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Abstract: Trichoderma is internationally recognized as a biocontrol fungus for its broad-spectrum
antimicrobial activity. Intriguingly, the crosstalk mechanism between the plant and Trichoderma
is dynamic, depending on the Trichoderma strains and the plant species. In our previous study,
the Trichoderma virens 192-45 strain showed better pathogen inhibition through the secretive non-
volatile and volatile substrates. Therefore, we studied transcriptional and metabolic responses altered
in creeping bentgrass (Agrostis stolonifera L.) with T. virens colonization prior to a challenge with
Clarireedia homoeocarpa. This fungal pathogen causes dollar spot on various turfgrasses. When the
pathogen is deficient, the importance of T. virens to the enhancement of plant growth can be seen in
hormonal production and microbe signaling, such as indole-3-acrylic acid. Therefore, these substrates
secreted by T. virens and induced genes related to plant growth can be the ‘pre-defense’ for ensuing
pathogen attacks. During C. homoeocarpa infection, the Trichoderma–plant interaction activates defense
responses through the SA- and/or JA-dependent pathway, induced by T. virens and its respective
exudates, such as oleic, citric, and stearic acid. Thus, we will anticipate a combination of genetic
engineering and exogenous application targeting these genes and metabolites, which could make
creeping bentgrass more resistant to dollar spot and other pathogens.

Keywords: Trichoderma virens; metabolome; transcriptome; Trichoderma–plant interaction; dollar spot;
defense responses

1. Introduction

Dollar spot is one of the most prevalent turfgrass diseases in the world, caused by
the pathogen Clarireedia spp. Various cool- and warm-season turfgrasses are at risk from
extensive damage by dollar spot, including creeping bentgrass (Agrostis stolonifera L.),
bermudagrass (Cynodon dactylon Pers.), Kentucky bluegrass (Poa pratensis L.), fescue (Fes-
tuca spp.), zoysiagrass (Zoysia spp.), etc. [1]. Creeping bentgrass (Agrostis stolonifera L., As)
is one of the most important turfgrasses and has huge economic value in golf sports in the
temperate regions of the world [2]. The quality of the golf game is always influenced by
the height, texture, firmness, and other performance of the grasses [3]. Dollar spot disease
always result in substantial economic losses and accounts for a significant portion of the
costs of fungicides. For example, each spray targeting dollar spot costs USD 356.00/ha [4].
Damage from the disease has a major financial impact and affects the appreciation and
playability of turfgrass, in terms of exposed land and weeds. Although integrated ap-
proaches, including resistant varieties, cultural practices, and fungicide applications, were
effectively applied to control dollar spot under field conditions, frequent fungicides are
still popular to manage the disease [5,6]. Repeated use of fungicidal compounds leads
to decreased field efficacy of fungicides and the emergence of resistant populations [7,8].
In addition, there are few reports about the application of Trichoderma on turfgrass and
pasture diseases.
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The excessive use of chemical pesticides has caused several negative impacts on the
environment and human health. Residues of chemical pesticides persist in soil for a time,
destroying the soil ecosystem and increasing toxicity to plants and underground water
pollution [9,10]. Trichoderma is a well-known eco-friendly and the most widely used bio-
logical fungicide and plant growth regulator in agriculture [11]. Its long-term persistence
in the soil makes Trichoderma an effective disease control agent for vegetables, crops, and
grasses [12]. The commercial strain of Trichoderma harzianum 1295-22 is capable of prevent-
ing lawn brown spots caused by Rhizoctonia solani and dollar spot caused by Sclerotinia
homoeocarpa [13,14]. Trichoderma ghanense strain GCPL175 has an extraordinary restraining
effect on Lepiota strain 1506, which causes mushroom rings on golf courses [15]. Trichoderma
also improves plant growth, development, and biomass of turfgrass and pasture. Xie et al.
found that Trichoderma harzianum had a noticeable enhancement on the vegetative growth
of Festuca rubra and Poa pratensis [16]. These points suggest Trichoderma can be a viable and
sustainable alternative to chemical fertilizers and pesticides for turfgrass management.

Trichoderma-based biocontrol is a varied mechanism mediated by mycoparasitism,
production of antigenic metabolites and enzymes, competition for nutrients and rhizo-
sphere occupation, induction of plant defense, promotion of plant growth, and resistance
to stress conditions [17–22]. In some cases, more than one mechanism is involved in the
interaction between plants and Trichoderma. Trichoderma species are known for their diverse
bioactivity due to their abundance of secondary metabolites [23]. Hundreds of metabolites
produced by Trichoderma have been isolated and characterized, including peptaibols, ter-
penes, steroids, amides, and others [24]. These compounds not only exhibited antifungal
activity (such as harzianolide) but also possess the properties of a plant growth-enhancer
and bioinducer [22]. The primary and secondary metabolites produced by Trichoderma
could act as microbe-associated molecular patterns (MAMPs) to stimulate the defense
system of the plants, such as trichothecenes, indole-3-acidic acid or their derivatives, and
polyphenols [25–27]. Although Trichoderma has been widely studied, more metabolites
will likely be identified in the future. In addition, for foliar diseases like dollar spot, the
mode of action and critical compounds of Trichoderma may differ from that of soil and
root pathogens.

Trichoderma induces a dynamic hormonal and metabolic crosstalk in plants, and the
expression of auxin, JA/ethylene, and SA-related genes may overlap in plants, as deter-
mined by the Trichoderma strain and its inoculum amount, the plant species, the plant’s
developmental stage, and the timing of the interaction. After studying 83 samples, our
previous study concluded that T. virens 192-45 strains showed better inhibition of the
Clarireedia homoeocarpa pathogen through the competition for space and nutrients in plate
culture and the secretive non-volatile and volatile substrates [28]. Based on metabolome,
transcriptome, and physiological analyses, this study aims to test the functional relevance
of genes and metabolites whose expression is modulated during the interaction in the plant
and the fungi in Trichoderma–plant interactions in the presence of C. homoeocarpa. Using
the Trichoderma strain and its primary or secondary metabolites will be a powerful tool to
establish the ecological roles of these signals.

2. Materials and Methods
2.1. Growth Condition of Plant and Fungi

The creeping bentgrass (Agrostis stolonifera, As) cultivar ‘Tiger’ was used. Dried seeds
were sterilized with 75% ethanol for 3 min followed by 3% sodium hypochlorite for 10 min.
Seeds were germinated on a substrate (peat soil: sand = 1:1) sterilized by high temperature
and pressure in plastic pots (16.5 cm height with 16.5 cm diameter). The plants grew in the
growth chamber under controlled conditions (300 µmol photons m−2 s−1 of photosynthetic
photon flux density light; 75% of relative humidity; 25/20 ◦C of a continuous day/night
temperature and a 12/12 h of day/night cycle, respectively). Grasses were grown about
20 days and mowed at the height of 5 cm before inoculation. The first experiment was
carried out in November 2020, and the experiment was repeated in June 2021.
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The pathogen strain of dollar spot was previously collected from As leaves infected
by dollar spot, located at the putting green of Beijing Qinghe Bay Golf Course. Based on
their morphology and the blast result of ITS sequence, it was identified as C. homoeocarpa
(GenBank accession number: MW455464). Several Trichoderma strains were collected from
grassland across Beijing and Jiangsu Province. Among them, T. virens strains 192-45
(GenBank accession number: MW455002) showed better pathogen inhibition through
the antagonism experiments in plate culture. These fungi, as mentioned above, were
maintained on potato dextrose agar (PDA).

2.2. Plant Inoculation Experiments and Sampling Point

T. virens strain 192-45 was used in these studies. The fungus was propagated on PDA
in darkness for 7 days at 28 ◦C. The conidial suspension was obtained by washing the
surface of the fungal colony with sterile distilled water. The inoculum was adjusted to
1 × 106 spores, and 50 mL spore suspension was applied to 20-day-old As seedlings for
3 consecutive days. After 24 days of co-cultivation (colonization verification was detected
by qPCR), plant growth was determined and pathogen infection assays were conducted.

