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Abstract: Alternaria alternata botybirnavirus 1 (AaBRV1) was isolated from a strain of Alternaria
alternata, causing watermelon leaf blight in our previous research. The effect of AaBRV1 on the
phenotype of its host fungus, however, was not determined. In the present study, a novel strain of
AaBRV1 was identified in A. tenuissima strain TJ-NH-51S-4, the causal agent of cotton Alternaria
leaf spot, and designated as AaBRV1-AT1. A mycovirus AaBRV1-AT1-free strain TJ-NH-51S-4-
VF was obtained by protoplast regeneration, which eliminated AaBRV1-AT1 from the mycovirus
AaBRV1-AT1-infected strain TJ-NH-51S-4. Colony growth rate, spore production, and virulence of
strain TJ-NH-51S-4 were greater than they were in TJ-NH-51S-4-VF, while the sensitivity of strain
TJ-NH-51S-4 to difenoconazole, as measured by the EC50, was lower. AaBRV1-AT1 was capable
of vertical transmission via asexual spores and horizontal transmission from strain TJ-NH-51S-4 to
strain XJ-BZ-5-1hyg (another strain of A. tenuissima) through hyphal contact in pairing cultures. A
total of 613 differentially expressed genes (DEGs) were identified in a comparative transcriptome
analysis between TJ-NH-51S-4 and TJ-NH-51S-4-VF. Relative to strain TJ-NH-51S-4-VF, the number
of up-regulated and down-regulated DEGs in strain TJ-NH-51S-4 was 286 and 327, respectively.
Notably, the expression level of one DEG-encoding cytochrome P450 sterol 14α-demethylase and four
DEGs encoding siderophore iron transporters were significantly up-regulated. To our knowledge,
this is the first documentation of hypervirulence and reduced sensitivity to difenoconazole induced
by AaBRV1-AT1 infection in A. tenuissima.

Keywords: Alternaria tenuissima; Botybirnavirus; Alternaria alternata botybirnavirus 1 (AaBRV1);
hypervirulence; transcriptome; reduced sensitivity to difenoconazole

1. Introduction

Mycoviruses are ubiquitously present in all major groups of fungi [1,2] and are cur-
rently classified in 22 taxa by the International Committee on Taxonomy of Viruses (ICTV,
https://talk.ictvonline.org/, accessed on 18 September 2021). Members of eight fami-
lies (Amalgaviridae, Chrysoviridae, Megabirnaviridae, Partitiviridae, Polymycoviridae, Reoviri-
dae, Totiviridae, and Quadriviridae), as well as one recognized genus Botybirnavirus, have
double-stranded RNA (dsRNA) genomes. The genus Botybirnavirus contains eight mem-
bers possessing two-fragmented dsRNA genomes, namely Botrytis porri botybirnavirus
1 (BpRV1), Sclerotinia sclerotiorum botybirnavirus 1 (SsBRV1), Sclerotinia sclerotiorum
botybirnavirus 2 (SsBRV2), Bipolaris maydis botybirnavirus 1 (BmBRV1), Soybean leaf-
associated botybirnavirus 1 (SlaBRV1), Bipolaris maydis botybirnavirus 1 strain BdEW220
(BmBRV1-BdEW220), Alternaria botybirnavirus 1 (ABRV1), and Alternaria alternata boty-
birnavirus 1 (AaBRV1) [3–10].

Most mycoviruses are associated with cryptic or latent infections of fungal hosts [11,12],
however, some mycoviruses are reported to confer hypovirulence or hypervirulence to their
host fungi. Viruses that confer hypovirulence are considered as potential biological agents
for controlling fungal diseases. For example, Cryphonectria parasitica hypovirus 1 (CHV1)
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has been successfully used to control chestnut blight disease caused by Cryphonectria para-
sitica [13], and Sclerotinia sclerotiorum hypovirulence-associated DNA virus 1 (SsHADV-1)
can infect Sclerotinia sclerotiorum colonizing Brassica napus and convert it from a pathogenic
fungus to a non-pathogenic endophyte that promotes plant growth [14,15]. Mycoviruses
conferring hypervirulence have also been identified in multiple pathogenic fungi [16–20].
Examples include a 6.4-kb dsRNA identified in Rhizoctonia solani that increases the viru-
lence of its host fungus on potato [16], Aspergillus fumigatus polymycovirus-1 (AfuPmV-1)
and a polymycovirus found in Aspergillus fumigatus that enhances the virulence of their
host fungus [17,18], and Talaromyces marneffei partitivirus-1 (TmPV1) that dramatically
increases the virulence, abiotic stress tolerance, and toxicity of its host fungus, Talaromyces
marneffe [20].

