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Abstract: Ustilaginoidea virens (teleomorph: Villosiclava virens) is an important fungal pathogen that
causes a devastating rice disease. It can produce mycotoxins including sorbicillinoids. The biosynthe-
sis and biological functions of sorbicillinoids have not been reported in U. virens. In this study, we
identified a sorbicillinoid biosynthetic gene cluster in which two polyketide synthase genes UvSorA
and UvSorB were responsible for sorbicillinoid biosynthesis in U. virens. In ∆UvSorA and ∆UvSorB
mutants, the mycelial growth, sporulation and hyphal hydrophobicity were increased dramatically,
while the resistances to osmotic pressure, metal cations, and fungicides were reduced. Both phytotoxic
activity of rice germinated seeds and cell wall integrity were also reduced. Furthermore, mycelia and
cell walls of ∆UvSorA and ∆UvSorB mutants showed alterations of microscopic and submicroscopic
structures. In addition, feeding experiment showed that sorbicillinoids could restore mycelial growth,
sporulation, and cell wall integrity in ∆UvSorA and ∆UvSorB mutants. The results demonstrated
that both UvSorA and UvSorB were responsible for sorbicillinoid biosynthesis in U. virens, and con-
tributed to development (mycelial growth, sporulation, and cell wall integrity), stress responses, and
phytotoxicity through sorbicillinoid mediation. It provides an insight into further investigation of
biological functions and biosynthesis of sorbicillinoids.

Keywords: rice false smut disease; Ustilaginoidea virens; mycotoxins; sorbicillinoids; biosynthesis;
UvSorA; UvSorB; gene deletion; phenotypes; biological functions

1. Introduction

It is well known that fungi produce a diverse array of secondary metabolites (SMs)
which have a variety of biological activities and functions. Some SMs are responsible for
fungal growth and development, and some SMs act as armor and weaponry to help fungi
to establish a secure niche in response to abiotic and biotic stresses [1–5]. Some pathogenic
fungi usually produce SMs acting as virulence factors in pathogenicity, such as deoxyni-
valenol (DON) as a virulence factor for infection of wheat by Fusarium graminearum [6].
Up to now, the biological functions of most fungal SMs still remain unclear. Disruption,
expression and overexpression of fungal SM biosynthesis related genes were considered as
the practical strategies to elucidate their biological functions [7].

Ustilaginoidea virens (teleomorph: Villosiclava virens) is the fungal pathogen of rice
false smut (RFS), one of the grain destructive diseases in the majority of rice-growing
areas of the world. In particular, RFS has been estimated to occur in one third of the
rice cultivation in China [8,9]. U. virens infects rice flowers and colonizes the inner
flowers with mycelia, which are eventually transformed into false smut balls covered
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with yellow or dark green powdery chlamydospores [10]. In addition to its negative im-
pacts on rice yield and quality, U. virens can produce poisonous mycotoxins to threaten
the health of humans and animals [11–13] and can also inhibit the radicle and plumule
growth of plant seedlings [14–16]. Up to now, three main types of mycotoxins, includ-
ing 7 ustiloxins [15,17,18], 27 ustilaginoidins [14,19–22], and 21 sorbicillinoids [16,23] have
been identified in U. virens. These mycotoxins were screened to show cytotoxic, antimicro-
bial and phytotoxic activities [15,16,23].

Sorbicillinoids are a family of polyketide mycotoxins that are related to the hexaketide
sorbicillin, and typically contain a sorbyl side chain in their structures [24]. To date, at
least 159 sorbicillinoids have been identified, and they were found in both terrestrial
and marine fungi [24–26]. The studies of sorbicillinoids have been currently focused on
their structural identification [24–26], biological activities including radical-scavenging
activity [27] and cytotoxic activity [23,28], and biosynthetic pathways [29], as well as the
enzymes related to the sorbicillinoid biosynthesis [30,31]. To the best of our knowledge,
the biological functions of sorbicillinoids in U. virens are rarely known. In this study,
we identified a sorbicillinoid biosynthetic gene cluster (BGC) which contained two key
structural genes UvSorA and UvSorB in U. virens. Both UvSorA and UvSorB belonged to
highly reducing polyketide synthase (HR-PKS) gene and non-reducing polyketide synthase
(NR-PKS) gene, respectively. To further study the biological functions of these two genes
related to sorbicillinoid biosynthesis, we generated two deletion mutants namely ∆UvSorA
and ∆UvSorB, as well as their complemented strains. Both UvSorA and UvSorB were
identified as the PKSs that were essential for sorbicillinoid biosynthesis. They contributed
to development (i.e., mycelial growth, sporulation, and cell wall integrity), stress response,
and phytotoxicity through sorbicillinoid mediation in U. virens.

2. Results
2.1. Identification and Characteriation of UvSorA and UvSorB in U. virens
2.1.1. Identification of the Sorbicillinoid Biosynthesis Gene Cluster in U. virens

The potential BGCs for SMs in U. virens were analyzed by the antiSMASH (antibi-
otics & secondary metabolite analysis shell) [32]. A total of 19 gene clusters for SMs were
identified, which included five type I PKS clusters. A putative gene cluster located on
chromosome 2 was predicted to be involved in the biosynthesis of sorbicillinoids with 71%
similarity (Table S1). This putative sorbicillinoid BGC (sor BGC) was predicted to contain
10 genes from UV8b_6009 to UV8b_6018 that were located in an about 40 kb region [33].
By blastP searches for orthologous genes in the NCBI (National Center for Biotechnology
Information), six genes UV8b_6011 (UvSorA), UV8b_6010 (UvSorB), UV8b_6009 (UvSorR1),
UV8b_6012 (UvSorR2), UV8b_6013 (UvSorT) and UV8b_6017 (UvSorC) were found to be con-
served in U. virens, Penicillium chrysogenum, Trichoderma reesei, and Acremonium chrysogenum
(Figure 1A). Among these conserved genes, two PKS genes UvSorA and UvSorB showed
high homology with its orthologues in other fungi. UvSorA showed amino acid identities of
70% with Pc21g_05080, 72% with TRIREDRAFT_73618, and 71% with ACRE_048180, respec-
tively. Another putative PKS gene UvSorB shared 65%, 64% and 65% amino acid similarity
with Pc21g_05070, TRIREDRAFT_73621, and ACRE_048170, respectively (Table S2).

Composition changes in the medium could affect general metabolic profile of an
organism, based on the approach of one strain-many compounds (OSMAC) [34]. It was
found that sorbicillinoids were produced when U. virens was cultured in GYES medium
and were not produced in YPD medium (Figure 1B). This result provided clues to identify
sor BGC using sorbicillinoids-producing vs. non-producing media. RNA−Seq approach
and qRT−PCR analysis were pursued to analyze the expression patterns of genes in sor
BGC when U. virens was cultured in two types of media for 10 days. RNA−Seq data
analysis showed that, except for UV8b_6014, UV8b_6015, UV8b_6016, and UV8b_6018, the
expression levels of six conserved genes in putative sor BGC were upregulated significantly
when U. virens was cultured in GYES compared to YPD medium (Figure 1C). Two structural
genes (also known as backbone genes) UvSorA and UvSorB were upregulated 2.9−fold and
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4.4−fold (log2FC), respectively (Table S3). In addition, qRT−PCR analysis also showed the
same expression pattern with RNA−Seq (Figure 1D). Therefore, a gene cluster, which was
named as sor BGC, was identified in U. virens.
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Figure 1. Identification of the sor BGC in U. virens. (A) Comparison of sor BGCs among U. virens,
P. chrysogenum, T. reesei, and A. chrysogenum. Orthogous genes were presented with the same colors;
(B) HPLC profiles of the methanol extracts of the mycelia cultured on the sorbicillinoids-producing
medium (GYES) and sorbicillinoids-non-producing medium (YPD) detected at 370 nm (left panel).
The peaks were identified as sorbicillinoids by LC−MS. Colony morphologies (front view) observed
after 28 days of culture on the GYES and YPD plates (right panel); (C) The expression pattern of
sor BGC genes analyzed by RNA−Seq. The fold change was equal to averaged FPKM of U. virens
cultured in GYES/YPD; (D) The qRT−PCR expression level of sor BGC genes in U. virens cultured
in GYES compared to YPD medium. The values represent the average ± SD of three biological
replicates. The asterisk (*) represents a significant difference at p < 0.05.

2.1.2. UvSorA and UvSorB as Polyketide Synthase Genes of Sorbicillinoid Biosynthesis

Two PKSs UvSorA and UvSorB were predicted as iterative type I polyketide synthases.
UvSorA consisted of a predicted open reading frame (ORF) with 7591 bp interrupted by five
introns and encoded a protein with 2413 amino acids. UvSorA was deduced as an HR−PKS,
which contained seven characteristic structural domains, involved in the functions of β-
ketoacyl synthase (KS), acyl transferase (AT), dehydratase (DH), C-methyltransferase
(C-MeT), enoylreductase (ER), β-ketoacyl reductase (KR), and acyl carrier protein (ACP)
(Figure 2A). UvSorB consisted of a predicted open reading frame with 8058 bp interrupted
by two introns and encoded an NR-PKS with 2641 amino acids. It also included KS, AT,
ACP, and C-MeT domains. In addition, UvSorB embodied other domains like starter unit
ACP transacylase (SAT), product template (PT), and thioesterase/Claisen cyclase (TE/CLC)
(Figure 2A). Amino acid sequence alignment analysis revealed that the functional domains
of UvSorA and UvSorB were well conserved among P. chrysogenum, T. reesei, A. chrysogenum
and Colletotrichum graminicola (Figure S1).