For As infection assay, C. homoeocarpa were first prepared by pre-growing on the center
of PDA plates for 5 days, allowing for the development of adequate mycelia. C. homoeocarpa
mycelial suspension was obtained by scraping the colony’s surface with a scalpel and
sterile distilled water. The As plants were sprayed and irrigated with 50 mL C. homoeocarpa
mycelial suspension for 3 consecutive days.

Thus, all plants were divided into four groups: (a) well-watered without any treatment
(CK); (b) T. virens pretreatment (Tv); (c) T. virens pretreatment and C. homoeocarpa infection
(TC); and (d) only C. homoeocarpa infection (Ch). There were five replicate pots per treatment.
For all treatments, leaf samples were observed for disease symptoms and collected at 7, 10,
13, 16, and 19 days postinoculation (dpi) of C. homoeocarpa for subsequent assay.

2.3. Determination of Plant Growth and Physiological Characteristics in Creeping Bentgrass

Chlorophyll content: Total chlorophyll content (Chl) was extracted by soaking 50 mg
fresh leaves in 10 mL dimethyl sulfoxide in the dark for 72 h. Afterward, the homogenate
was measured with a UV-visible spectrophotometer (MAPADA, Shanghai, China) at
663.2 nm, 646.8 nm, and 470 nm. Chlorophyll content was calculated by the formula
of Wellburn [29].

Phytohormone content: To extract active phytohormones, including salicylic acid (SA),
jasmonic acid (JA), indole acetic acid (IAA), and abscisic acid (ABA), As leaves (0.1 g) at
19 dpi were collected, weighed, immediately frozen in liquid nitrogen, and finely ground
into powder. This was followed by extraction with 500 µL of modified Bieleski solvent
(methanol/H2O, 80/20, v/v) at 4 ◦C for 12 h. The test samples were then analyzed on the
HPLC-MS/MS system consisting of an Agilent 1290 series LC system (Agilent, Missis-
sauga, ON, Canada) connected to AB Sciex QTrap® 6500 mass spectrometers (AB Sciex,
Concord, ON, Canada) located in Nanjing Ruiyuan Biotechnology Co., Ltd. (Nanjing,
China). Each sample was measured with three replicates of all mixed leaves.

Antioxidant assay: A powder of approximately 0.1 g was suspended in 1.8 mL of
extraction buffer (pH 7.8), which consists of 50 mM potassium phosphate, 1 mM ethylenedi-
aminetetraacetic acid, and 1% polyvinylpyrrolidone. All mixtures were vortexed for 15 min
and then centrifuged at 4 ◦C for 30 min at 13,000× g. The supernatant (about 1.5 mL) was
collected for protein quality, enzyme assays, and MDA content. Protein concentration was
quantified using the Bradford method [30]. The activities of antioxidant enzymes, including
superoxide dismutase (SOD), catalase (CAT), peroxidase (POD), and ascorbate peroxidase
(APX), were determined according to the method of Zhang and Kirkham [31].

Malondialdehyde content: Lipid peroxidation was estimated by measuring the content
of malondialdehyde (MDA) with some modifications [32,33]. Briefly, a 0.5 mL aliquot of
supernatant from enzyme extraction was mixed with 2 mL of 20% trichloroacetic acid con-
taining 0.5% thiobarbituric acid. The mixture was heated at 95 ◦C for 30 min, cooled on ice,
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and then centrifuged at 10,000× g for 10 min. The absorbance was read at 532 and 600 nm.
MDA concentration was calculated using an extinction coefficient of 155 mM−1·cm−1.

Phenylalanine ammonia-lyase (PAL) activity: PAL activity was determined according to
the methods of Lister et al. and Aydaş et al. with some modifications [34,35]. The reaction
consisted of 200 µL crude enzyme, 200 µL L-phenylalanine (80 mM), and 1.6 mL phosphate
buffer (50 mM, pH 7.0). The mixture was incubated at 30 ◦C for 60 min in the water bath.
After incubation, a 200-µL aliquot of 20% trichloroacetic acid (TCA) was added to terminate
the reaction, and tubes were centrifuged at 5000× g for 5 min to pellet the denatured protein.
PAL activity was determined from the yield of cinnamic acid, estimated by measuring
A290 of the supernatant in 10 mm quartz cuvettes. The results were expressed as units per
mg of protein.

Polyphenol oxidase (PPO) activity: PPO activity was determined according to the meth-
ods described by Naing et al. [36], with some modifications. The mix of 100 µL crude
extract and phosphate buffer (50 mM, pH 6.4) and 1 mL catechol (20 mM) were incubated
in a tube at 37 ◦C for 5 min (hydrothermal), respectively. Two tubes were immediately
transferred to the cuvette. The polyphenol oxidation of PPO was then determined by the
changes in absorbance at 420 nm with a UV spectrophotometer. The results were expressed
as the changes in A/min per mg of protein.

Statistical analysis: The data of above physiological characteristic were statistically ana-
lyzed using GraphPad software (Beijing, China). Statistically significant differences were
determined through univariate and multivariate analyses with Tukey tests and ANOVA
model. Different letters were used to indicate means that differ significantly (p < 0.05).

2.4. Transcriptome Analysis of As Leaves and qRT-PCR Vertification

In the current study, leaves of all treatments at 19 dpi were collected for transcriptome
analysis. In brief, total RNA was isolated from mature leaf tissues using TRIzol according
to the manufacturer’s protocol. RNA-Seq was performed on three biological replicates
of each sample. Oligo(dT)-attached magnetic beads were used to purify mRNA. The
product was validated on the Agilent Technologies 2100 bioanalyzer (Agilent Technologies,
Beijing, China) for quality control. The double-stranded PCR products from previous
step were heated, denatured, and circularized by the splint oligo sequence to obtain the
final cDNA library. The final library was amplified with phi29 to make DNA nanoball
(DNB), which had more than 300 copies of one molecular; DNBs were loaded into the
patterned nanoarray and single-end 50 base reads were generated on BGIseq500 platform
(BGI-Shenzhen, China).

The raw data were filtered to the clean data using SOAPnuke (BGI-Shenzhen, China)
software and clean reads were de novo assembled with Trinity software [37]. Then, TG-
ICL were used to cluster the assembled transcripts to remove redundancy and map them
to the Unigene library [38]. The quality of the assembled transcripts was assessed with
BUSCO [39]. The annotation of unigenes was obtained by sequence alignment by search-
ing for Nr, Nt, Swissprot, Pfam, KOG, and Kyoto Encyclopedia of Genes and Genomes
(KEGG) public databases. Gene Ontology (GO) annotations and functional term map-
ping of transcript were performed using Blast2GO software and the eggNOG-mapper v2
database [40,41]. The KEGG pathway analysis was performed for mapping proteins onto
known pathways [42]. All raw data and datasets were submitted to the China National
Center for Bioinformation under the BioProject PRJCA010875.

For gene expression analysis, clean reads were aligned to Unigene by Bowtie2, the
gene expression of each sample was calculated with fragments per kilobase of transcript
per million mapped reads (FPKM) using RSEM software, and differential expression
(DE) analysis of pairwise comparison (Tv vs. CK and TC vs. Ch) was performed by
DEseq2 software under two conditions with false discovery rate ≤ 0.05 and Log2 fold
change ≥2 [43]. The statistical enrichment of differential expression genes (DEGs) in KEGG
pathways and GO term was performed using the ClusterProfiler R package [44]. The
aforementioned transcriptome sequencing and differential analysis were completed by
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BGI Co., Ltd. As a way to investigate detailed functional categories and the expression
level of DEGs, visualizations of KEGG classes and expression were also generated using R
packages provided by ggplot2 and complexheatmap.