Fungi in the genus Alternaria are significant plant pathogens that cause black spot
disease on a variety of crops worldwide [21,22]. Sterol demethylation inhibitors (DMIs)
fungicides, such as difenoconazole, have been widely utilized to control black spot disease
caused by Alternaria [23,24]. Strains with lower sensitivity to DMI, however, are preva-
lent. Several biochemical mechanisms of DMI-resistance have been reported, including
mutations in cytochrome P450 sterol 14-alpha demethylase (CYP51) [25], overexpression of
CYP51 [26] in field isolates of Mycosphaerella graminicola, and pump-out enhancement by
ATP-binding cassette transporters (ABC) in Aspergillus fumigatus [27] or major facilitator
systems (MFS) [28] in Zymoseptoria tritici.

Co-infection of Penicillium digitatum polymycovirus 1 (PdPmV1) and Penicillium
digitatum Narna-like virus 1 (PdNLV1) [29], or a single infection of Penicillium crustosum
chrysovirus 1 (PcCV1) [30] all enhance the sensitivity of their host fungi to prochloraz,
supporting the hypothesis that increased sensitivity to DMIs is due to mycovirus infection.
Notably, Alternaria alternata chrysovirus 1-AT1 (AaCV1-AT1) reduces the sensitivity of its
host fungus A. tenuissima to difenoconazole and tebuconazole [31].

Comparative transcriptome analysis of mycovirus-infected and mycovirus-free fungi
can aid in the identification of potential functional genes or pathways involved in mycovirus-
fungus interactions [32]. Only a few studies, however, have demonstrated transcriptional
or translational alterations in mycovirus-infected fungi, including reports on C. parasitica, A.
fumigatus, S. sclerotiorum, Heterobasidion parviporum, and Fusarium graminearum [33–37]. Results
from these studies have indicated that mycovirus infection affects a variety of vital biological
processes, including primary and secondary metabolism, transcriptional regulation, signal
transduction, substance transport, virulence factor expression, and ribosome function.

Alternaria alternata botybirnavirus 1 (AaBRV1) was isolated from Alternaria alternata,
the causal agent of watermelon leaf blight, in our previous research [10]. The effect of
AaBRV1 on the metabolic, physiological, and other biological properties of its host fungus
was not determined. In the present study, a novel strain of AaBRV1 was identified from
A. tenuissima strain TJ-NH-51S-4 causing Alternaria leaf spot in cotton and was named
AaBRV1-AT1. The effect of AaBRV1-AT1 infection on colony growth rate, spore production,
virulence, and sensitivity to difenoconazole of its host fungus A. tenuissima strain TJ-NH-
51S-4 were also evaluated. Assays on the vertical and horizontal transmission of AaBRV1-
AT1 via asexual spores and through hyphal contact using pairing cultures, respectively,
were also conducted. Additionally, a comparative analysis of RNA sequence (RNA-seq)
data was utilized to identify differentially expressed genes (DEGs) between the mycovirus
AaBRV1-AT1-infected strain TJ-NH-51S-4 and the mycovirus AaBRV1-AT1-free strain TJ-
NH-51S-4-VF. The comparative analysis provided information that was used to identify
potential molecular mechanisms responsible for causing hypervirulence and a reduced
sensitivity to difenoconazole.