Two phylogenetic trees were constructed based on UvSorA and UvSorB orthologues of
U. virens with other fungi which contained sor BGC, with Escherichia coli as the outgroup.
The phylogenetic tree revealed that UvSorA protein showed a high similarity to KFH44396.1
from A. chrysogenum (Figure 2B). Similarly, the UvSorB protein was the most similar to
KFH44362.1 from A. chrysogenum (Figure 2C). All these results showed that both UvSorA
and UvSorB from U. virens had a close relationship with two PKS genes in sor BGC of
A. chrysogenum, and were specifically conserved in P. chrysogenum, T. reesei and C. globosum.
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Figure 2. Identification and characterization of UvSorA and UvSorB. (A) Schematic diagram
of UvSorA and UvSorB functional domains analysis. ACP, acyl carrier protein; AT, acyl trans-
ferase; C-MeT, C-methyltransferase; DH, dehydratase; ER, enoylreductase; KR, β-ketoacyl reduc-
tase; KS, β-ketoacyl synthase; PT, product template; SAT, starter unit ACP transacylase; TE/CLC,
thioesterase/Claisen cyclase. (B) Phylogenetic analysis of UvSorA with different orthologous.
(C) Phylogenetic analysis of UvSorB with different orthologous. The phylogenetic tree was con-
structed using the neighbor-joining (NJ) method in MEGA5.0.
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In order to confirm the functions of UvSorA and UvSorB, we deleted the coding region
of UvSorA or UvSorB by replacing it with a geneticin-resistance (NeoR) cassette employing
a previously described transformation method [35]. The deletion fragments flanking
approximately 1.0 kb upstream and downstream of UvSorA or UvSorB ORF regions were
fused partially with the geneticin-resistance gene. The gRNA spacers of UvSorA and UvSorB
were cloned into the CRISPR-Cas9 vector (pCas9-tRp-gRNA). Both ∆UvSorA and ∆UvSorB
mutants were generated by replacing the endogenous UvSorA or UvSorB ORF with the
deletion cassette via the protoplast transformation with linear donor DNA fragment and
the CRISPR construct.

Genomic DNA was extracted from the transformants, and correct gene replacements
were confirmed by diagnostic PCR [36]. PCR assays using specific pairs of primers
(Table S5) for the deletion of UvSorA or UvSorB and presence of NeoR in transformants,
and then further verified homologous recombination in both upstream and downstream
flanking sequences.

To determine whether the altered phenotype in ∆UvSorA or ∆UvSorB mutant could
be restored by re-introduction of a wild-type copy of UvSorA or UvSorB, the ORF sequence
of UvSorA or UvSorB containing native promoter was introduced into the deletion mutant
with complementation vector (pCBHT) to create the complemented strain ∆UvSorAC or
∆UvSorBC, respectively. The complemented transformants were confirmed by diagnostic
PCR using designated primers (Table S5). Three of the deletion mutants (T1, T2 and T3) and
three of complemented strains (C1, C2 and C3) were selected for the subsequent phenotype
test (Figure 3).

To verify whether UvSorA and UvSorB were responsible for the biosynthesis of sor-
bicillinoids, the wild-type (WT) strain, deletion mutants and complemented strains were
all cultured in GYES medium at static condition, and sorbicillinoids were extracted with
methanol (MeOH) from the filtered hyphae for HPLC analysis. Five main peaks (com-
pounds 1–5) in WT strain were identified as trichotetronine (1), dihydrotrichodimer ether
A (2), ustisorbicillinol B (3), demethyltrichodimerol (4), trichodimerol (5) by HPLC com-
paring with authentic compounds (Figure 4A,B), and LC−MS with their quasi-molecular
negative-ion peaks at m/z 423.1187, 495.2036, 497.2195, 481.1863, and 495.2018 [M−H]-

in the HR-ESI-MS, respectively [16]. Their structures are shown in Figure 4C. Neither
sorbicillinoid derivatives nor their biosynthetic intermediates were detectable in ∆UvSorA
and ∆UvSorB mutants. From the back views of the colonies shown in the right panels of
Figure 4A,B, more pigments were secreted into the PDA medium from WT strains than
those from the deletion mutants. In addition, the biosynthesis of sorbicillinoids was par-
tially restored in ∆UvSorAC or ∆UvSorBC strain by gene complementation (Figure 4A,B).
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detected in the mutants (T1–T3) but not in WT strain. The specific band (1172 bp) was detected in
∆UvSorBC strains (C1–C3) (right panel). Lane M: 500 bp DNA Ladder.

Precursor feeding was considered to restore the abolished metabolite production in the
deletion mutant [2], so sorbicillin (6) was fed to the deletion mutant ∆UvSorA or ∆UvSorB,
and it was found that either ∆UvSorA or ∆UvSorB mutant could restore production of
sorbicillinoids (Figure 5A).

Gene deletion, complementation, and precursor feeding experiments provided direct
evidence that UvSorA and UvSorB as the structural genes catalyzed the earlier steps of
sorbicillinoid biosynthesis, in which acetyl-CoA and malonyl-CoA were cyclized to form the
primary polyketides (PKs) sorbicillin (6) and dihydrosorbicillin. Summary of the proposed
sorbicillinoid biosynthetic pathway in U. virens is shown in Figure 5B by referencing the
biosynthetic pathway of Trichoderma reesei QM6a [29].

2.2. Deletion of UvSorA and UvSorB Increased Mycelial Growth, Sporulation and Hyphal Hydrophobicity
2.2.1. Deletion of UvSorA and UvSorB Increased Mycelial Growth and Sporulation

Abolishment or overproduction of specific SMs can alter fungal development, such
as mycelial growth and sporulation [2,4]. In order to investigate the functions of UvSorA
and UvSorB genes and sorbicillinoids in U. virens mycelial growth and sporulation, we
cultured WT strains, deletion mutants and complemented strains on GYES, PSA, PDA,
YEKM and YPD media. The ∆UvSorA and ∆UvSorB mutants both showed a significantly
fast growth on all tested media (Figure 6A). The dry weight of hyphae of ∆UvSorA and
∆UvSorB mutants was also higher than WT and complemented strains cultured in liquid
PSB and GYES media (Figure S2). The sporulation increased approximately 2.5-fold in
mutants compared with the WT and complemented strains (Figure 6B). The results showed
that both hyphal growth and sporulation increased in ∆UvSorA and ∆UvSorB mutants.
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Figure 4. Colony morphologies and HPLC profiles of sorbicillinoids from WT strain, deletion mutants
and complemented strains of U. virens. (A) HPLC profiles of the WT strain, ∆UvSorA mutant and
∆UvSorAC strain detected with UV at 370 nm (left panel). Colony morphologies (back view) observed
after 28 days of culture on the PDA plates (right panel); (B) HPLC profiles of the WT strain, ∆UvSorB
mutant and ∆UvSorBC strain detected with UV at 370 nm (left panel). Colony morphologies (back
view) observed after 28 days of culture on the PDA plates (right panel); (C) Chemical structures of
sorbicillinoids (1)–(6).
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Figure 5. Feeding experiments and proposed sorbicillinol biosynthetic pathway. (A) HPLC profiles
of WT strain, ∆UvSorA and ∆UvSorB mutants, and deletion mutants fed with sorbicillin. The peak
marked with an asterisk (*) was presumed as an unidentified sorbicillinoid according to its UV
spectrum; (B) Summary of the proposed sorbicillinoid biosynthetic pathway in U. virens.
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Figure 6. UvSorA and UvSorB disruption resulted in an increased mycelial growth and sporula-
tion. (A) Mycelia growth of the tested strains cultured at 28 ◦C for 18 days on different media (left
panel). Statistical analysis of the colony diameters (right panel); (B) Microscope detection of the
spores collected from the tested strains cultured in PSB medium at 28 ◦C with 160 rpm for 7 days.
Scale bar = 20 µm (left panel). Statistical analysis of spore concentrations in PSB medium and GYES
medium (right panel). Three independent biological experiments were performed with three repli-
cates each time, with similar results yielded in each biological experiment; Error bars represent the
standard deviation, and asterisk (*) represents a significant difference at p < 0.05.

Both ∆UvSorA and ∆UvSorB mutants completely lost ability to produce sorbicillinoids.
To verify mycelial growth and sporulation were directly mediated by sorbicillinoids, we
fed different concentrations (1.0–3.5 mg/mL) of total sorbicillinoids to the ∆UvSorA and
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∆UvSorB mutants (Figure 7A). The mycelial growth rate of the deletion mutants was
found to be restored to the WT when the sorbicillinoids with concentration of 3.5 mg/mL
for ∆UvSorA and 2.0 mg/mL for ∆UvSorB were added (Figure 7B). In addition, feeding
sorbicillinoids also could restore the spore production level of ∆UvSorA and ∆UvSorB
mutants. The spore production level could be completely restored to the level of WT with
sorbicillinoids concentration at 2.5 mg/mL for ∆UvSorA, and 1.5 mg/mL for ∆UvSorB
(Figure 7B). These results indicated that both UvSorA and UvSorB might play negative
regulatory roles in hyphal growth and sporulation through sorbicillinoid mediation.
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Figure 7. Sorbicillinoids feeding experiment in ∆UvSorA and ∆UvSorB mutants. (A) Colony morphol-
ogy of ∆UvSorA and ∆UvSorB mutants were incubated on GYES at 28 ◦C for 21 days, supplemented
with different concentrations of sorbicillinoids; (B) Statistical analysis of colony diameters (left panel)
and spore concentrations (right panel) in feeding experiment. ∆UvSorA and ∆UvSorB mutants and
WT were incubated on PSB at 28 ◦C with 160 rpm for 7 days supplemented with different concen-
trations of sorbicillinoids. Three independent biological experiments were performed with three
replicates each time. Error bars represent the standard deviation. Different letters (a–e) indicate
significant differences among the data of each treatment at p < 0.05.