For the qRT-PCR verification, total RNAs were extracted from plant leaves of the
same plot using TRIzol according to the manufacturer’s protocol, and three biological
replicates were used. cDNA was obtained from total RNA with gDNA removal and the
cDNA synthesis supermix kit (TransGen Biotech, Beijing, China). The qRT-PCR assays
were performed using the SYBR Mix Kit (TransGen Biotech, Beijing, China) and were
conducted on a Roche LightCycler 96 Sequence Detection System. The reference gene,
CdActin, was used to normalize the expression levels of target genes. The expression
levels were calculated using the 2−∆∆Ct method. The qRT-PCR analysis was performed to
validate the reliability of the RNA-Seq data and analyze the expression level of essential
genes. qRT-PCR data were determined through univariate and multivariate analyses with
Tukey tests and ANOVA model. Different letters were used to indicate means that differ
significantly (p < 0.05).

2.5. Metabolome Analysis of Plant Leaves

As leaves of all treatments at 19 dpi were collected to perform untargeted metabolomics
analysis. Five independent biological replicates were used. Collected samples were im-
mediately frozen in liquid nitrogen, and 50 mg of tissues were weighed and extracted by
directly adding 800 µL of precooled extraction reagent (MeOH: H2O (70:30, v/v, precooled
at −20 ◦C)). After filtering, 600 µL of the supernatants were transferred to autosampler vials
for UPLC-MS analysis. The sample analysis was performed on an ACQUITY UPLC 2D
(Waters, MA, USA), coupled to a Q Exactive mass spectrometer (Thermo Fisher Scientific,
Waltham, MA, USA) with a heated electrospray ionization (HESI) source in BGI Co., Ltd.
The BGI’s metabolomics software package metaX and metabolome information analysis
process was used for data preprocessing, statistical analysis, metabolite classification, and
functional annotation. In this study, the value of variable importance in projection (VIP) of
the first two principal components with partial least squares discriminant analysis (PLS-DA)
model, combined with fold change (FC) ≥ 1.2 or ≤0.83 and Student’s t-test of univariate
analysis (p-value < 0.05) were set as the filtering condition to choose metabolites with
different abundance (DEM). The volcano plot and heatmap of DEM were obtained in R
using the packages of ggplot2 and ComplexHeatmap [45,46].

2.6. Untargeted Metabolic Analysis and Efficacy Experiment of Respective Metabolites of T. virens

For exploring the kinds and abundance of metabolites produced by Trichoderma, the
single colony of T. virens 192-45 with five biological repeats was also collected to perform
untargeted metabolomics analysis based on the above-mentioned method. If there is a
missing value in the abundance of a metabolite in a repeated strain, the metabolite will be
filtered out. After this strict filtering, 446 metabolites were obtained and sorted according
to their abundance. Similarly, the classification and functional annotation of metabolites
were defined by BGI’s metabolomics software. Based on the classification and annotation,
the bar chart of metabolites class and heatmap of metabolites with top 100 abundance were
generated in R using the packages of ggplot2 and ComplexHeatmap [45,46].

To investigate the disease control efficacy of citric, linolenic, and fumaric acid of T.
virens-emitted respective metabolites, in vitro experiments were carried out, using the pure
compounds purchased from Sigma (Sigma, St. Louis, MO, USA). The individual pure
compounds of respective metabolites were prepared by dissolving in a 5% methanol or
ethanol solution. The activity of respective metabolites was tested against the C. homoeocarpa
pathogen with the agar diffusion test. A plug (5 mm) of mycelium from an actively growing
culture was placed in the center of the PDA plate, and 10 µL of metabolite solution at
different concentrations (0, 50, and 100 mg/mL) was placed at a distance of 25 mm. The
plates were incubated at 30 ◦C for 3 days. The growth inhibition was assessed by the photo
of the inhibition halos compared with the control (5% methanol or ethanol).
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3. Result
3.1. Effect of T. virens on Plant Growth and Physiological Characteristics in Creeping Bentgrass
against C. homoeocarpa

The pot experiment assessed the physiological and pathological processes of different
inoculations to gather information about the overall biostimulant effect of T. virens. We
found that the pretreatment of T. virens effectively alleviates the development of dollar spot
caused by C. homoeocarpa inoculation (Figure 1a). Furthermore, this positive effect of T.
virens is mainly reflected in the chlorophyll degradation and MDA content accumulation
(Figure 1b,c).
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Figure 1. Physiological performance of creeping bentgrass after T. virens treatment and/or inoculation
of C. homoeocarpa at 19 dpi. CK, plants with well-watered without any treatment; Tv, plants with
the pretreatment of T. virens; TC, plants treated with T. virens pretreatment and C. homoeocarpa
infection; Ch, plants treated with C. homoeocarpa infection (the below is the same). (a) Photos of
creeping bentgrass after various treatments in pots. (b,c) Chlorophyll and MDA content. (d–g) The
activity of antioxidants: SOD, POD, CAT, APX. (h,i) The activity of pathogen-related enzyme: PAL,
PPO. Different letters aboved were used to indicate means that differ significantly (p < 0.05).

Moreover, plants treated with T. virens and C. homoeocarpa have different effects on
the activity of antioxidants. The activities of SOD and POD in As plants were signifi-
cantly stimulated by inoculation of C. homoeocarpa, irrespective of the presence of T. virens
(Figure 1d,f). Meanwhile, compared to the control, the co-treatment of T. virens and C.
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homoeocarpa induced strong APX activities in the plants (p < 0.05, Figure 1g). Similar results
were also seen in PAL activity (Figure 1h). In particular, the greatest plant-resistance effect
in T. virens was observed when the PPO activity significantly increased in the co-treatment
group of T. virens and C. homoeocarpa compared to the individual treatment (Figure 1j). In
addition, we repeated the whole experiment to confirm the effect of T. virens on the plant
growth and resistance of As plants.

Quantitative analysis of endogenous hormone of plant leaves with different treatments
would facilitate understanding of the potential mechanism of T. virens. As shown, upon the
T. virens treatment, the leaves accumulated relatively high levels of IAA content compared
with the control plant (Figure 2a). However, the changes in ABA content in the T. virens-
pretreated plant were less pronounced (Figure 2b). Meanwhile, after pretreatment of T.
virens, the ABA, SA, and JA content were significantly higher (p < 0.05) in the TC group
than in the Ch group (Figure 2c,d).
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indicate means that differ significantly (p < 0.05).

3.2. Transcriptional Expression Analysis of As Leaves’ Response to T. virens Colonization and
Infection by C. homoeocarpa

To study the potential roles of T. virens in defense against C. homoeocarpa, we eval-
uated transcriptional changes in As leaves after colonization of T. virens and 19 dpi of
infection of C. homoeocarpa. A total of 76.56 Gb data was obtained. After assembly and
redundancy removal, 95,299 unigenes were obtained, with total length, average length,
N50, and GC content of 91,516,445 bp, 960 bp, 1382 bp, and 54.57%, respectively. A total of
82,289 unigenes were successfully annotated to at least one database.

