMed]

10. Ke, Y.; Ding, B.; Zhang, M.; Dong, T.; Fu, Y.; Lv, Q.; Ding, W.; Wang, X. Study on Inhibitory Activity and Mechanism of Chitosan
Oligosaccharides on Aspergillus flavus and Aspergillus fumigatus. Carbohydr. Polym. 2022, 275, 118673. [CrossRef] [PubMed]

11. Li, H.; Wei, X.; Wu, P.; Xu, L.; Xue, J. New Pezicula Species SC1337 Strain in Preparing Trisaccharide Ester Derivatives. Patent
CN106867917-A; Patent CN106867917-B, 15 March 2017.

12. Yin, C.; Zhu, H.; Jiang, Y.; Shan, Y.; Gong, L. Silencing Dicer-Like Genes Reduces Virulence and Srna Generation in Penicillium
italicum, the Cause of Citrus Blue Mold. Cells 2020, 9, 363. [CrossRef] [PubMed]

13. Puskarova, A.; Buckova, M.; Krakova, L.; Pangallo, D.; Kozics, K. The antibacterial and antifungal activity of six essential oils and
their cyto/genotoxicity to human HEL 12469 cells. Sci. Rep. 2017, 7, 8211. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/jof8020111/s1
https://www.mdpi.com/article/10.3390/jof8020111/s1
http://doi.org/10.1016/j.postharvbio.2019.111070
http://doi.org/10.1016/j.envpol.2021.117793
http://doi.org/10.1016/j.foodchem.2020.127590
http://www.ncbi.nlm.nih.gov/pubmed/32763742
http://doi.org/10.1016/j.postharvbio.2016.04.018
http://doi.org/10.1016/j.postharvbio.2017.05.021
http://doi.org/10.1016/j.foodchem.2019.01.060
http://www.ncbi.nlm.nih.gov/pubmed/30722925
http://doi.org/10.1016/j.foodchem.2020.128178
http://www.ncbi.nlm.nih.gov/pubmed/33022576
http://doi.org/10.17756/jfcn.2018-060
http://doi.org/10.1007/s00449-006-0075-y
http://www.ncbi.nlm.nih.gov/pubmed/16906388
http://doi.org/10.1016/j.carbpol.2021.118673
http://www.ncbi.nlm.nih.gov/pubmed/34742409
http://doi.org/10.3390/cells9020363
http://www.ncbi.nlm.nih.gov/pubmed/32033176
http://doi.org/10.1038/s41598-017-08673-9
http://www.ncbi.nlm.nih.gov/pubmed/28811611


J. Fungi 2022, 8, 111 12 of 13

14. Li, T.; Jian, Q.; Chen, F.; Wang, Y.; Gong, L.; Duan, X.; Yang, B.; Jiang, Y. Influence of Butylated Hydroxyanisole on the Growth,
Hyphal Morphology, and the Biosynthesis of Fumonisins in Fusarium proliferatum. Front. Microbiol. 2016, 7, 1038–1048. [CrossRef]
[PubMed]

15. Li, T.; Jiang, G.; Qu, H.; Wang, Y.; Xiong, Y.; Jian, Q.; Wu, Y.; Duan, X.; Zhu, X.; Hu, W.; et al. Comparative Transcriptome Analysis
of Penicillium Citrinum Cultured with Different Carbon Sources Identifies Genes Involved in Citrinin Biosynthesis. Toxin 2017, 9,
69. [CrossRef] [PubMed]

16. Yang, Q.; Qian, X.; Dhanasekaran, S.; Boateng, N.A.S.; Yan, X.; Zhu, H.; He, F.; Zhang, H. Study on the Infection Mechanism
of Penicillium digitatum on Postharvest Citrus (Citrus reticulata Blanco) Based on Transcriptomics. Microorganisms 2019, 7, 672.
[CrossRef] [PubMed]

17. Xu, L.X.; Duan, X.W.; Wei, X.Y.; Xue, J.H.; Feng, L.Y.; Wu, P. Fungal Trisaccharide Ester Compound and Application Thereof in
Preparation of Medicines for Preventing and Controlling Plant Fungus Diseases. Patent CN106946955-A; Patent CN106946955-B,
15 March 2017.