2. Materials and Methods
2.1. Fungal Strains

Five strains of Alternaria tenuissima were used in this study (TJ-NH-51S-4, XJ-BZ-5-1,
TJ-NH-51S-4-VF, XJ-BZ-5-1hyg, and XJ-BZ-5-1hyg-V). Strains TJ-NH-51S-4 and XJ-BZ-5-1
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were isolated from cotton leaves collected from Tianjin municipality and Xinjiang Uygur
autonomous region of China, respectively, that exhibited symptoms of Alternaria leaf
spot. The strains were identified to be A. tenuissima based on morphological traits and
sequence analysis of the internal transcribed spacer region of ribosomal DNA (rDNA-ITS)
and histone 3 genes using previously described methods [22]. Sequences of the rDNA-ITS
and histone 3 genes of the two strains were deposited in GenBank under the accession
numbers OM276061 and OM275828 (for rDNA-ITS), and OM220371 and OM220138 (for
histone 3 gene), respectively. The mycovirus AaBRV1-AT1-free strain TJ-NH-51S-4-VF was
obtained utilizing protoplast methodology to eliminate the mycovirus AaBRV1-AT1 from the
mycovirus AaBRV1-AT1-infected strain TJ-NH-51S-4. A hygromycin B phosphotransferase
gene conferring hygromycin-resistance was transformed into strain XJ-BZ-5-1 to obtain
strain XJ-BZ-5-1hyg. Strain XJ-BZ-5-1hyg-V containing the mycovirus AaBRV1-AT1 was
obtained through hyphal contact by pairing cultures of colonies of A. tenuissima strain
TJ-NH-51S-4 (donor strain) and A. tenuissima strain XJ-BZ-5-1hyg (recipient strain) on the
same potato dextrose agar (PDA) plate. The three strains TJ-NH-51S-4-VF, XJ-BZ-5-1hyg,
and XJ-BZ-5-1hyg-V were verified to be A. tenuissima using the methods described above.
All five strains TJ-NH-51S-4, XJ-BZ-5-1, TJ-NH-51S-4-VF, XJ-BZ-5-1hyg, and XJ-BZ-5-1hyg-V
were grown on PDA plates at 25 ◦C in the dark for 7 d for subsequent use.

2.2. Extraction and Purification of RNA

Extraction of dsRNA employed the use of CF-11 cellulose (Sigma-Aldrich, China)
chromatography as previously described [38]. Extracted dsRNA was treated with DNase I
and S1 Nuclease (TaKaRa, Dalian, China) and then evaluated by electrophoresis in 1.0%
(w/v) agarose gel at 120 V and subsequently purified using a gel extraction kit according to
the manufacturer’s instructions (Aidlab Biotechnologies, Beijing, China). Total RNA was
extracted using TRIzol Reagent (Invitrogen, CA, USA) according to the manufacturer’s
instructions. Both dsRNA and total RNA were stored at −80 ◦C for further use.

2.3. Synthesis and Molecular Cloning of Complementary DNA (cDNA)

Purified dsRNA was coupled with a tagged random primer, RACE3RT, for synthe-
sizing the first strand of cDNA using moloney murine leukemia virus (M-MLV) reverse-
transcriptase (TaKaRa, Dalian, China) [10]. Taq DNA polymerase and dNTPs were used
to synthesize the second strand of cDNA, after which the generated cDNA was purified
(TaKaRa, Dalian, China). Double-stranded cDNA was ligated into the pTOPO-T vector and
transformed into Escherichia coli Top10 cells (Aidlab Biotechnologies, Beijing, China). All
positive clones with inserts > 500 bp in length were sequenced, and the obtained sequences
were used to design specific primers (Table 1) for determining the sequence gaps between
clones of cDNA by reverse transcription-polymerase chain reaction (RT-PCR). Terminal
sequences of each dsRNA were obtained using the ligase-mediated rapid amplification
of cDNA ends (RLM-RACE) technique [4]. Sequencing was performed by the Beijing
Tianyihuiyuan Biotechnology Co., Ltd. (Beijing, China), and the whole genome sequence
was assembled using DNAMAN 7.0 (Lynnon Biosoft, Montreal, QC, Canada).
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Table 1. Primers used to determine the complete genome sequence of the mycovirus Alternaria
alternata botybirnavirus 1-AT1 (AaBRV1-AT1) in this study.

Primer Name Sequence (5′-3′)

RACE3 CGATCGATCATGATGCAATGC
RACE3RT CGATCGATCATGATGCAATGCNNNNNN

PC3-T7 Loop adapter p-GGATCCCGGGAATTCGGTAATACGACTCA
CTATATTTTTATAGTGAGTCGTATTA-OH

PC2 CCGAATTCCCGGGATCC
AaBRV1-AT1-dsRNA1-3end TAACAAGTTCAAAGCATCTGGAG
AaBRV1-AT1-dsRNA1-5end TGGGAGATTACAGGTGGCTTCA
AaBRV1-AT1-dsRNA2-3end CAGATTCAATGCCCACTGTAAG
AaBRV1-AT1-dsRNA2-5end AGATGTTGGGAGATTACAGGTGG

AaBRV1-AT1-dsRNA1-Gap -1-F AATCGTATGGAAGGGTAA
AaBRV1-AT1-dsRNA1-Gap -1-R TACTTGAAGTCGGTGGTG
AaBRV1-AT1-dsRNA2-Gap -2-F TGCGTAGTCCAGATTGCCG