As shown in Figure 3a, pairwise comparisons across different treatments revealed
a range of differentially expressed genes (DEGs). Of these, 77 and 127 transcripts were
up- and downregulated in the T. virens inoculation (Tv) versus control (CK). The KEGG
term of these DEGs was associated with the metabolism of primary and secondary, energy
metabolism, and genetic information processing (Figure S2a). For instance, transcription
factor IIE (TFIIE) factors and LRR receptor-like serine/threonine protein kinase (LRR),
known for functions in plant–microbe interactions, were upregulated in the Tv group
(Figure 3b) [47,48]. The expression pattern of other receptor-like kinases, like proline-rich
receptor-like protein kinase (PERK2, 8), appears to be as diverse as its function. In ad-
dition, a member of aldehyde dehydrogenase family 2 (ALDH2), two cinnamyl alcohol
dehydrogenase (CAD6, 7), and one multiprotein bridging factor 1 (MBF1) are likely in-
volved in various abiotic stress and biotic stimuli [49–51]. Moreover, two vegetative cell
wall proteins (GP1) and two fructan exohydrolases (6-FEH) are structurally related to
cell wall expansins [52]. There was also an upregulation of a set of genes involved in ter-
penoid metabolism and stress resistance metabolism, such as premnaspirodiene oxygenase
(CYP71D55), 9-cis-epoxycarotenoid dioxygenase (NCED1), ethylene-responsive transcrip-
tion factor RAP2-7-like (AP2/ERF), along with three genes encoding dormancy/auxin
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associated proteins (DRM1/ARP). However, we found a group of DEGs encoded heat
shock protein was downregulated in Tv compared to the CK.
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Figure 3. Transcriptome analysis of As leaves after colonization of T. virens and infection by C.
homoeocarpa at 19 dpi. (a) Schematic overview of the DEG comparison with condition of |log2FC| ≥ 1
& Padj < 0.05 between different treatments. (b) Expression of DEGs (filtered with |log2FC| ≥ 2 &
Padj < 0.01) between T. virens colonization (Tv) and control (CK). (c) Expression of DEGs upregulated
in the TC group and their similar homologs (filtered with |log2FC| ≥ 2 & Padj < 0.01).
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We then focused on the C. homoeocarpa infected leaves with or without T. virens treat-
ment. In total, 311 and 2521 transcripts had up- and downregulated expressions in the
Ch group relative to those in the TC group, respectively (Figure 3a). Besides, the DEG
number of TC vs. Ch (2832) was much more numerous than in the comparison of TC vs.
Tv (233), and there are more upregulated genes in the Ch group. Although 2521 upreg-
ulated genes were found in the Ch group (Figure S2b), a set of disease resistance DEGs
were only upregulated in the TC group (Figure 3c). For example, four putative disease
resistance proteins (RGA2) and two calcium-dependent protein kinase 4 (CPK4), commonly
known for positive functions in plant immune responses and pathogen invasion, were
found in the TC group [53]. Moreover, we found a group of upregulated transcriptional
factors associated with plant defense against the pathogen infection under the presence
of T. virens. For instance, R2R3-type MYB transcription factors and enhancer of TRY and
CPC3 (MYB-ETC3), CAPRICE (MYB-CPC), in addition to heat stress transcription factor
A-2c (HsfA2c) and MADS-box transcription factor 4 (MADS4) were identified [54]. Several
receptor-like kinases (RLKs) encoding genes associated with plant defense response, were
also present in this list, such as proline-rich receptor-like protein kinase (PERK1), FERO-
NIA (FER), putative F-box/LRR-repeat protein, MLO-like protein 1 (Mlo1), Casein kinase
1-like protein 3 (CKL3), and cysteine-rich receptor-like protein kinase 40 (CRK40) [55,56].
However, much more genes encoded as leucine-rich repeat extension-like protein 5 (LRX5)
were downregulated in the TC group. Moreover, a group of DEGs associated with plant
immunity and hormone metabolism of basal resistance was also upregulated in the TC
group, such as HSPRO2, which encodes a nematode resistance protein [57], and CRK11
(cytokinin dehydrogenase 11), related to disease resistance [58]. The expression of four
candidate genes (ARP, NCED, CPK4, HSPRO2) was also determined by qRT-PCR, which
closely matched RNA Seq data over most samples (Figure S3).

3.3. Metabolome Analysis of Resistance-Related Pathway Changes in As Leaves

To further characterize As responses to T. virens and C. homoeocarpa, leaves were ex-
tracted from the Tv, TC, Ch, and CK groups and profiled using a non-targeted metabolomics
approach. The UPLC-MS method resulted in 14,854 molecular features with unique m/z val-
ues and retention time, where 1421 compounds could be predicted based on the reliability
level of metabolic identification.

There are 170 metabolites with differential abundance (DEM) between the Tv and CK
groups, among which 101 metabolites were decreased, and 69 metabolites were increased
in As pre-contacted with T. virens (Figure S3a). Filtering these DEMs by the VIP of PLS-DA
and classification after combing HMDB and KEGG databases, 66 metabolites were found
to be involved in both primary and secondary metabolic categories, such as alcohols (i.e.,
shikimic acid), amines and amino acid (i.e., spermidine and N-acetyl-L-phenylalanine),
endogenous metabolites (i.e., N-acetylornithine), steroids, and terpenoids (i.e., isosteviol,
citral) (Figure 4a). Apart from that, several interesting metabolite analogues seem to be
induced by T. virens, such as bilirubins, the animal hormone epinephrine, and the drug
pravastatin. In addition, 52 compounds were still classified in publicly available databases.

Across the comparison analysis between the TC and Ch group, 71 metabolites were
increased, and 69 metabolites were decreased in As co-contacted with T. virens and C.
homoeocarpa (Figure S3b). Similarity, 41 DEMs filtered by the VIP value of the TC and
Ch comparison with precise classification were identified (Figure 4b), mainly involved in
L-phenylalanine metabolism, fatty acyls, flavonoids, and steroids. Of these, the metabolites
of L-phenylalanine metabolism deserve more attention. The branch metabolites of L-
phenylalanine degradation, such as phenylacetylglycine, N-acetyl-L-phenylalanine, N-
acetyl-L-tyrosine, and hydroxyphenyllactic acid, presented lower abundance in the TC
group. However, the biosynthetic products of L-phenylalanine that were increased in the
TC group, such as phenylpropanoids (i.e., rosarin), contribute to plant response to abiotic
and biotic stresses [59]. Except for the metabolites related to L-phenylalanine metabolism
that appeared in the TC group, N-acetylornithine of spermidine biosynthesis was also
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accumulated in the TC group. Furthermore, several DEMs increased in the TC group could
be matched to the family of fatty acyls, flavonoids, and steroids (Figure 5). Examples
include stearic acid, associated with the induction of constitutive defense signal [60];
gypenoside, associated with synergistic antifungal effects [61]; and mulberrin, related to
antimicrobial activity.
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3.4. Untargeted Metabolic Analysis and Efficacy of Biocontrol-Related Metabolites of T. virens

In the case of non-volatile metabolites, our previous work showed that the T. virens
192-45 strain reduced the growth of C. homoeocarpa by 89.47% in a PDA medium with
removed cellophane and T. virens growing for 7 days [28]. Thus, for the detection of the
metabolites of T. virens 192-45 strain, 445 compounds were obtained via UPLC-MS analysis.
Of these, 176 compounds possessed unambiguous classification and were enriched in
organic acid, derivatives, fatty acyls, benzenoids, and steroids and products.