18. Wang, Z.; Li, J.; Liu, J.; Tian, X.; Zhang, D.; Wang, Q. Management of Blue Mold (Penicillium italicum) on Mandarin Fruit with a
Combination of the Yeast, Meyerozyma guilliermondii and an Alginate Oligosaccharide. Biol. Control 2021, 152, 104451. [CrossRef]

19. Lu, H.; Chen, H.; Tang, X.; Yang, Q.; Zhang, H.; Chen, Y.Q.; Chen, W. Time-Resolved Multi-Omics Analysis Reveals the Role of
Nutrient Stress-Induced Resource Reallocation for Tag Accumulation in Oleaginous Fungus Mortierella alpina. Biotechnol. Biofuels
2020, 13, 116. [CrossRef] [PubMed]

20. Hoehamer, C.F.; Cummings, E.D.; Hilliard, G.M.; Rogers, P.D. Changes in the Proteome of Candida albicans in Response to Azole,
Polyene, and Echinocandin Antifungal Agents. Antimicrob. Agents Chemother. 2010, 54, 1655–1664. [CrossRef] [PubMed]

21. Palmieri, F. Encyclopedia of Biological Chemistry; Elsevier Inc.: Amsterdam, The Netherland, 2013; pp. 149–158.
22. Takagi, H. Metabolic Regulatory Mechanisms and Physiological Roles of Functional Amino Acids and Their Applications in

Yeast. Biosci. Biotechnol. Biochem. 2019, 83, 1449–1462. [CrossRef]
23. Plascencia-Jatomea, M.; Viniegra, G.; Olayo, R.; Castillo-Ortega, M.M.; Shirai, K. Effect of Chitosan and Temperature on Spore

Germination of Aspergillus niger. Macromol. Biosci. 2003, 3, 582–586. [CrossRef]
24. Oliveira Junior, E.N.D. Fungal Pathogenicity; Intechopen: London, UK, 2016; pp. 61–81.
25. Oliveira Junior, E.N.D.; De Melo, I.S.; Franco, T.T. Changes in Hyphal Morphology Due to Chitosan Treatment in Some Fungal

Species. Braz. Arch. Biol. Technol. 2012, 55, 637–646. [CrossRef]
26. Li, Y.; Guo, L.; Zhou, Z. Exploring the Antifungal Mechanism of Limonin-Loaded Eugenol Emulsion Against Penicillium italicum:

From the Perspective of Microbial Metabolism. Postharvest Biol. Technol. 2021, 182, 111704. [CrossRef]
27. Hopke, A.; Brown, A.J.P.; Hall, R.A.; Wheeler, R.T. Dynamic Fungal Cell Wall Architecture in Stress Adaptation and Immune

Evasion. Trends Microbiol. 2018, 26, 284–295. [CrossRef] [PubMed]
28. Li, W.; Long, Y.; Mo, F.; Shu, R.; Yin, X.; Wu, X.; Zhang, R.; Zhang, Z.; He, L.; Chen, T.; et al. Antifungal Activity and Biocontrol

Mechanism of Fusicolla violacea J-1 Against Soft Rot in Kiwifruit Caused by Alternaria alternata. J. Fungi 2021, 7, 937. [CrossRef]
[PubMed]

29. Kang, L.; Zhu, Y.; Bai, Y.; Yuan, S. Characteristics, Transcriptional Patterns and Possible Physiological Significance of Glycoside
Hydrolase Family 16 Members in Coprinopsis cinerea. FEMS Microbiol. Lett. 2019, 366, 937. [CrossRef] [PubMed]

30. Da Rocha Neto, A.C.; Maraschin, M.; Di Piero, R.M. Antifungal Activity of Salicylic Acid Against Penicillium expansum and its
Possible Mechanisms of Action. Int. J. Food Microbiol. 2015, 215, 64–70. [CrossRef] [PubMed]

31. Lin, Y.; Lin, H.; Chen, Y.; Wang, H.; Ritenour, M.A.; Lin, Y. Hydrogen Peroxide-Induced Changes in Activities of Membrane
Lipids-Degrading Enzymes and Contents of Membrane Lipids Composition in Relation to Pulp Breakdown of Longan Fruit
During Storage. Food Chem. 2019, 297, 124955. [CrossRef]

32. Chen, A.; Zeng, G.; Chen, G.; Liu, L.; Shang, C.; Hu, X.; Lu, L.; Chen, M.; Zhou, Y.; Zhang, Q. Plasma Membrane Behavior,
Oxidative Damage, and Defense Mechanism in Phanerochaete chrysosporium Under Cadmium Stress. Process Biochem. 2014, 49,
589–598. [CrossRef]

33. Xu, D.; Deng, Y.; Xi, P.; Zhu, Z.; Kong, X.; Wan, L.; Situ, J.; Li, M.; Gao, L.; Jiang, Z. Biological Activity of Pterostilbene Against
Peronophythora litchii, the Litchi Downy Blight Pathogen. Postharvest Biol. Technol. 2018, 144, 29–35. [CrossRef]

34. Moore, C.B.; Sayers, N.; Mosquera, J.; Slaven, J.; Denning, D.W. Antifungal Drug Resistance in Aspergillus. J. Infect. 2000, 41,
203–220. [CrossRef] [PubMed]
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