2.4. Analysis of Sequences and Phylogenetic Tree Construction

ORF Finder (https://www.ncbi.nlm.nih.gov/orffinder, accessed on 18 September
2021) was used to evaluate the open reading frames (ORFs) of the obtained sequences. A
conserved domain database (CDD, http://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.
cgi, accessed on 18 September 2021) was queried to identify conserved motifs. CLUSTAL_X
was used to conduct multiple alignments [39]. A phylogenetic tree based on the deduced
amino acid (aa) sequence of RNA-dependent RNA polymerase (RdRp) was constructed
using the maximum-likelihood (ML) technique in MEGA version 6.0 software with a
bootstrap value of 1000 [40]. The reference sequences of viruses used to construct the
phylogenetic tree were obtained from NCBI (http://www.ncbi.nlm.nih.gov/genomes,
accessed on 18 September 2021).

2.5. Elimination of AaBRV1-AT1 from Strain TJ-NH-51S-4

A protoplast regeneration protocol described by Kamaruzzaman et al. [41] was used
to eliminate the mycovirus AaBRV1-AT1 from strain TJ-NH-51S-4. Mycelial plugs were
randomly cut from regenerated colonies of strain TJ-NH-51S-4 and transplanted to fresh
PDA plates for observation of colony morphology. Gel electrophoretic profiles of dsRNA
and RT-PCR detection of AaBRV1-AT1 using mycovirus-specific primers (Table 1) were
conducted in accordance with previously described methods [41] to determine if the
mycovirus AaBRV1-AT1 had been successfully eliminated from strain TJ-NH-51S-4.

2.6. Vertical and Horizontal Transmission Assays

Vertical viral transmission via asexual spores was assessed using previously described
methods [42]. Briefly, strain TJ-NH-51S-4 was cultured at 25 ◦C in the dark for 7 d on
PDA plates and used to collect asexual spores in sterilized double-distilled water, which
were then dispersed on PDA plates at appropriate dilutions. Twenty-four single-spore
randomly selected colonies were then individually transferred to new, separate PDA plates
and cultured for 7 d at 25 ◦C in the dark and subsequently used to extract dsRNA. A
positive presence of dsRNA in the single-spore cultures derived from strain TJ-NH-51S-4
was used to determine if AaBRV1-AT1 was vertically transmitted via asexual spores.

Horizontal transmission of viral dsRNA segments through hyphal anastomosis was
also evaluated using previously described methods [41–44]. Mycelial agar plugs from
the donor strain TJ-NH-51S-4 and recipient strain XJ-BZ-5-1hyg were pairing-cultured for
5 d at 25 ◦C in the dark on the same PDA plate in close proximity (approximately 10 mm)
to each other. The pairing was replicated across three plates. Mycelial blocks from the
fungal paired PDA plates were transferred to new PDA plates amended with 50 µg/mL
of hygromycin and grown for 7 d at 25 ◦C in the dark. Mycelial transfers that could grow
on PDA plates containing hygromycin were transferred to new PDA plates to purify the

https://www.ncbi.nlm.nih.gov/orffinder
http://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi
http://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi
http://www.ncbi.nlm.nih.gov/genomes
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derivative strains, which were designated as XJ-BZ-5-1hyg-V. Gel electrophoretic profiles of
dsRNA and RT-PCR detection of AaBRV1-AT1 using mycovirus-specific primers (Table 1)
were conducted as the methods mentioned above in Section 2.5 to confirm if AaBRV1-AT1
had been successfully transmitted from TJ-NH-51S-4 to XJ-BZ-5-1hyg.

2.7. Effect of AaBRV1-AT1 on the Phenotype of Its Host Fungus

Colony morphology and colony growth rate of strains TJ-NH-51S-4, TJ-NH-51S-4-
VF, XJ-BZ-5-1hyg, and XJ-BZ-5-1hyg-V were evaluated using previously described proce-
dures [31]. The number of conidiospores produced by each colony cultured on PDA plates
was assessed under a Nikon Eclipse Ci microscope equipped with a Canon EOS 700D
camera with the aid of a hemocytometer according to previously described methods [45].