To gain insight into these metabolites produced by T. virens, the metabolites with top
100 abundance were selected by their abundance in the peak area (Figures S4 and 5). Using
UPLC-MS analysis, a set of the metabolites with higher abundance are concentrated in
organic acids, organic nitrogen, organoheterocyclic compounds, phenylpropanoids, and
peptides, which may be related to pathogen inhibition and induced resistance. For example,
malic acid and citric acids are fungicides or insecticides. The discovery of six metabolites
from T. virens is of particular concern, since they all appear to be involved in linolenic and
oleic acid biosynthesis or their precursors and intermediates, jasmonate biosynthesis, and
inducible defenses. These were 13(S)-hydroxy octadecatrienoic acid (13-HOTrE), 12-oxo-
phytodienoic acid, 13S-hydroperoxy-linolenic acid (13S-HPOTrE), 9,10-epoxyoctadecenoic
acid (9,10-EpOME), 4-dodecylbenzenesulfonic acid, and oleic acid (Figure 5). In the present
study, the agar diffusion test of citric acid and linolenic acid at 100 mg/mL inhibited the
growth of C. homoeocarpa (Figure S6). In addition, several secondary metabolites related to
disease resistance were obtained, such as hydroxycinnamic acids, ipriflavone, L-sorbose,
allopurinol, oxipurinol, 16-hydroxyhexadecanoic acid, and asparagine [62–65].
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4. Discussion

The use of Trichoderma-based bioinoculants in agriculture is increasing, with several
hundred products available worldwide. Studies evaluating the mechanism of Trichoderma–
plant interaction have been much more numerous. However, the crosstalk of metabolites
and signal in the plant and Trichoderma is dynamic [66]. The changes of respective genes and
metabolites related to plant growth and disease resistance depend on the Trichoderma strains
and the plant species. In this study, we investigated previously unknown mechanisms
underlying As interaction with T. virens against C. homoeocarpa from multiple angles. We
investigated transcriptional alterations of leaves treated with T. virens and/or C. homoeocarpa.
Untargeted metabolomes were profiled to elucidate the chemical nature of T. virens serving
as a critical trigger for the metabolome of As leaves. The mechanism of T. virens–As
interaction can be viewed in two respects: plant growth promotion and plant defense
response, both discussed below (Figure 6):
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4.1. Effect of T. virens on As Plant Growth Regulation

It has been known for decades that Trichoderma can impact plant growth on axenic
and soil systems. Plants may benefit from Trichoderma’s ability to induce development
changes through different mechanisms, such as the production of phytohormones and
other secondary metabolites [66].

Firstly, the potential of plant-associated Trichoderma to produce free IAA and inter-
mediates or precursors represents a means to influence the endogenous auxin pool of the
host and induce IAA-responsive protein [67]. Plants may benefit from Trichoderma’s ability
to induce development changes through different mechanisms. In this study, various
carbohydrates and nucleic acids decreased in the Tv group (Figure 4a), indicating that the
plants treated by T. virens had more vigorous life activities and consumed more carbohy-
drates. It is worth noting that this study identified Indole-3-acrylic acid and tryptophan
from T. virens hypha (Figure 5). Indole-3-acrylic acid is generated from tryptophan and
reported as an auxin growth regulator [68]. Additionally, L-tryptophan has been found
to stimulate the synthesis of auxins in the rhizosphere and trigger plant growth [69]. A
transcriptional profile of As leaves treated with T. virens revealed the differential expression
of 204 genes, including two components of dormancy-associated gene 1/auxin-repressed
protein (DRM1/ARP) genes (Figure 3a,b). DRM1/ARPs are responsive to auxin that regu-
lates plant growth and development [70]. In this study, the accumulation of IAA content
was also higher in the As plants only inoculated with T. virens. In addition, it is apparent
that As plants inoculated with Trichoderma grow better (Figure 1a). In summary, these
results suggest that T. virens produces IAA and related compounds in order to promote
plant growth and auxin biosynthesis through regulating DRM1/ARP expression (Figure 6).

Secondly, spermidine, as the main component of polyamines, is essential for cell
division and proliferation and is implicated in diverse plant growth and development, in
addition to stress tolerance [16,71]. Regarding hormone signaling pathways, spermidine
positively regulated auxin and cytokinin signaling genes [72]. Firstly, the Dl-arginine,
potentially as a spermidine stimulus, was obtained from T. virens hypha. Furthermore,
spermidine and its precursor N-acetylornithine are increased in As leaves treated by T.
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virens (Figure 4a). Secondly, a group of DEGs was upregulated in Tv-treated As plants
with functions in auxin, ethylene, and abscisic acid biosynthesis and signaling pathways,
including DRM1/ARP-, AP2/ERF-, and NCED1-encoding genes. Transcriptome and
metabolome data indicate a potential of higher spermidine to induce hormone-related
genes promoting plant growth and stress tolerance (Figure 6).

Thirdly, the global transcriptional changes of As genes encoding receptor kinases (i.e.,
LRR, PERKs) and cell wall biogenesis (i.e., GP1 and 6-FEH) are upregulated in As leaves pre-
contact with T. virens, which are all well known to be the environmental stimulus [47,48,52]
Additionally, via untargeted metabolome analysis, several interesting substrates were
obtained from the Tv-treated As leaves, including bilirubin, epinephrine, and isosteviol
(Figure 4a). Bilirubin is involved in the biosynthesis of various plant secondary metabolites,
and foliar spraying positively affects maize growth and yield [73]. Epinephrine can stimu-
late somatic embryogenesis in leaf cultures [74]; however, knowledge about the function
and regulation of epinephrine in plants is still limited. Isosteviol shows similarities with
gibberellins in their matrix structure and could positively promote wheat seeds’ growth
indexes [75].

Although some substrates are low in content, they may play a key role in promoting
plant growth. There are, for example, indole-3-acrylic acid and L-tryptophan, associated
with auxin synthesis and regulation; glutamine and agmatine, associated with arginine and
sustaining growth; and succinic acid and fumaric acid which, when fed to plant TCA cycle
and promote plant growth and trigonelline, a diverse plant regulator. Of course, many
metabolites with relatively low concentration and no precise classification still need further
research. Overall, the current results strongly suggested that the ‘pre-defense’ was activated
by the approaching T. virens from two aspects of gene expression and metabolic changes.

4.2. Induction of Defense Response by T. virens on As Plant

There were more DEGs in the comparison of TC with Ch than in the comparison
of TC with Tv, and there were more upregulated genes in the individual treatment of C.
homoeocarpa (Figure 3a). The results indicated that reducing sensitivity to the pathogen can
be attributed to pre-contact with T. virens, and can act as the second barrier to protect plants
challenged with C. homoeocarpa through various mechanisms (Figure 6).

In this study, the abundance of phenylacetylglycine and N-acetyl-L-phenylalanine
decreased in the Tv group and further reduced in the TC group. In addition, hydroxyphenyl-
lactic acid is the newly added component of the metabolites branch of L-phenylalanine
degradation (Figure 4b). The reduction of these metabolites results in the accumulation of L-
phenylalanine. Moreover, L-phenylalanine is the precursor of cinnamyl alcohol glycosides
(collectively named rosarins) through the catalytic reaction of phenylalanine ammonia-
lyase (PAL), cinnamyl-CoA reductase (CAD) enzyme, and others [76,77]. Furthermore,
rosarins may possess immuno-stimulant properties [78]. These findings are consistent with
the enhancement of PAL activity in As plants treated with T. virens (Figure 1h) and the
abundance of L-phenylalanine in T. virens (Figure 5). These results indicate that T. virens
could mediate the pathway of L-phenylalanine metabolism to resist diseases (Figure 6).