2.2.2. Deletion of UvSorA and UvSorB Increased Hyphal Hydrophobicity

The hydrophobic property on cell surface is a distinct feature of aerial hyphae in many
fungal species [37]. Both ∆UvSorA and ∆UvSorB mutants presented as the raised colonies
due to the increased aerial hyphal growth, suggesting that each mutant might have an
increased hydrophobicity on hyphal surface (Figure 8A). To confirm this deduction, 20 µL
(three replications) of 2.5% bromophenol blue solution or 20 µL (three replications) of
ddH2O was placed on each colony surface of the tested strains grown on PSA medium. As
shown in Figure 8B, due to more aerial hyphae were present, both 2.5% bromophenol blue
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solution and ddH2O maintained spherical droplets on the surface of ∆UvSorA and ∆UvSorB
colonies without being absorbed or extended for more than 12 h, thereby demonstrating
the strong hydrophobicity of the ∆UvSorA and ∆UvSorB hyphae. These results indicated
that the UvSorA and UvSorB were involved in the growth and hydrophobicity of aerial
mycelia in U. virens.
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Figure 8. Effects of ∆UvSorA and ∆UvSorB mutants on aerial hyphae growth and hydrophobicity.
(A) Aerial hyphae of ∆UvSorA and ∆UvSorB mutants grew faster than WT and complemented strains.
All tested strains were cultured on PSA medium for 18 days at 28 ◦C; (B) Spherical water and
bromophenol blue solution droplets (20 µL for each drop) were placed on colonies of ∆UvSorA and
∆UvSorB mutants, whereas the droplet dispersed on the colony of WT and complemented strains.

2.3. Deletion of UvSorA and UvSorB Decreased Resistances to Osmotic, Metal Cation and
Fungicide Stresses
2.3.1. Deletion of UvSorA and UvSorB Resulted in Defects in Response to Hyperosmotic
and Metal Cation Stresses

Biosynthesis of SMs is usually activated when the fungus responses to abiotic and
biotic stresses [38]. The classical method for activating secondary metabolism is the manip-
ulation of culture conditions, such as addition of metal ions [39–41]. To investigate whether
UvSorA and UvSorB were included in response to hyperosmotic and metal cation stresses,
we assayed the defects of the knockout mutants, complemented and WT strains cultured
on PSA or PSA amended with 0.25 or 0.5 M NaCl, 0.25 or 0.5 M KCl, 0.5 or 1.0 M sorbitol,
5 mM Zn2+, 0.4 M Mg2+, 0.04 M Li+, 0.08 M Mn2+ (left panel of Figure 9). The mycelial
growth inhibition rate of ∆UvSorA and ∆UvSorB mutants under either hyperosmotic or
metal cation stresses increased 1.2–1.7 folds compared with the WT and complemented
strains (right panel of Figure 9). These results indicated that UvSorA and UvSorB played a
positive role in hyperosmotic and metal cation responses in U. virens.
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2.3.2. Deletion of UvSorA and UvSorB Increased Sensitivity to Fungicides 

Plant disease control strategies include genetic resistance, chemical and biological 

control, and cultivation practices. Currently, RFS disease control largely relied on fungi-

cides, such as propiconazole, azoxystrobin difenoconazole, prochloraz and carbendazim 

[42,43]. Carbendazim interfered with spindle formation during mitosis and affected cell 
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cell walls through ergosterol synthesis inhibition in fungi [45]. Azoxystrobin acted as a 
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Figure 9. UvSorA and UvSorB contributed to the tolerance to hyperosmotic and metal cation stresses.
The colony growth of mutants under hyperosmotic and metal cations stresses grown at 28 ◦C for
18 days (left panel); Statistical analysis of mycelial growth inhibition rate under hyperosmotic (upper
right panel) and metal cations stresses (lower right panel). Measurements of growth inhibition rate
of each treated strain are relative to that of each untreated control. Three independent biological
experiments were performed with three replicates each time. Error bars represent the standard
deviation, and the asterisk (*) represents a significant difference at p < 0.05, ** p < 0.01).

2.3.2. Deletion of UvSorA and UvSorB Increased Sensitivity to Fungicides

Plant disease control strategies include genetic resistance, chemical and biological control,
and cultivation practices. Currently, RFS disease control largely relied on fungicides, such as
propiconazole, azoxystrobin difenoconazole, prochloraz and carbendazim [42,43]. Carbendazim
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interfered with spindle formation during mitosis and affected cell division [44]. Epoxiconazole,
difenoconazole and prochloraz disturbed the formation of cell walls through ergosterol syn-
thesis inhibition in fungi [45]. Azoxystrobin acted as a mitochondrial respiratory inhibitor, it
potently inhibited respiration of wheat pathogen Septoria tritici at the level of Complex III [46].
Considering ∆UvSorA and ∆UvSorB mutants had deficiency in response to hyperosmotic and
metal cation stresses, we suspected that ∆UvSorA and ∆UvSorB mutants might be more sensitive
to fungicides. So, the sensitivity of tested strains to five fungicides was analyzed. The strains
were cultured on PSA or added with 0.1 µg/mL epoxiconazole, 0.3 µg/mL difenoconazole,
0.2 µg/mL azoxystrobin, 0.2 µg/mL prochloraz, and 0.4 µg/mL carbendazim, respectively.
The fungicide inhibition rates of the ∆UvSorA and ∆UvSorB mutants were 1.5 times greater
than those of WT and complemented strains. These results indicated that both ∆UvSorA and
∆UvSorB mutants increased sensitivity to four tested fungicides except azoxystrobin (Figure 10).
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Figure 10. Effects of fungicides on mycelia growth of ∆UvSorA and ∆UvSorB mutants. The colony
growth of the strains under fungicide stresses (left panel). Statistical analysis of mycelial growth of the
strains under fungicide stresses (right panel). Each strain was incubated on PSA supplemented with
a certain fungicide at 28 ◦C for 18 days. Three independent biological experiments were performed
with three replicates each time. Error bars represent the standard deviation, and the asterisk (*)
represents a significant difference at p < 0.05, ** p < 0.01.

2.4. Culture Filtrates of ∆UvSorA and ∆UvSorB Showed a Decreased Inhibition on Germ
Elongation of Rice Germinated Seeds

Several studies have demonstrated that some SMs involved in the pathogenesis as vir-
ulence factors and were able to modify the physiological functions of the host cells [47–49].
Sorbicillinoids as one group of mycotoxins produced by U. virens might play important
roles in fungus–host interaction. The culture filtrates separated from 14-day-old PDB
cultures of WT, deletion mutants and complemented strains were used to soak rice seeds to
evaluate the role of sorbicillinoids in the inhibition on germ elongation of rice germinated
seeds. Shoot growth was examined after incubation at 28 ◦C for 7 days. The germ elonga-
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tion of rice seeds was significantly decreased in the samples treated with culture filtrates
of WT and complemented strains, whereas the germ elongation of rice seeds treated with
the culture filtrates of ∆UvSorA or ∆UvSorB mutants was close to that of the untreated rice
seeds (Figure 11). This result showed that UvSorA and UvSorB involved in sorbicillinoids
production would be toxic to rice seeds. Both ∆UvSorA and ∆UvSorB decreased inhibi-
tion on germ elongation of rice germinated seeds which indicated that biosynthesized
sorbicillinoids had an inhibitory activity on germ elongation of rice germinated seeds. It
was verified by the previous in vitro results about the inhibition of sorbicillioids on seed
germination of rice and lettuce [16].
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Figure 11. The growth of rice germinated seeds treated with testing culture filtrates. The rice seeds
were soaked in 25 mL culture filtrates of tested strains in 100 mL-conical flasks at 28 ◦C for 7 days (left
panel); Statistical analysis of germinated rice seeds (right panel). The length of shoots was measured
after the incubation. Three independent biological experiments were performed with three replicates
each time. Error bars represent the standard deviation, and the asterisk (*) represents a significant
difference at p < 0.05.

2.5. Deletion of UvSorA and UvSorB Resulted in Deficiency of Cell Wall Integrity
2.5.1. Deletion of UvSorA and UvSorB Resulted in Decrease of Tolerance to Cell Wall
Damaging Agents

The effects of the fungal secondary metabolites on cell wall impairment have been
broadly studied and suggested that the production of some SMs can be induced in response
to cell wall stress [50–52]. Deletion of UvSorA and UvSorB led to decreases in resistance
to hyperosmotic, metal cation and fungicide stresses (Figures 9 and 10), which indicated
that UvSorA and UvSorB might regulate the integrity of the cell wall through sorbicillinoid
mediation. To prove this hypothesis, we tested the sensitivity of ∆UvSorA and ∆UvSorB
mutants to cell wall damaging agents. The mycelia of tested strains were cultured on
PSA or PSA amended with 2 or 3 mg/mL Congo red (CR), 0.03 or 0.06% dodecyl sulfate
(SDS), 60 or 120 µg/mL calcofluor white (CFW). It appeared that the inhibition rate of
mycelial growth increased significantly (2.0–4.5 folds) on both ∆UvSorA and ∆UvSorB
mutants compared with the WT and complemented strains, indicating that the deletion of
UvSorA and UvSorB could decrease the tolerance of U. virens to cell wall damaging agents
(Figure 12).
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Three independent biological experiments were performed with three replicates each time. Error bars
represent the standard deviation, and the asterisk (*) represents a significant difference at p< 0.05,
** p < 0.01.