Pathogenicity assessment of the four strains TJ-NH-51S-4, TJ-NH-51S-4-VF, XJ-BZ-5-
1hyg, and XJ-BZ-5-1hyg-V was conducted on detached, fully expanded healthy cotton (cv.
Lumianyan22) leaves using a slightly modified version of the methods reported by Pryor
and Michailides [46] and Ma et al. [22]. The four strains were grown on PDA plates at
25 ◦C in the dark for 7 d, after which agar plugs (5 mm in diameter) were cut from the edge
of a colony and placed directly on the upper surface of cotton leaves. The cotton leaves
were then placed in a growth chamber at 25 ◦C, 90% relative humidity (RH) and a 12 h
photoperiod per day. The diameter of lesions on cotton leaves was measured at 7 d post
inoculation and these values were utilized to calculate the disease incidence and disease
index for the four strains.

The sensitivity of the four strains TJ-NH-51S-4, TJ-NH-51S-4-VF, XJ-BZ-5-1hyg, and XJ-
BZ-5-1hyg-V to difenoconazole was evaluated in vitro as described in a previous study [24]
with minor modifications. The PDA media were amended with difenoconazole to establish
final concentrations of 5.00, 1.00, 0.50, 0.10, and 0.05 µg/mL. The median effective concentra-
tion (EC50) of difenoconazole for the four strains was calculated using previously described
methods [31]. Three replicates were used for each strain-difenoconazole combination, and
the experiment was repeated twice. Paired t-test was performed using Graphpad Prism
version 8.0 for the statistical analysis (*, p < 0.05; **, p < 0.01; ***, p < 0.001; ****, p < 0.0001).

2.8. cDNA Library Preparation and Transcriptomic Analyses

RNA-seq analysis was performed using total RNA extracted from strains TJ-NH-51S-4
and TJ-NH-51S-VF, which had been cultured on PDA plates for 7 d at 25 ◦C in the dark.
Transcriptome analysis was conducted to determine the effect of AaBRV1-AT1 on gene
expression in A. tenuissima strain TJ-NH-51S-4.

A cDNA library was constructed of the two strains using the high throughput Illumina
strand-specific RNA sequencing library protocol [47]. Total RNA was digested with DNase
I to purify total RNA, and then the samples were enriched in mRNA using magnetic beads
Oligo (dT). The obtained mRNA was cut into small fragments and first strand cDNA was
synthesized using random hexamer primers. Second strand cDNA was synthesized using
DNA polymerase I and RNase H. Sequencing adapters were ligated to the short fragments
after purification with a QiaQuick PCR extraction kit so that different samples could be
distinguished after the sequencing of pooled samples. The final pooled cDNA library was
sequenced on an Illumina HiSeq™ 2500 platform at Beijing BioMarker Technologies Co.,
Ltd. (Beijing, China). Libraries were constructed from three biological replicates of each
strain. After sequencing was completed, adaptor sequences, empty reads, and low-quality
sequences were removed from the raw reads to generate clean reads.

TopHat [48] software was used to align the high-quality clean read sequences to the
reference genome (A. tenuissima: txid119927 (Organism: noexp)). Reads mapped to the
genome were utilized to determine the expression of each gene in each sample. Annotation
of unigenes was performed using the databases described in our previous study [49].
Differentially expressed genes (DEGs) were identified using DESeq [50] software, which
utilized statistical methods based on a negative binomial distribution model. DEGs were
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designated as genes whose expression had a |log2fold-change| > 1 and a false discovery
rate (FDR), as well as an adjusted p-value < 0.05 [49].

2.9. Validation of RNA-seq Data Using Reverse Transcription-Quantitative PCR

Reverse transcription-quantitative PCR (RT-qPCR) using gene-specific primers (Table S1)
based on the RNA-seq data was designed using Primer Premier Version 5.0 (PREMIER Biosoft
International, Palo Alto, CA, USA) software [51]. RT-qPCR was used to validate the expres-
sion of eleven selected DEGs related to cytochrome P450, drug resistance, ABC, and MFS
(Table S1). RT-qPCR was conducted following the procedure published by Dossa et al. [52],
using total RNA extracted from strains TJ-NH-51S-4 and TJ-NH-51S-VF as templates. First
strand cDNA was synthesized using HiScript III All-in-one RT SuperMix (Vazyme). RT-qPCR
was conducted using a Thermo QuantStudio1 thermocycler with ChamQ Universal SYBR
qPCR Master Mix (Vazyme) according to the manufacturer’s instructions. The histone 3 gene
(HIS3) was used as an internal control. Each reaction was carried out using a 20 µL mixture
consisting of 10 µL of 2 × ChamQ Universal SYBR qPCR Master Mix, 6 µL of nuclease-free
water, 1 µL of each primer (10 mM), and 2 µL of 20 ng diluted cDNA. The RT-qPCR analysis
utilized three biological replicates and was conducted three times. The cycling profile was
95 ◦C for 30 s, followed by 40 cycles of 95 ◦C/10 s and 60 ◦C/30 s. Data are presented as
relative transcript levels that were derived using the 2−∆∆ct technique [53].