Organic acids, including oleic and linolenic acid detected in Trichoderma, were reported
to possess antifungal activity and influence pathogen metabolism [79,80]. The present
study also found that citric acid and linolenic acid inhibited the growth of C. homoeocarpa
on agar diffusion plates (Figure S6). In the meantime, precursors and intermediates of
oleic acids and linolenic acid also play selective roles in regulating SA-related or JA-related
defense resistance, such as 13-HOTrE, 13S-HPOTrE, OPDA, and 9,10-EpOME. Signaling
induced upon a reduction in oleic acid (18:1) levels simultaneously upregulates salicylic
acid (SA)-mediated responses and inhibits jasmonic acid (JA)-inducible defenses [60,81].
Furthermore, salicylic acid signaling may in part be mediated by 13-HOTrE in barley [82].
On the other hand, OPDA is the first cyclic compound in jasmonate biosynthesis, and
13S-HPOTrE is a precursor of jasmonic acid [82,83]. Furthermore, cytochrome P450-derived
linolenic acid metabolites, 9,10-EpOME, have been studied for their association with various
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disease states and biological functions [84]. This is consistent with the detection of oleic
acid and intermediates from T. virens (Figure 5) and the increase in stearic acid in As leaves
treated with T. virens and C. homoeocarpa (Figure 4b). Minichiello et al. reported that oleic
and linoleic acids substantially activate oat leaf Ca2+-dependent protein kinase under high
temperature [85]. In this study, the expression of several genes and the abundance of
stearic acid were only increased in the group of As plant co-treated with T. virens and C.
homoeocarpa infection, such as the CPK4, MADS4, and HSPRO2 gene (Figure 3c), that are
related to the defensive response in plants [53,86,87]. In line with this, the content of SA
and JA were increased in As plants co-treated with T. virens and C. homoeocarpa infection,
compared to those only treated with pathogen infection. Collectively, oleic and linolenic
acid or their precursors and intermediates secreted by T. virens tend to be major compounds
that influence the accumulation of stearic acid and SA, and induced disease defense genes
(Figure 6).

In conclusion, our current data reveal that As leaves dynamically respond to the pres-
ence of T. virens with or without C. homoeocarpa infection (Figure 6). During the absence of
pathogens, plant growth and physiological performance is enhanced by the production
of bioactive metabolites, including hormones and spermidine, which are prepared for the
ensuing pathogen attack by using ‘pre-defense’ (Figure 6). Upon invasion by C. homoeo-
carpa, the SA- and/or JA-dependent defense system of Trichoderma–plant interactions was
induced by T. virens and its emitted metabolites. Using synthetic analysis, we can infer
that secondary and primary metabolites, such as oleic and linolenic acids and their inter-
mediates, have functions we have not yet discovered, which could be used for exogenous
application to control diseases in the future. Subsequently, several genes related to plant
growth promotion and disease resistance induced by T. virens were found in As plants. We
anticipate a combination of genetic engineering and breeding approaches targeting these
genes could make creeping bentgrass more resistant to soil pathogens, with an ultimate
goal of improving crop productivity.
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level; Figure S4. Barchart of class and superclass of total 177 metabolites obtained from T. virens
192-45; Figure S5. The expression of four candidate genes (ARP, NCED, CPK4, HSPRO2) performed
by qRT-PCR; Figure S6. The disease control efficacy of linolenic, fumaric, and citric acid of 0, 50,
100 mg/mL on the growth of C. homoeocarpa.
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35. Aydaş, S.B.; Ozturk, S.; Aslım, B. Phenylalanine ammonia lyase (PAL) enzyme activity and antioxidant properties of some
cyanobacteria isolates. Food Chem. 2013, 136, 164–169. [CrossRef] [PubMed]

36. Naing, K.W.; Nguyen, X.H.; Anees, M.; Lee, Y.S.; Kim, Y.C.; Kim, S.J.; Kim, M.H.; Kim, Y.H.; Kim, K.Y. Biocontrol of Fusarium wilt
disease in tomato by Paenibacillus ehimensis KWN38. World J. Microbiol. Biotechnol. 2015, 31, 165–174. [CrossRef] [PubMed]

37. Grabherr, M.G.; Haas, B.J.; Yassour, M.; Levin, J.Z.; Thompson, D.A.; Amit, I.; Adiconis, X.; Fan, L.; Raychowdhury, R.; Zeng, Q.D.;
et al. Full-length transcriptome assembly from RNA-Seq data without a reference genome. Nat. Biotechnol. 2011, 29, 644–652.
[CrossRef]

38. Pertea, G.; Huang, X.; Liang, F.; Antonescu, V.; Sultana, R.; Karamycheva, S.; Lee, Y.; White, J.; Cheung, F.; Parvizi, B.; et al. TIGR
Gene Indices clustering tools (TGICL): A software system for fast clustering of large EST datasets. Bioinformatics 2003, 19, 651–652.
[CrossRef]

39. Manni, M.; Berkeley, M.R.; Seppey, M.; Zdobnov, E.M. BUSCO: Assessing genomic data quality and beyond. Curr. Protoc. 2021, 1,
e323. [CrossRef]

40. Conesa, A.; Götz, S.; García-Gómez, J.M.; Terol, J.; Talón, M.; Robles, M. Blast2GO: A universal tool for annotation, visualization
and analysis in functional genomics research. Bioinformatics 2005, 21, 3674–3676. [CrossRef]

41. Cantalapiedra, C.P.; Hernández-Plaza, A.; Letunic, I.; Bork, P.; Huerta-Cepas, J. eggNOG-mapper v2: Functional annotation,
orthology assignments, and domain prediction at the metagenomic scale. Mol. Biol. Evol. 2021, 38, 5825–5829. [CrossRef]

42. Kanehisa, M.; Goto, S. KEGG: Kyoto encyclopedia of genes and genomes. Nucleic Acids Res. 2000, 28, 27–30. [CrossRef]
43. Li, B.; Dewey, C.N. RSEM: Accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC

Bioinform. 2011, 12, 323. [CrossRef]
44. Gai, Y.; Li, L.; Liu, B.; Ma, H.; Chen, Y.; Zheng, F.; Sun, X.; Wang, M.; Jiao, C.; Li, H. Distinct and essential roles of bZIP transcription

factors in the stress response and pathogenesis in Alternaria alternata. Microbiol. Res. 2022, 256, 126915. [CrossRef] [PubMed]
45. Wickham, H. ggplot2: Elegant Graphics for Data Analysis; Springer: New York, NY, USA, 2016.
46. Gu, Z.; Eils, R.; Schlesner, M. Complex heatmaps reveal patterns and correlations in multidimensional genomic data. Bioinformatics

2016, 32, 2847–2849. [CrossRef] [PubMed]
47. Passricha, N.; Saifi, S.K.; Singh, R.; Kharb, P.; Tuteja, N. Receptor-like kinases control the development, stress response, and

senescence in plants. In Senescence Signalling and Control in Plants; Elsevier: Amsterdam, The Netherlands, 2019; pp. 199–210.
48. Ning, H.; Yang, S.; Fan, B.; Zhu, C.; Chen, Z. Expansion and Functional Diversification of TFIIB-Like Factors in Plants. Int. J. Mol.

Sci. 2021, 22, 1078. [CrossRef] [PubMed]
49. Park, H.L.; Kim, T.L.; Bhoo, S.H.; Lee, T.H.; Lee, S.-W.; Cho, M.-H. Biochemical characterization of the rice cinnamyl alcohol

dehydrogenase gene family. Molecules 2018, 23, 2659. [CrossRef]
50. Zhang, L.; Wang, Y.; Zhang, Q.; Jiang, Y.; Zhang, H.; Li, R. Overexpression of HbMBF1a, encoding multiprotein bridging factor 1

from the halophyte Hordeum brevisubulatum, confers salinity tolerance and ABA insensitivity to transgenic Arabidopsis thaliana.
Plant Mol. Biol. 2020, 102, 1–17. [CrossRef]

51. Su, W.; Zhang, C.; Wang, D.; Ren, Y.; Zhang, J.; Zang, S.; Zou, W.; Su, Y.; You, C.; Xu, L.; et al. A comprehensive survey of the
aldehyde dehydrogenase gene superfamily in Saccharum and the role of ScALDH2B-1 in the stress response. Environ. Exp. Bot.
2022, 194, 104725. [CrossRef]

52. Huang, X.; Luo, W.; Wu, S.; Long, Y.; Li, R.; Zheng, F.; Greiner, S.; Rausch, T.; Zhao, H. Apoplastic maize fructan exohydrolase
Zm-6-FEH displays substrate specificity for levan and is induced by exposure to levan-producing bacteria. Int. J. Biol. Macromol.
2020, 163, 630–639. [CrossRef]