2.5.2. Deletion of UvSorA and UvSorB Resulted in Alterations of Microscopic and
Submicroscopic Structures of Mycelia and Cell Walls

Deletion of UvSorA and UvSorB led to a decrease in resistance to osmotic, metal cations,
cell wall damaging agents and fungicides, which indicated that the microscopic and submi-
croscopic structures of mycelia and cell wall might be altered. To prove it, we observed the
alterations of morphology, including mycelia and cell wall by scanning electron microscopy
(SEM) and transmission electron microscope (TEM). Analysis of mycelium SEM images
showed that the WT strain exhibited normal morphology with regular, homogenous and
robust hyphae of a constant diameter and a smooth surface. However, ∆UvSorA and
∆UvSorB mutants showed considerable alterations, which appeared as a damaged surface
with rips and partly squashed. The TEM images of WT mycelia showed a cell wall with
uniform layers, defined plasma-membrane and periplasm region with normal thickness.
The cytoplasm was clear, and well-organized mitochondria were scattered throughout the
cytoplasm. By contrast, the cell walls of ∆UvSorA and ∆UvSorB mycelia were disrupted
and even disappeared in some regions. The plasmalemma appeared faint, undefined and
irregular. Discrete cytoplasmic alterations, including a very dense cytoplasm and a mass of
disorganized structures, were also observed (Figure 13A). These findings led to our interest
in studying the functions of sorbicillinoids in cell wall integrity. Feeding experiments were
carried out to understand whether the cell wall integrity can be restored by sorbicillinoids.
Different from DMSO controls, when 3 mg/mL of total sorbicillinoids was fed to ∆UvSorA
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or ∆UvSorB mutant, the cell wall integrity of the mutants was recovered, the cytoplasm
became clear. 50 µg/mL of sorbicillin was also fed to ∆UvSorA or ∆UvSorB mutant, the cell
wall was observed with normal thickness of periplasm region, covered with uniform layers
and defined plasma-membrane through TEM (Figure 13B).
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Figure 13. Microscopic and submicroscopic alterations of mycelia structures observed and analyzed
by SEM and TEM. (A) The WT, ∆UvSorA, and ∆UvSorB mutants were grown on PSA for 10 days at
28 ◦C. Up column: scale bar = 10 µm, down column: scale bar = 200 nm; (B) Ultrastructural analyses
of the cell wall integrity of feeding experiment. Sorbicillin and crude sorbicillinoid extract were
dissolved in 10% DMSO, scale bar = 500 nm.

3. Discussion
3.1. Sorbicillinoid Biosythetic Gene Cluster

The sor BGCs were predicted in many fungi by antiSMASH database with sorbicillinoids
biosynthetic investigation mainly on Acremonium chrysogenum [30], Penicillium chrysogenum [53],
and Trichoderma reesei [54]. Genome sequencing revealed that sor BGC was existed in U. virens.
Six genes (i.e., UvSorA, UvSorB, UvSorR1, UvSorR2, UvSorC, and UvSorT) in this cluster were
conserved (Figure 1). Through bioinformatic analysis, RNA−seq, qRT−PCR, gene knockout
and complementation, and feeding experiments, both UvSorA and UvSorB in sor BGC were
confirmed as the PKS genes which were responsible for the synthesis of the basic hexaketide
scaffold (i.e., sorbicillin, dihydrosorbicillin) [29]. Monooxygenase (UvSorC) participated in the



Int. J. Mol. Sci. 2022, 23, 11056 18 of 24

oxidative dearomatisation of sorbicillin to sorbicillinol. The expression of sor BGC was controlled
by two transcriptional regulators (UvSorR1 and UvSorR2). UvSorT was the transporter protein,
which also participated in the process of sorbicillinoid biosynthesis. UvSorD was a multifunctional
flavin-dependent monooxygenase that was required for the production of dimeric sorbicillinoids
and other sorbicillinoids (Figure 5). By bioinformatic analysis, UvSorD was found excluded in sor
BGC, and was considered to be located outside of the cluster.

3.2. Biological Functions of Sorbicillinoids in Fungi

Secondary metabolites usually have functions in controlling morphological differenti-
ation and biological fitness in fungi. However, the biological functions of sorbicillinoids
were seldom studied. It was proposed that their biological functions might be due to their
high antioxidant activity that was important for fungi confronted by other organisms, such
as plants and higher eukaryotes [55]. In addition, sorbicillinoids could delay overgrowth of
T. reesei, but they also had strong inhibitory effects on the growth of other fungi [54].

In this study, we confirmed that UvSorA and UvSorB as the key genes involved in the
biosynthesis of sorbicillinoids. To further study the biological functions of sorbicillinoids
in U. virens, we generated ∆UvSorA and ∆UvSorB mutants to evaluate their effects on
mycelia growth and sporulation. Interestingly, ∆UvSorA and ∆UvSorB mutants showed
a significant increase on mycelia growth and sporulation. When we fed sorbicillinoids
to ∆UvSorA and ∆UvSorB mutants, both mycelia growth rate and spore production level
were restored. The mycelial growth seemed negatively correlated with the concentration of
sorbicillinoids which was consistent with the previous research [54]. Sorbicillinoids might
have function to inhibit overgrowth of U. virens and to help U. virens maintain territory
when facing other fungi [56,57].

Fungal cells were protected by the cell wall. Due to ∆UvSorA and ∆UvSorB mutants
showing increased sensitivities to hyperosmotic, metal cations, cell wall damaging agents
and fungicides stresses, suggesting that cell wall integrity was affected. TEM and SEM anal-
ysis of hyphae structures showed that the cell walls of ∆UvSorA and ∆UvSorB mycelia were
disrupted and even disappeared in some regions, feeding sorbicillinoids could restore the
cell wall integrity. These revealed that sorbicillinoids had protective functions to increase
tolerance to cell wall stresses, and therefore increased the environmental competition for
U. virens.

Sorbicillinoids as the mycotoxins produced by U. virens showed strong inhibition
against the radicle and germ elongation of rice and lettuce seedlings [16,58]. Both ∆UvSorA
and ∆UvSorB mutants completely lost their ability to synthesize sorbicillinoids. The culture
filtrates of the ∆UvSorA and ∆UvSorB mutants showed a decreased inhibiting on germ
elongation of rice seeds (Figure 11). This indicated that sorbicillinoids have a phytotoxic
activity on rice seedlings. Further investigation is needed to confirm whether sorbicillinoids
acted as the virulence factors in U. virens–rice interactions.

Sorbicillinoids had functions in inhibiting mycelial growth and sporulation to prevent
overgrowth of U. virens, they also maintained cell wall integrity to increase tolerance of
U. virens in response to abiotic and biotic stresses. However, the detailed mechanisms of
these functions of sorbicillinoids are needed for further research.

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

The fungal strains and plasmids used in this study are listed in Table S4. The U. virens
WT strain and its transformants were grown on potato-sucrose agar (PSA) plates (potato,
200 g/L; sucrose, 20 g/L; agar 20 g/L) at 28 ◦C. Construction and maintenance of plasmids
were performed in Escherichia coli strain DH5α which was cultured in LB medium (tryptone,
10 g/L; yeast extract, 5 g/L; NaCl, 10 g/L) with appropriate antibiotics for plasmid DNA.
The vector pCas9-tRp-gRNA and pCBHT were kindly provided by Prof. Jin-Rong Xu
(Department of Botany and Plant Pathology, Purdue University, West Lafayette, IN, USA).
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4.2. Bioinformatic Analysis

The sor BGC was predicted using antiSMASH database [32]. Standalone BLAST
(version 2.2.28+) was set up on a Microsoft Windows PC system, and BLAST databases
were generated for U. virens genome (GenBank JHTR00000000.1) and its associated and
predicted gene database (both protein and nucleotide sequences). Amino acid sequence of
each gene used in this study was downloaded from the National Center for Biotechnology
Information (NCBI). The domain was analyzed using CD-search from the NCBI and IBS
1.0 was used to map schematic diagram of the protein domain. Phylogenetic analyses were
conducted using the MEGA5.2 (USA, https://www.megasoftware.net/older_versions,
accessed on 1 September 2022) [59] with the neighbor-joining algorithm. Protein sequence
alignments were performed using ClustalW [60] and ESPript 3.0 [61].

4.3. Targeted Gene Deletion and Complementation

To construct the UvSorA and UvSorB knockout mutants, mycelia of WT strain were
harvested from 7-day-old cultures grown in PSA and used for genomic DNA extrac-
tions. All primers used in this study are listed in Table S5. For gene replacement via the
CRISPR/Cas9 system, the upstream and downstream flanking sequences (~1 kb) of UvSorA
and UvSorB were separately amplified using primers UvSorA_5F/5R, UvSorA_3F/3R
and UvSorB_5F/5R, UvSorB_3F/3R (Table S5). The resultant PCR products were fused
with the geneticin-resistance (NeoR) cassette from pFL2 by double-joint PCR [62]. The
specific sgRNA for UvSorA and UvSorB knockout were designed on the website https:
//portals.broadinstitute.org/gppx/crispick/public (accessed on 20 November 2019). The
synthetic sgRNA oligos were annealed and inserted into the BsmBI-digested pCas9-tRp-
gRNA. The recombinant plasmids pCas9-tRp-UvSorA and pCas9-tRp-UvSorB were all
confirmed by sequencing. PEG-mediated U. virens transformation was performed as de-
scribed previously [35], with the linear donor DNA fragments and the CRISPR construct
pCas9-tRp-UvSorA or pCas9-tRp-UvSorB. The geneticin-resistance transformants were
selected on medium containing 700 µg/mL of G418, and the deletion mutants were veri-
fied by PCR amplification. To generate the complementary strains, UvSorA and UvSorB
were amplified with the primers C_UvSorA_F/R and C_UvSorB_F/R, and then recom-
bined into the vector pCBHT linearized by BamHI and KpnI using EasyGeno Assembly
Cloning Kit (Tiangen Biotech, Beijing, China). The resulting constructs, pCBHT-UvSorA
and pCBHT-UvSorB were transformed into the respective mutant strains via PEG-mediated
transformation. The complementary strains were confirmed by PCR amplification. Three of
the deletion mutants and three of complemented strains were selected for the experiments
of biological functions.