53. Bredow, M.; Monaghan, J. Regulation of plant immune signaling by calcium-dependent protein kinases. Mol. Plant-Microbe
Interact. 2019, 32, 6–19. [CrossRef]

54. Wakamatsu, J.; Wada, T.; Tanaka, W.; Fujii, S.; Fujikawa, Y.; Sambongi, Y.; Tominaga, R. Identification of six CPC-like genes and
their differential expression in leaves of tea plant, Camellia sinensis. J. Plant Physiol. 2021, 263, 153465. [CrossRef]

55. Quezada, E.-H.; García, G.-X.; Arthikala, M.-K.; Melappa, G.; Lara, M.; Nanjareddy, K. Cysteine-rich receptor-like kinase gene
family identification in the Phaseolus genome and comparative analysis of their expression profiles specific to mycorrhizal and
rhizobial symbiosis. Genes 2019, 10, 59. [CrossRef]

http://doi.org/10.1016/S0176-1617(11)81192-2
http://doi.org/10.1016/0003-2697(76)90527-3
http://doi.org/10.1111/j.1469-8137.1996.tb01856.x
http://doi.org/10.1093/jxb/32.1.93
http://doi.org/10.1016/j.jplph.2020.153195
http://doi.org/10.21273/JASHS.121.2.281
http://doi.org/10.1016/j.foodchem.2012.07.119
http://www.ncbi.nlm.nih.gov/pubmed/23017408
http://doi.org/10.1007/s11274-014-1771-4
http://www.ncbi.nlm.nih.gov/pubmed/25384610
http://doi.org/10.1038/nbt.1883
http://doi.org/10.1093/bioinformatics/btg034
http://doi.org/10.1002/cpz1.323
http://doi.org/10.1093/bioinformatics/bti610
http://doi.org/10.1093/molbev/msab293
http://doi.org/10.1093/nar/28.1.27
http://doi.org/10.1186/1471-2105-12-323
http://doi.org/10.1016/j.micres.2021.126915
http://www.ncbi.nlm.nih.gov/pubmed/34953292
http://doi.org/10.1093/bioinformatics/btw313
http://www.ncbi.nlm.nih.gov/pubmed/27207943
http://doi.org/10.3390/ijms22031078
http://www.ncbi.nlm.nih.gov/pubmed/33498602
http://doi.org/10.3390/molecules23102659
http://doi.org/10.1007/s11103-019-00926-7
http://doi.org/10.1016/j.envexpbot.2021.104725
http://doi.org/10.1016/j.ijbiomac.2020.06.254
http://doi.org/10.1094/MPMI-09-18-0267-FI
http://doi.org/10.1016/j.jplph.2021.153465
http://doi.org/10.3390/genes10010059


J. Fungi 2022, 8, 1186 17 of 18

56. Cui, X.; Ji, D.; Chen, T.; Tian, S. Advances in the Studies on Molecular Mechanism of Receptor-like Protein Kinase FER Regulating
Host Plant-pathogen Interaction. Chin. Bull. Bot. 2021, 56, 339.

57. Murray, S.L.; Ingle, R.A.; Petersen, L.N.; Denby, K.J. Basal resistance against Pseudomonas syringae in Arabidopsis involves
WRKY53 and a protein with homology to a nematode resistance protein. Mol. Plant-Microbe Interact. 2007, 20, 1431–1438.
[CrossRef] [PubMed]

58. Zhu, M.; Wang, Y.; Lu, S.; Yang, L.; Zhuang, M.; Zhang, Y.; Lv, H.; Fang, Z.; Hou, X. Genome-wide identification and analysis
of cytokinin dehydrogenase/oxidase (CKX) family genes in Brassica oleracea L. reveals their involvement in response to
Plasmodiophora brassicae infections. Hortic. Plant J. 2022, 8, 68–80. [CrossRef]

59. Dong, N.Q.; Lin, H.X. Contribution of phenylpropanoid metabolism to plant development and plant–environment interactions. J.
Integr. Plant Biol. 2021, 63, 180–209. [CrossRef] [PubMed]

60. Kachroo, A.; Fu, D.-Q.; Havens, W.; Navarre, D.; Kachroo, P.; Ghabrial, S.A. An oleic acid–mediated pathway induces constitutive
defense signaling and enhanced resistance to multiple pathogens in soybean. Mol. Plant-Microbe Interact. 2008, 21, 564–575.
[CrossRef] [PubMed]

61. Liu, Y.; Ren, H.; Wang, D.; Zhang, M.; Sun, S.; Zhao, Y. The synergistic antifungal effects of gypenosides combined with
fluconazole against resistant Candida albicans via inhibiting the drug efflux and biofilm formation. Biomed. Pharmacother. 2020,
130, 110580. [CrossRef] [PubMed]

62. Shigematsu, Y.; Murofushi, N.; Ito, K.; Kaneda, C.; Kawabe, S.; Takahashi, N. Sterols and asparagine in the rice plant, endogenous
factors related to resistance against the brown planthopper (Nilaparvata lugens). Agric. Biol. Chem. 1982, 46, 2877–2879.

63. Montalbini, P.; Della Torre, G. Allopurinol metabolites and xanthine accumulation in allopurinol-treated tobacco. J. Plant Physiol.
1995, 147, 321–327. [CrossRef]

64. Adam, A.; Galal, A.; Manninger, K.; Barna, B. Inhibition of the development of leaf rust (Puccinia recondita) by treatment of wheat
with allopurinol and production of a hypersensitive-like reaction in a compatible host. Plant Pathol. 2000, 49, 317–323. [CrossRef]

65. Nogawa, M.; Goto, M.; Okada, H.; Morikawa, Y. L-Sorbose induces cellulase gene transcription in the cellulolytic fungus
Trichoderma reesei. Curr. Genet. 2001, 38, 329–334. [CrossRef]

66. Contreras-Cornejo, H.A.; Macías-Rodríguez, L.; Cortés-Penagos, C.; López-Bucio, J. Trichoderma virens, a plant beneficial fungus,
enhances biomass production and promotes lateral root growth through an auxin-dependent mechanism in Arabidopsis. Plant
Physiol. 2009, 149, 1579–1592. [CrossRef] [PubMed]

67. Contreras-Cornejo, H.A.; Macías-Rodríguez, L.; Del-Val, E.; Larsen, J. Ecological functions of Trichoderma spp. and their secondary
metabolites in the rhizosphere: Interactions with plants. FEMS Microbiol. Ecol. 2016, 92, fiw036. [CrossRef] [PubMed]

68. Tienda-Parrilla, M.; López-Hidalgo, C.; Guerrero-Sanchez, V.M.; Infantes-González, Á.; Valderrama-Fernández, R.; Castillejo,
M.Á.; Jorrín-Novo, J.V.; Rey, M.D. Untargeted MS-Based Metabolomics Analysis of the Responses to Drought Stress in Quercus
ilex L. Leaf Seedlings and the Identification of Putative Compounds Related to Tolerance. Forests 2022, 13, 551. [CrossRef]

69. Mayo-Prieto, S.; Marra, R.; Vinale, F.; Rodríguez-González, Á.; Woo, S.L.; Lorito, M.; Gutiérrez, S.; Casquero, P.A. Effect of
Trichoderma velutinum and Rhizoctonia solani on the metabolome of bean plants (Phaseolus vulgaris L.). Int. J. Mol. Sci. 2019, 20, 549.
[CrossRef]

70. De Souza, G.B.; de Oliveira Mendes, T.A.; Fontes, P.P.; de Almeida Barros, V.; Goncalves, A.B.; de Freitas Ferreira, T.; Costa,
M.D.B.L.; Alves, M.S.; Fietto, L.G. Genome-wide identification and expression analysis of dormancy-associated gene 1/auxin
repressed protein (DRM1/ARP) gene family in Glycine max. Prog. Biophys. Mol. Biol. 2019, 146, 134–141. [CrossRef]

71. Kasukabe, Y.; He, L.; Watakabe, Y.; Otani, M.; Shimada, T.; Tachibana, S. Improvement of environmental stress tolerance of sweet
potato by introduction of genes for spermidine synthase. Plant Biotechnol. 2006, 23, 75–83. [CrossRef]

72. Anwar, R.; Mattoo, A.K.; Handa, A.K. Polyamine Interactions with Plant Hormones: Crosstalk at Several Levels. In Polyamines: A
Universal Molecular Nexus for Growth, Survival, and Specialized Metabolism; Kusano, T., Suzuki, H., Eds.; Springer: Tokyo, Japan,
2015; pp. 267–302.