4.4. RNA Preparation and qRT−PCR

Gene expression was analyzed at different cultural conditions. U. virens was cultivated
in GYES medium (yeast extract, 10 g/L; glucose, 10 g/L; starch 10 g/L; NaCl, 5 g/L, CaCO3,
3 g/L) and YPD medium (yeast extract, 10 g/L; peptone, 20 g/L; glucose, 20 g/L) for 10 d
at 28 ◦C. Total RNAs from the mycelia in different culture condition strains were extracted
by using a TranZol kit (Tiangen Biotech, China). Single strand cDNAs were synthesized
using the Fast Quant RT Kit (Tiangen Biotech, China) according to the manufacture’s
protocol. The genes coding for putative sorbicillinoid biosynthesis were used for the
transcriptional analysis.

Each cDNA sample was performed in triplicate and the average threshold cycle was
calculated. Relative expression levels were calculated by using the 2−∆∆CT method [63].
The β-actin gene served as the internal control for the expression studies. All experiments
in this section were performed in three independent biological experiments with three
replicates in each test.

https://www.megasoftware.net/older_versions
https://portals.broadinstitute.org/gppx/crispick/public
https://portals.broadinstitute.org/gppx/crispick/public
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4.5. Chemical Analysis of Sorbicillinoids in WT Strain, Gene Deletion Mutants, and
Complemented Strains of U. virens

For chemical analyses, the WT strain, deletion mutants, and complemented strains
were grown on GYES plates at 28 ◦C for 4 weeks. The same plates with hyphae were
extracted with MeOH for three times. The MeOH extracts were combined, and the sol-
vent was removed using a rotatory evaporator under reduced pressure to yield a tawny
residue. The residue was dissolved in MeOH and filtered through a microporous filter
(pore size, 0.22 µm) for HPLC-DAD and LC-MS analysis. HPLC-DAD analysis of the
MeOH extracts was performed on a Shimadzu instrument equipping with SPD-M20A
photodiode array detector (LC-20A, Shimadzu Corp., Tokyo, Japan) using an analytic C18
column (250 mm × 4.6 mm i.d., 5 µm; Phenomenex Inc., Torrance, CA, USA). The column
temperature was set at 30 ◦C. The mobile phase was composed of methanol (B), and water
containing 0.02% TFA (A). A gradient elution program eluting from 60% to 100% MeOH
over 40 min was used, and flow rate was 1.0 mL/min. Detection of sorbicillinoids was
performed at a wavelength of 370 nm. LC-MS was performed on a Q-TOF-MS 6520 mass
spectrometer (Agilent Technologies Santa Clara, CA, USA) coupled to an LC 1260 system
with a Phenomenex C18 column (i.d., 150 mm × 2.0 mm, 3 µm) eluting from 30% to 90%
acetonitrile over 30 min at 0.25 mL/min. Mass detector operated simultaneously in ESI-

mode between 50 and 1400 m/z.

4.6. Physiology Experiments

The WT strain, deletion mutants, and complemented strains of U. virens were cultured
in PSB with 160 rpm at 28 ◦C for 7 days, and the spores were collected to obtain spore
suspension with the same concentration (1 × 106 spores/mL) for further studies.

For the growth rate assessment, 1 µL of spore suspension (1 × 106 spores/mL) was
inoculated on PSA, GYES, PDA (potato, 200 g/L; glucose, 20 g/L; agar, 20 g/L), YEKM
(yeast extract, 10 g/L; glucose, 2 g/L; KH2PO4, 1.2 g/L; MgSO4, 1.2 g/L; agar, 20 g/L),
and YPD media and grown at 28 ◦C for 18 days. The colony diameter measurements and
statistical analysis were followed. For sporulation assessment, the spore suspensions were
inoculated in PSB and GYES cultures by shaking at 160 rpm and 28 ◦C for 7 days, spores
were collected, and the number of spores were counted by a blood counting plate under a
microscope. For the biomass measurement, 1 mL re-suspended spores were cultured in
100 mL of PSB or GYES medium with 160 rpm shaking at 28 ◦C for 7 days, the hyphae
were collected and measured for dry weights.

To test the sensitivity against different stresses, 1 µL of spore suspension (1 × 106 spores/mL)
was inoculated in the center of the plate at 28 ◦C for 18 days. Mycelial growth was assayed after
incubation at 28 ◦C for 18 days on PSA plates and PSA with 0.25 or 0.5 M NaCl; 0.25 or 0.5 M KCl;
0.5 or 1.0 M sorbitol; 2 or 3 mg/mL CR; 0.03% or 0.06% SDS (w/v); 60 or 120 µg/mL CFW; 5 mM
ZnSO4; 0.4M MgCl2; 0.04M LiCl, 0.08 M MnCl2; 0.1 µg/mL epoxiconazole; 0.2 µg/mL difeno-
conazole; 0.2 µg/mL azoxystrobin; 0.4 µg/mL prochloraz; 0.4 µg/mL carbendazim, respectively.
The colony diameter was measured and mycelial growth inhibition in strains was compared with
non-treated controls. The inhibition ratio (%) was calculated using the following equation: (average
of strain colony diameters on PSA—average of strain colony diameters on PSA with chemical
added)/average of strain colony diameters on PSA × 100%. All experiments were repeated three
times with three replicates each time.

4.7. Feeding Sorbicillinoids in ∆UvSorA and ∆UvSorB Mutants

The crude extract containing sorbicillinoids was obtained from WT strain which
was grown on GYES plates at 28 ◦C for 4 weeks. The same plates with hyphae were
extracted with MeOH for three times. The combined MeOH extract was subjected to size-
exclusion chromatography over Sephadex LH-20 (CH2Cl2-MeOH, 1:1, v/v) to obtain crude
sorbicillinoid fraction which contained five main sorbicillinoids (i.e., trichotetronine, dihy-
drotrichodimer ether A, ustisorbicillinol B, demethyltrichodimerol, and tricho-dimerol) [16].
Crude sorbicillinoid extract was respectively added into ∆UvSorA or ∆UvSorB mutant at
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concentrations of 1.0–3.5 mg/mL in distilled water containing 10% DMSO. For comparison
purpose, WT, and non-treated ∆UvSorA and ∆UvSorB mutants were used as the controls.
All strains were grown on GYES plates at 28 ◦C for 21 days. The colony diameter was
measured. For sporulation, crude sorbicillinoid fraction (0.5–2.5 mg/mL) were added into
∆UvSorA and ∆UvSorB mutants, grown in PSB with 160 rpm at 28 ◦C for 7 days. The
concentrations of spores were measured.

4.8. Microscopic Observation of Hyphal Morphology

For scanning electron microscope (SEM) observation, hyphal samples were fixed in
2.5% glutaraldehyde buffer overnight at 4 ◦C. Then, the samples were washed 3 times
with 0.1 M sodium phosphate (pH 7.4), 10 min per time. Then, they were washed and
dehydrated with a series of ethyl alcohol solutions (30%, 60%, 80%, 90%, 100%). Then,
the dried samples were coated with platinum by using a Hitachi E-1045 ion sputter and
observed with a scanning electron microscope (SEM, Hitachi S-3400, Tokyo, Japan).

For transmission electron microscope (TEM) observation, the plates adhered with
U. virens mycelia was cut to the agar plugs about 0.1–0.2 mm thickness after 7 days cul-
tivation. Then the slices were fixed in 2.5% glutaraldehyde for 3 h, washed twice with
0.2 M PBS (pH 7.4) for 0.5 h, post fixed in 1.0% osmium tetra oxide for 2 h, and then
washed with PBS again. Samples were dehydrated in a graded ethanol series, passed
three times in acetone-ethanol solution, embedded in epoxy at 65 ◦C for 16 h, and then
sectioned into ultrathin pieces with diamond knife, subsequently section staining with
uranyl acetate and lead citrate. The micromorphology was observed with the transmission
electron microscopy (TEM, JEM-1230, Tokyo, Japan).

4.9. Phytotoxic Assays with Culture Filtrates

After 7 days of culture in 100 mL of PDB, the filtrates were collected and centrifuged at
7500 rpm for 6 min. The supernatant was collected and incubated at 75 ◦C for 40 min. The
rice seeds were soaked in 0.1% potassium permanganate with 160 rpm shaking at 28 ◦C
for 50 min and then washed 5 times with sterile distilled water. Fifty seeds were soaked
in 25 mL of culture filtrate in a 100 mL–conical flask, and germ elongation was measured
after incubation at 28 ◦C for 7 days.

5. Conclusions

In summary, a biosynthetic gene cluster for sorbicillinoids in U. virens was identified
by employing sorbicillinoids-producing vs. non-producing media, and combining with
bioinformatic analysis, RNA-Seq and qRT-PCR. The biological functions of sorbicillinoids
were preliminarily revealed by deletion of UvSorA and UvSorB, complementation, feeding
experiments, and phenotypic analysis. The mycelial growth, sporulation and hyphal hy-
drophobicity were increased for ∆UvSorA and ∆UvSorB mutants. In addition, the ∆UvSorA
and ∆UvSorB mutants were decreased in tolerance to hyperosmotic, metal cations, cell
wall damaging agents and fungicide stresses. Both the microscopic and submicroscopic
structures of the deletion mutants were found to be altered. Feeding sorbicillinoids could
restore cell wall integrity. Furthermore, culture filtrates of ∆UvSorA and ∆UvSorB mutants
showed a decreased inhibition on germ elongation of germinated rice seeds. The obtained
data demonstrated that both UvSorA and UvSorB were responsible for sorbicillinoid biosyn-
thesis in U. virens, and contributed to mycelial growth, sporulation, cell wall integrity, stress
responses, and phytotoxic activity through sorbicillinoid mediation. In this study, gene
deletion, complementation, and SMs feeding were proved to be effective methods to eluci-
date biological functions of sorbicillinoids, other strategies such as gene overexpression are
also worth studying. It provides a basis for further investigation of biological functions
and biosynthesis of sorbicillinoids.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/ijms231911056/s1. Reference [64] are cited in the Supplementary Materials.

https://www.mdpi.com/article/10.3390/ijms231911056/s1
https://www.mdpi.com/article/10.3390/ijms231911056/s1


Int. J. Mol. Sci. 2022, 23, 11056 22 of 24

Author Contributions: Conceptualization, L.Z. and W.Y.; investigation, X.Z., D.X., X.H., P.W., J.F.,
Z.Z., M.J., D.L.; methodology and data curation, X.Z.; writing—original draft preparation, X.Z. and
L.Z.; writing—review, W.Y. and D.L. All authors have read and agreed to the published version of
the manuscript.

Funding: This work was financially supported by the grants from the National Natural Science
Foundation of China (32072373) and the National Key R&D Program of China (2017YFD0200501).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: The vector pCas9-tRp-gRNA and pCBHT were kindly provided by Jin-Rong Xu
of Department of Botany and Plant Pathology, Purdue University, USA.

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

References
1. Calvo, A.M.; Wilson, R.A.; Bok, J.W.; Keller, N.P. Relationship between secondary metabolism and fungal development. Microbiol.

Mol. Biol. Rev. 2002, 66, 447–459. [CrossRef] [PubMed]
2. Lim, F.Y.; Keller, N.P. Spatial and temporal control of fungal natural product synthesis. Nat. Prod. Rep. 2014, 31, 1277–1286.

[CrossRef]
3. Keller, N.P. Translating biosynthetic gene clusters into fungal armor and weaponry. Nat. Chem. Biol. 2015, 11, 671–677. [CrossRef]

[PubMed]
4. Macheleidt, J.; Mattern, D.J.; Fischer, J.; Netzker, T.; Weber, J.; Schroeckh, V.; Valiante, V.; Brankhage, A.A. Regulation and role of

fungal secondary metabolites. Annu. Rev. Genet. 2016, 50, 371–392. [CrossRef] [PubMed]
5. Keller, N.P. Fungal secondary metabolism: Regulation, function and drug discovery. Nat. Rev. Microbiol. 2019, 17, 167–180.

[CrossRef]
6. Chen, Y.; Kistler, H.C.; Ma, Z. Fusarium graminearum trichothecene mycotoxins: Biosynthesis, regulation, and management. Annu.

Rev. Phytopathol. 2019, 57, 15–39. [CrossRef]
7. Mei, Y.-Z.; Zhu, Y.-L.; Huang, P.-W.; Yang, Q.; Dai, C.-C. Strategies for gene disruption and expression in filamentous fungi. Appl.

Microbiol. Biotechnol. 2019, 103, 6041–6059. [CrossRef]
8. Fan, J.; Yang, J.; Wang, Y.-Q.; Li, G.-B.; Li, Y.; Huang, F.; Wang, W.-M. Current understanding on Villosiclava virens, a unique

flower-infecting fungus causing rice false smut disease. Mol. Plant Pathol. 2016, 17, 1321–1330. [CrossRef]
9. Sun, W.; Fan, J.; Fang, A.; Li, Y.; Tariqjaveed, M.; Li, D.; Hu, D.; Wang, W.-M. Ustilaginoidea virens: Insights into an emerging rice

pathogen. Annu. Rev. Phytopathol. 2020, 58, 363–385. [CrossRef]
10. Hu, M.; Luo, L.; Wang, S.; Liu, Y.; Li, J. Infection processes of Ustilaginoidea virens during artificial inoculation of rice panicles. Eur.

J. Plant Pathol. 2014, 139, 67–77. [CrossRef]
11. Nakamura, K.; Izumiyama, N.; Ohtsubo, K.; Koiso, Y.; Iwasaki, S.; Sonoda, R.; Fujita, Y.; Yaegashi, H.; Sato, Z. “Lupinosis”-like

lesions in mice caused by ustiloxin, produced by Ustilaginoieda virens: A morphological study. Nat. Toxins 1994, 2, 22–28.
[CrossRef] [PubMed]

12. Zhou, L.; Lu, S.; Shan, T.; Wang, P.; Sun, W.; Chen, Z.; Wang, S. Chemistry and biology of mycotoxins from rice false smut
pathogen. In Mycotoxins: Properties, Applications and Hazards; Melborn, B.J., Greene, J.C., Eds.; Nova Science Publishers: New York,
NY, USA, 2012; pp. 109–130.

13. Wang, B.; Liu, L.; Li, Y.; Zou, J.; Li, D.; Zhao, D.; Li, W.; Sun, W. Ustilaginoidin D induces hepatotoxicity and behaviour aberrations
in zebrafish larvae. Toxicology 2021, 456, 152786. [CrossRef] [PubMed]

14. Lu, S.; Sun, W.; Meng, J.; Wang, A.; Wang, X.; Tian, J.; Fu, X.; Dai, J.; Liu, Y.; Lai, D.; et al. Bioactive bis-naphtho-γ-pyrones from
rice false smut pathogen Ustilaginoidea virens. J. Agric. Food Chem. 2015, 63, 3501–3508. [CrossRef] [PubMed]

15. Wang, X.; Wang, J.; Lai, D.; Wang, W.; Dai, J.; Zhou, L.; Liu, Y. Ustiloxin G, a new cyclopeptide mycotoxin from rice false smut
balls. Toxins 2017, 9, 54. [CrossRef]

16. Meng, J.; Gu, G.; Dang, P.; Zhang, X.; Wang, W.; Dai, J.; Liu, Y.; Lai, D.; Zhou, L. Sorbicillinoids from the fungus Ustilaginoidea
virens and their phytotoxic, cytotoxic, and antimicrobial activities. Front. Chem. 2019, 7, 435. [CrossRef]

17. Koiso, Y.; Natori, M.; Iwasaki, S.; Sato, S.; Sonoda, R.; Fujita, Y.; Yaegashi, H.; Sato, Z. Ustiloxin: A phytotoxin and a mycotoxin
from false smut balls on rice panicles. Tetrahedron Lett. 1992, 33, 4157–4160. [CrossRef]

18. Koiso, Y.; Li, Y.; Iwasaki, S.; Hanaoka, K.; Kobayashi, T.; Sonoda, R.; Fujita, Y.; Yaegashi, H.; Sato, Z. Ustiloxins, antimitotic cyclic
peptides from false smut balls on rice panicles caused by Ustilaginoidea virens. J. Antibiot. 1994, 47, 765–773. [CrossRef]

19. Meng, J.; Sun, W.; Mao, Z.; Xu, D.; Wang, X.; Lu, S.; Lai, D.; Liu, Y.; Zhou, L.; Zhang, G. Main ustilaginoidins and their distribution
in rice false smut balls. Toxins 2015, 7, 4023–4034. [CrossRef]

20. Sun, W.; Wang, A.; Xu, D.; Wang, W.; Meng, J.; Dai, J.; Liu, Y.; Lai, D.; Zhou, L. New ustilaginoidins from rice false smut balls
caused by Villosiclava virens and their phytotoxic and cytotoxic activities. J. Agric. Food Chem. 2017, 65, 5151–5160. [CrossRef]

http://doi.org/10.1128/MMBR.66.3.447-459.2002
http://www.ncbi.nlm.nih.gov/pubmed/12208999
http://doi.org/10.1039/C4NP00083H
http://doi.org/10.1038/nchembio.1897
http://www.ncbi.nlm.nih.gov/pubmed/26284674
http://doi.org/10.1146/annurev-genet-120215-035203
http://www.ncbi.nlm.nih.gov/pubmed/27732794
http://doi.org/10.1038/s41579-018-0121-1
http://doi.org/10.1146/annurev-phyto-082718-100318
http://doi.org/10.1007/s00253-019-09953-2
http://doi.org/10.1111/mpp.12362
http://doi.org/10.1146/annurev-phyto-010820-012908
http://doi.org/10.1007/s10658-013-0364-7
http://doi.org/10.1002/nt.2620020106
http://www.ncbi.nlm.nih.gov/pubmed/8032691
http://doi.org/10.1016/j.tox.2021.152786
http://www.ncbi.nlm.nih.gov/pubmed/33872729
http://doi.org/10.1021/acs.jafc.5b00694
http://www.ncbi.nlm.nih.gov/pubmed/25781489
http://doi.org/10.3390/toxins9020054
http://doi.org/10.3389/fchem.2019.00435
http://doi.org/10.1016/S0040-4039(00)74677-6
http://doi.org/10.7164/antibiotics.47.765
http://doi.org/10.3390/toxins7104023
http://doi.org/10.1021/acs.jafc.7b01791