73. Zeboon, N.H. Effect of foliar spraying with Bilirubin on maize growth and yield. Plant Arch. 2019, 19, 3453–3456.
74. Kuklin, A.; Conger, B. Enhancement of somatic embryogenesis in orchardgrass leaf cultures by epinephrine. Plant Cell Rep. 1995,

14, 641–644. [CrossRef]
75. Zhang, L.; Gao, B. Effect of Isosteviol on Wheat Seed Germination and Seedling Growth under Cadmium Stress. Plants 2021, 10,

1779. [CrossRef]
76. Whitaker, B.D.; Stommel, J.R. Distribution of hydroxycinnamic acid conjugates in fruit of commercial eggplant (Solanum melongena

L.) cultivars. J. Agric. Food Chem. 2003, 51, 3448–3454. [CrossRef]
77. Grech-Baran, M.; Sykłowska-Baranek, K.; Krajewska-Patan, A.; Wyrwał, A.; Pietrosiuk, A. Biotransformation of cinnamyl alcohol

to rosavins by non-transformed wild type and hairy root cultures of Rhodiola kirilowii. Biotechnol. Lett. 2014, 36, 649–656.
[CrossRef] [PubMed]

78. Javid, A.; Gampe, N.; Gelana, F.; György, Z. Enhancing the Accumulation of Rosavins in Rhodiola rosea L. Plants Grown In Vitro
by Precursor Feeding. Agronomy 2021, 11, 2531. [CrossRef]

79. Saravanakumar, K.; Chelliah, R.; Ramakrishnan, S.R.; Kathiresan, K.; Oh, D.-H.; Wang, M.-H. Antibacterial, and antioxidant
potentials of non-cytotoxic extract of Trichoderma atroviride. Microb. Pathog. 2018, 115, 338–342. [CrossRef] [PubMed]

80. Inayati, A.; Sulistyowati, L.; Aini, L.Q.; Yusnawan, E. Antifungal activity of volatile organic compounds from Trichoderma virens.
AIP Conf. Proc. 2019, 2120, 080012. [CrossRef]

http://doi.org/10.1094/MPMI-20-11-1431
http://www.ncbi.nlm.nih.gov/pubmed/17977154
http://doi.org/10.1016/j.hpj.2021.05.003
http://doi.org/10.1111/jipb.13054
http://www.ncbi.nlm.nih.gov/pubmed/33325112
http://doi.org/10.1094/MPMI-21-5-0564
http://www.ncbi.nlm.nih.gov/pubmed/18393616
http://doi.org/10.1016/j.biopha.2020.110580
http://www.ncbi.nlm.nih.gov/pubmed/32745913
http://doi.org/10.1016/S0176-1617(11)82160-7
http://doi.org/10.1046/j.1365-3059.2000.00455.x
http://doi.org/10.1007/s002940000165
http://doi.org/10.1104/pp.108.130369
http://www.ncbi.nlm.nih.gov/pubmed/19176721
http://doi.org/10.1093/femsec/fiw036
http://www.ncbi.nlm.nih.gov/pubmed/26906097
http://doi.org/10.3390/f13040551
http://doi.org/10.3390/ijms20030549
http://doi.org/10.1016/j.pbiomolbio.2019.03.006
http://doi.org/10.5511/plantbiotechnology.23.75
http://doi.org/10.1007/BF00232729
http://doi.org/10.3390/plants10091779
http://doi.org/10.1021/jf026250b
http://doi.org/10.1007/s10529-013-1401-5
http://www.ncbi.nlm.nih.gov/pubmed/24190481
http://doi.org/10.3390/agronomy11122531
http://doi.org/10.1016/j.micpath.2017.12.081
http://www.ncbi.nlm.nih.gov/pubmed/29307755
http://doi.org/10.1063/1.5115750


J. Fungi 2022, 8, 1186 18 of 18

81. Gao, Q.-M.; Venugopal, S.; Navarre, D.; Kachroo, A. Low oleic acid-derived repression of jasmonic acid-inducible defense
responses requires the WRKY50 and WRKY51 proteins. Plant Physiol. 2011, 155, 464–476. [CrossRef]

82. Weber, H. Fatty acid-derived signals in plants. Trends Plant Sci. 2002, 7, 217–224. [CrossRef]
83. Farmer, E.E.; Ryan, C.A. Octadecanoid precursors of jasmonic acid activate the synthesis of wound-inducible proteinase inhibitors.

Plant Cell 1992, 4, 129–134. [CrossRef]
84. Hildreth, K.; Kodani, S.D.; Hammock, B.D.; Zhao, L. Cytochrome P450-derived linoleic acid metabolites EpOMEs and DiHOMEs:

A review of recent studies. J. Nutr. Biochem. 2020, 86, 108484. [CrossRef]
85. Minichiello, J.; Polya, G.; Keane, P. Inhibition and activation of oat leaf calcium-dependent protein kinase by fatty acids. Plant Sci.

1989, 65, 143–152. [CrossRef]
86. Yang, Y.-X.; Ahammed, G.J.; Wu, C.; Fan, S.-Y.; Zhou, Y.-H. Crosstalk among jasmonate, salicylate and ethylene signaling

pathways in plant disease and immune responses. Curr. Protein Pept. Sci. 2015, 16, 450–461. [CrossRef]
87. Rashad, Y.M.; Aseel, D.G.; Hafez, E.E. Antifungal potential and defense gene induction in maize against Rhizoctonia root rot by

seed extract of Ammi visnaga (L.) Lam. Phytopathol. Mediterr. 2018, 57, 73–88.

http://doi.org/10.1104/pp.110.166876
http://doi.org/10.1016/S1360-1385(02)02250-1
http://doi.org/10.2307/3869566
http://doi.org/10.1016/j.jnutbio.2020.108484
http://doi.org/10.1016/0168-9452(89)90059-9
http://doi.org/10.2174/1389203716666150330141638

	Introduction 
	Materials and Methods 
	Growth Condition of Plant and Fungi 
	Plant Inoculation Experiments and Sampling Point 
	Determination of Plant Growth and Physiological Characteristics in Creeping Bentgrass 
	Transcriptome Analysis of As Leaves and qRT-PCR Vertification 
	Metabolome Analysis of Plant Leaves 
	Untargeted Metabolic Analysis and Efficacy Experiment of Respective Metabolites of T. virens 

	Result 
	Effect of T. virens on Plant Growth and Physiological Characteristics in Creeping Bentgrass against C. homoeocarpa 
	Transcriptional Expression Analysis of As Leaves’ Response to T. virens Colonization and Infection by C. homoeocarpa 
	Metabolome Analysis of Resistance-Related Pathway Changes in As Leaves 
	Untargeted Metabolic Analysis and Efficacy of Biocontrol-Related Metabolites of T. virens 

	Discussion 
	Effect of T. virens on As Plant Growth Regulation 
	Induction of Defense Response by T. virens on As Plant 

	References