Int. J. Mol. Sci. 2022, 23, 11056 23 of 24

21. Meng, J.; Zhao, S.; Dang, P.; Zhou, Z.; Lai, D.; Zhou, L. Ustilaginoidin M1, a new bis-naphtho-γ-pyrone from the fungus
Villosiclava virens. Nat. Prod. Res. 2021, 35, 1555–1560. [CrossRef]

22. Xu, D.; Yin, R.; Zhou, Z.; Gu, G.; Zhao, S.; Xu, J.-R.; Liu, J.; Peng, Y.-L.; Lai, D.; Zhou, L. Elucidation of ustilaginoidin biosynthesis
reveals a previously unrecognised class of ene-reductases. Chem. Sci. 2021, 12, 14883–114892. [CrossRef] [PubMed]

23. Lai, D.; Meng, J.; Zhang, X.; Xu, D.; Dai, J.; Zhou, L. Ustilobisorbicillinol A, a cytotoxic sorbyl-containing aromatic polyketide
from Ustilagninoidea virens. Org. Lett. 2019, 21, 1311–1314. [CrossRef] [PubMed]

24. Harned, A.M.; Volp, K.A. The sorbicillinoid family of natural products: Isolation, biosynthesis, and synthetic studies. Nat. Prod.
Rep. 2011, 28, 1790–1810. [CrossRef] [PubMed]

25. Meng, J.; Wang, X.; Xu, D.; Fu, X.; Zhang, X.; Lai, D.; Zhou, L.; Zhang, G. Sorbicillinoids from fungi and their bioactivities.
Molecules 2016, 21, 715. [CrossRef]

26. Hou, X.; Zhang, X.; Xue, M.; Zhao, Z.; Zhang, H.; Xu, D.; Lai, D.; Zhou, L. Recent advances in sorbicillinoids from fungi and their
bioactivities (covering 2016–2021). J. Fungi 2022, 8, 62. [CrossRef] [PubMed]

27. Kawahara, T.; Takagi, M.; Shin-ya, K. JBIR-124: A novel antioxidative agent from a marine sponge-derived fungus
Penicillium citrinum SpI080624G1f01. J. Antibiot. 2012, 65, 45–47. [CrossRef]

28. Du, L.; Zhu, T.; Li, L.; Cai, S.; Zhao, B.; Gu, Q. Cytotoxic Sorbicillinoids and bisorbicillinoids from a marine-derived fungus
Trichoderma sp. Chem. Pharm. Bull. 2009, 57, 220–223. [CrossRef]

29. Kahlert, L.; Bassiony, E.F.; Cox, R.J.; Skellam, E.J. Diels–Alder reactions during the biosynthesis of sorbicillinoids. Angew. Chem.
Int. Ed. 2020, 59, 5816–5822. [CrossRef]

30. Chen, G.; Chu, J. Characterization of two polyketide synthases involved in sorbicillinoid biosynthesis by Acremonium chrysogenum
using the CRISPR/Cas9 System. Appl. Biochem. Biotechnol. 2019, 188, 1134–1144. [CrossRef]

31. Kahlert, L.; Cox, R.J.; Skellam, E. The same but different: Multiple functions of the fungal flavin dependent monooxygenase SorD
from Penicillium chrysogenum. Chem. Commun. 2020, 56, 10934–10937. [CrossRef]

32. Weber, T.; Blin, K.; Duddela, S.; Krug, D.; Kim, H.U.; Bruccoleri, R.; Lee, S.Y.; Fischbach, M.A.; Muller, R.; Wohlleben, W.; et al.
antiSMASH3.0 – a comprehensive resource for the genome mining of biosynthetic gene clusters. Nucleic Acids Res. 2015, 43,
237–243. [CrossRef] [PubMed]

33. Zhang, Y.; Zhang, K.; Fang, A.; Han, Y.; Yang, J.; Xue, M.; Bao, J.; Hu, D.; Zhou, B.; Sun, X.; et al. Specific adaptation of
Ustilaginoidea virens in occupying host florets revealed by comparative and functional genomics. Nat. Commun. 2014, 5, 3849.
[CrossRef] [PubMed]

34. Hussain, A.; Rather, M.A.; Dar, M.S.; Aga, M.A.; Ahmad, N.; Manzoor, A.; Qayum, A.; Shah, A.; Mushtaq, S.; Ahmad, Z.; et al.
Novel bioactive molecules from Lentzea violacea strain AS 08 using one strain-many compounds (OSMAC) approach. Bioorg. Med.
Chem. Lett. 2017, 27, 2579–2582. [CrossRef] [PubMed]

35. Zheng, D.; Wang, Y.; Han, Y.; Xu, J.-R.; Wang, C. HvHOG1 is important for hyphal growth and stress responses in the rice false
smut fungus Ustilaginoidea virens. Sci. Rep. 2016, 6, 24824. [CrossRef]

36. Liang, Y.; Han, Y.; Wang, C.; Jiang, C.; Xu, J.-R. Targeted deletion of the USTA andUvSLT2 genes efficiently in Ustilaginoidea virens
with the CRISPR-Cas9 system. Front. Plant Sci. 2018, 9, 699. [CrossRef]

37. Wosten, H.; Richter, M.; Willey, J.M. Structural proteins involved in emergence of microbial aerial hyphae. Fungal genetic and
biology 1999, 27, 153–160. [CrossRef]

38. Craney, A.; Ahmed, S.; Nodwell, J. Towards a new science of secondary metabolism. J. Antibiot. 2013, 66, 387–400. [CrossRef]
39. Schneider, P.; Misiek, M.; Hoffmeister, D. In vivo and in vitro production options for fungal secondary metabolites. Mol.

Pharmaceut. 2008, 5, 234–242. [CrossRef]
40. Mou, Y.; Luo, H.; Mao, Z.; Shan, T.; Sun, W.; Zhou, K.; Zhou, L. Enhancement of palmarumycins C12 and C13 production in

liquid culture of endophytic fungus Berkleasmium sp. Dzf12 after treatments with metal ions. Int. J. Mol. Sci. 2013, 14, 979–998.
[CrossRef]

41. Luo, H.; Xu, D.; Xie, R.; Zhang, X.; Wang, J.; Dong, X.; Lai, D.; Zhou, L.; Liu, Y. Enhancement of botrallin and TMC-264 production
in liquid culture of endophytic fungus Hyalodendriella sp. Ponipodef12 after treatments with metal ions. Electron. J. Biotechnol.
2016, 24, 12–20. [CrossRef]

42. Chen, Y.; Zhang, Y.; Yao, J.; Li, Y.-F.; Yang, X.; Wang, W.-X.; Zhang, A.-F.; Gao, T.-C. Frequency distribution of sensitivity of
Ustilaginoidea virens to four EBI fungicides, prochloraz, difenoconazole, propiconazole and tebuconazole, and their efficacy in
controlling rice false smut in Anhui Province of China. Phytoparasitica 2013, 41, 277–284. [CrossRef]

43. Muniraju, K.M.; Pramesh, D.; Mallesh, S.B.; Mallikarjun, K.; Guruprasad, G.S. Novel fungicides for the management of false smut
disease of rice caused by Ustilaginoidea virens. Int. J. Curr. Microbiol. Appl. Sci. 2017, 6, 2664–2669. [CrossRef]

44. Singh, S.; Singh, N.; Kumar, V.; Kumar, V.; Datta, S.; Wani, A.B.; Singh, D.; Singh, K.; Singh, J. Toxicity, monitoring and
biodegradation of the fungicide carbendazim. Environ. Chem. Lett. 2016, 14, 317–329. [CrossRef]

45. Zhao, H.; Tao, X.; Song, W.; Xu, H.; Li, M.; Cai, Y.; Wang, J.; Duan, Y.; Zhou, M. Mechanism of Fusarium graminearum resistance to
ergosterol biosynthesis inhibitors: G443S substitution of the drug target FgCYP51A. J. Agric. Food Chem. 2022, 70, 1788–1798.
[CrossRef] [PubMed]

46. Affourtit, C.; Heaney, S.P.; Moore, A.L. Mitochondrial electron transfer in the wheat pathogenic fungus Septoria tritici: On the role
of alternative respiratory enzymes in fungicide resistance. Biochim. Biophys. Acta 2000, 1459, 291–298. [CrossRef]

http://doi.org/10.1080/14786419.2019.1652289
http://doi.org/10.1039/D1SC02666F
http://www.ncbi.nlm.nih.gov/pubmed/34820104
http://doi.org/10.1021/acs.orglett.8b04101
http://www.ncbi.nlm.nih.gov/pubmed/30785293
http://doi.org/10.1039/c1np00039j
http://www.ncbi.nlm.nih.gov/pubmed/21927733
http://doi.org/10.3390/molecules21060715
http://doi.org/10.3390/jof8010062
http://www.ncbi.nlm.nih.gov/pubmed/35050002
http://doi.org/10.1038/ja.2011.98
http://doi.org/10.1248/cpb.57.220
http://doi.org/10.1002/anie.201915486
http://doi.org/10.1007/s12010-019-02960-z
http://doi.org/10.1039/D0CC03203D
http://doi.org/10.1093/nar/gkv437
http://www.ncbi.nlm.nih.gov/pubmed/25948579
http://doi.org/10.1038/ncomms4849
http://www.ncbi.nlm.nih.gov/pubmed/24846013
http://doi.org/10.1016/j.bmcl.2017.03.075
http://www.ncbi.nlm.nih.gov/pubmed/28400238
http://doi.org/10.1038/srep24824
http://doi.org/10.3389/fpls.2018.00699
http://doi.org/10.1006/fgbi.1999.1130
http://doi.org/10.1038/ja.2013.25
http://doi.org/10.1021/mp7001544
http://doi.org/10.3390/ijms14010979
http://doi.org/10.1016/j.ejbt.2016.09.002
http://doi.org/10.1007/s12600-013-0288-y
http://doi.org/10.20546/ijcmas.2017.611.313
http://doi.org/10.1007/s10311-016-0566-2
http://doi.org/10.1021/acs.jafc.1c07543
http://www.ncbi.nlm.nih.gov/pubmed/35129347
http://doi.org/10.1016/S0005-2728(00)00157-2


Int. J. Mol. Sci. 2022, 23, 11056 24 of 24

47. Bohnert, H.U.; Fudal, I.; Dioh, W.; Tharreau, D.; Notteghem, J.-L.; Lebrun, M.-H. A putative polyketide synthase/peptide
synthetase from Magnaporthe grisea signals pathogen attack to resistant rice. Plant Cell 2004, 16, 2499–2513. [CrossRef]

48. Dagenais, T.R.T.; Keller, N.P. Pathogenesis of Aspergillus fumigatus in invasive aspergillosis. Clin. Microbiol. Rev. 2009, 22, 447–465.
[CrossRef]

49. Kazan, K.; Gardiner, D.M.; Manners, J.M. On the trail of a cereal killer: Recent advances in Fusarium graminearum pathogenomics
and host resistance. Mol. Plant Pathol. 2012, 13, 399–413. [CrossRef]

50. Yago, J.I.; Lin, C.-H.; Chung, K.-R. The SLT2 mitogen-activated protein kinase-mediated signaling pathway governs conidiation,
morphogenesis, fungal virulence and production of toxin and melanin in the tangerine pathotype of Alternaria alternata. Mol.
Plant Pathol. 2011, 12, 653–665. [CrossRef]

51. Niehaus, E.-M.; von Bargen, K.W.; Espino, J.J.; Pfannmuller, A.; Humpf, H.-U. Tudzynski, B. Characterization of the fusaric acid
gene cluster in Fusarium fujikuroi. Appl. Microbiol. Biotechnol. 2014, 98, 1749–1762. [CrossRef]

52. Ding, Z.; Li, M.; Sun, F.; Xi, P.; Sun, L.; Zhang, L.; Jiang, Z. Mitogen-activated protein kinases are associated with the regulation of
physiological traits and virulence in Fusarium oxysporum f. sp. cubense. PLoS ONE 2015, 10, e0122634. [CrossRef] [PubMed]

53. Guzman-Chavez, F.; Salo, O.; Nygard, Y.; Lankhorst, P.P.; Bovenberg, R.A.L.; Driessen, A.J.M. Mechanism and regulation of
sorbicillin biosynthesis by Penicillium chrysogenum. Microb. Biotechnol. 2017, 10, 958–968. [CrossRef] [PubMed]

54. Derntl, C.; Guzman-Chavez, F.; Mello-de-Sousa, T.M.; Busse, H.J.; Driessen, A.J.M.; Mach, R.L.; Mach-Aigner, A.R. In vivo study
of the sorbicillinoid gene cluster in Trichoderma reesei. Front. Microbiol. 2017, 8, 2037. [CrossRef] [PubMed]

55. Druzhinina, I.S.; Kubicek, E.M.; Kubicek, C.P. Several steps of lateral gene transfer followed by events of ‘birth-and-death’
evolution shaped a fungal sorbicillinoid biosynthetic gene cluster. BMC Evol. Biol. 2016, 16, 269. [CrossRef]

56. Dattenbock, C.; Tisch, D.; Schuster, A.; Monroy, A.A.; Hinterdobler, W.; Schmoll, M. Gene regulation associated with sexual
development and female fertility in different isolates of Trichoderma reesei. Fungal Biol. Biotechnol. 2018, 5, 9. [CrossRef]

57. Hinterdobler, W.; Schuster, A.; Tisch, D.; Ozkan, E.; Bazafkan, H.; Schinnerl, J.; Brecker, L.; Bohmdorfer, S.; Schmoll, M. The role of
PKAc1 in gene regulation and trichodimerol production in Trichoderma reesei. Fungal Biol. Biotechnol. 2019, 6, 12. [CrossRef]

58. Xu, D.; Xue, M.; Shen, Z.; Jia, X.; Hou, X.; Lai, D.; Zhou, L. Phytotoxic secondary metabolites from fungi. Toxins 2021, 13, 261.
[CrossRef]

59. Tamura, K.; Peterson, D.; Peterson, N.; Stecher, G.; Nei, M.; Kumar, S. MEGA5: Molecular evolutionary genetics analysis using
maximum likelihood, evolutionary distance, and maximum parsimony methods. Mol. Biol. Evol. 2011, 28, 2731–2739. [CrossRef]

60. Thompson, J.D.; Gilson, T.J.; Higgins, D.G. Multiple sequence alignment using ClustalW and ClustalX. Curr. Protoc. Bioinformatics
2003, 2, 2.3.1–2.3.22. [CrossRef]

61. Robert, X.; Gouet, P. Deciphering key features in protein structures with the new ENDscript server. Nucleic Acids Res. 2014, 42,
320–324. [CrossRef]

62. Yu, J.-H.; Hamari, Z.; Han, K.-H.; Seo, J.-A.; Reyes-Dominguez, Y.; Scazzocchio, C. Double-joint PCR: A PCR-based molecular tool
for gene manipulations in filamentous fungi. Fungal Genet. Biol. 2004, 41, 973–981. [CrossRef] [PubMed]

63. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2–∆∆CT method.
Methods 2001, 25, 402–408. [CrossRef] [PubMed]

64. Zhou, X.; Li, G.; Xu, J.-R. Efficient approaches for generating GFP fusion and epitope-tagging constructs in filamentous fungi.
Methods Mol. Biol. 2011, 722, 199–212. [PubMed]

http://doi.org/10.1105/tpc.104.022715
http://doi.org/10.1128/CMR.00055-08
http://doi.org/10.1111/j.1364-3703.2011.00762.x
http://doi.org/10.1111/j.1364-3703.2010.00701.x
http://doi.org/10.1007/s00253-013-5453-1
http://doi.org/10.1371/journal.pone.0122634
http://www.ncbi.nlm.nih.gov/pubmed/25849862
http://doi.org/10.1111/1751-7915.12736
http://www.ncbi.nlm.nih.gov/pubmed/28618182
http://doi.org/10.3389/fmicb.2017.02037
http://www.ncbi.nlm.nih.gov/pubmed/29104566
http://doi.org/10.1186/s12862-016-0834-6
http://doi.org/10.1186/s40694-018-0055-4
http://doi.org/10.1186/s40694-019-0075-8
http://doi.org/10.3390/toxins13040261
http://doi.org/10.1093/molbev/msr121
http://doi.org/10.1002/0471250953.bi0203s00
http://doi.org/10.1093/nar/gku316
http://doi.org/10.1016/j.fgb.2004.08.001
http://www.ncbi.nlm.nih.gov/pubmed/15465386
http://doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://www.ncbi.nlm.nih.gov/pubmed/21590423

	Introduction 
	Results 
	Identification and Characteriation of UvSorA and UvSorB in U. virens 
	Identification of the Sorbicillinoid Biosynthesis Gene Cluster in U. virens 
	UvSorA and UvSorB as Polyketide Synthase Genes of Sorbicillinoid Biosynthesis 

	Deletion of UvSorA and UvSorB Increased Mycelial Growth, Sporulation and Hyphal Hydrophobicity 
	Deletion of UvSorA and UvSorB Increased Mycelial Growth and Sporulation 
	Deletion of UvSorA and UvSorB Increased Hyphal Hydrophobicity 

	Deletion of UvSorA and UvSorB Decreased Resistances to Osmotic, Metal Cation and Fungicide Stresses 
	Deletion of UvSorA and UvSorB Resulted in Defects in Response to Hyperosmotic and Metal Cation Stresses 
	Deletion of UvSorA and UvSorB Increased Sensitivity to Fungicides 

	Culture Filtrates of UvSorA and UvSorB Showed a Decreased Inhibition on Germ Elongation of Rice Germinated Seeds 
	Deletion of UvSorA and UvSorB Resulted in Deficiency of Cell Wall Integrity 
	Deletion of UvSorA and UvSorB Resulted in Decrease of Tolerance to Cell Wall Damaging Agents 
	Deletion of UvSorA and UvSorB Resulted in Alterations of Microscopic and Submicroscopic Structures of Mycelia and Cell Walls 


	Discussion 
	Sorbicillinoid Biosythetic Gene Cluster 
	Biological Functions of Sorbicillinoids in Fungi 

	Materials and Methods 
	Fungal Strains, Plasmids and Culture Conditions 
	Bioinformatic Analysis 
	Targeted Gene Deletion and Complementation 
	RNA Preparation and qRT-PCR 
	Chemical Analysis of Sorbicillinoids in WT Strain, Gene Deletion Mutants, and Complemented Strains of U. virens 
	Physiology Experiments 
	Feeding Sorbicillinoids in UvSorA and UvSorB Mutants 
	Microscopic Observation of Hyphal Morphology 
	Phytotoxic Assays with Culture Filtrates 

	Conclusions 
	References