3. Results
3.1. Characterization of AaBRV1 in A. tenuissima Strain TJ-NH-51S-4

The dsRNA extracted from A. tenuissima strain TJ-NH-51S-4 was electrophoresed
in a 1.0% (w/v) agarose gel, and two bands (each approximately 6.0 kb) were observed,
as would be expected for the genome of botybirnaviruses (Figure 1A). The complete
nucleotide sequence of the two dsRNAs was determined to be 6128 bp (dsRNA1) with a
G+C content of 49.33% and 5861 bp (dsRNA2) with a G+C content of 49.22%, respectively.
The genome sequences were deposited in GenBank under the accession numbers OM371000
and OM371001. The ORF1 in dsRNA1 was expected to encode a polypeptide of 1874 aa
residues containing a conserved domain of RdRp and was 93.65% identical to its counterpart
in AaBRV1 (Figure 1B). The ORF2 in dsRNA2 encoded a 1784-aa polypeptide with 94.56%
identity to the putative protein encoded by ORF2 in AaBRV1 (Figure 1B). RdRp in AaBRV1-
AT1 also had eight conserved motifs (motif I to motif VIII) that are characteristic of RdRp
in botybirnaviruses (Figure 1C). A phylogenetic tree based on the aa sequences of RdRp of
representative members in the genera Botybirnavirus, Chrysovirus, and Totivirus revealed
that AaBRV1-AT1 clustered together with members in the genus Botybirnavirus in the same
clade and was the most closely related to AaBRV1 (Figure 1D). Collectively, these results
indicate that AaBRV1-AT1 is a novel strain of AaBRV1.

3.2. Effect of AaBRV1-AT1 on the Phenotype of Its Host Fungus A. tenuissima

The mycovirus AaBRV1-AT1-free strain TJ-NH-51S-4-VF was successfully obtained
using protoplast regeneration to eliminate AaBRV1-AT1 from the mycovirus AaBRV1-
AT1-infected strain TJ-NH-51S-4 (Figure 2A). TJ-NH-51S-4-VF was demonstrated to be
AaBRV1-AT1-free by gel electrophoretic profiles of dsRNA and by RT-PCR analysis using
AaBRV1-AT1-specific primers (Table 1).
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RNA (dsRNA) extracted from strain TJ-NH-51S-4, which was treated with DNase I and S1 Nuclease 
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lated regions (UTRs) are indicated by rectangles and single lines, respectively. The orange bar indi-
cates conserved domains of RNA-dependent RNA polymerase (RdRp). (C) Multiple alignments of 
amino acid (aa) sequences of the RdRps in AaBRV1-AT1 and representative members of the genus 
Botybirnavirus. Eight conserved motifs (motif I to motif VIII) were identified in AaBRV1-AT1 and 
other members of the genus Botybirnavirus. Asterisks represent identical amino acid residues, colons 
represent amino acids with a high level of chemical similarity, and dots represent amino acid resi-
dues with a low of chemical similarity. (D) Phylogenetic tree based on the deduced aa sequences of 

Figure 1. Characterization of the mycovirus Alternaria alternata botybirnavirus 1-AT1 (AaBRV1-AT1)
in Alternaria tenuissima strain TJ-NH-51S-4. (A) Gel electrophoretic profiles of double-stranded RNA
(dsRNA) extracted from strain TJ-NH-51S-4, which was treated with DNase I and S1 Nuclease (M:
λ-Hind III digest DNA marker). (B) Schematic diagram of the genomic organization of AaBRV1-AT1
and Alternaria alternata botybirnavirus 1 (AaBRV1). Open reading frames (ORFs) and untranslated
regions (UTRs) are indicated by rectangles and single lines, respectively. The orange bar indicates con-
served domains of RNA-dependent RNA polymerase (RdRp). (C) Multiple alignments of amino acid
(aa) sequences of the RdRps in AaBRV1-AT1 and representative members of the genus Botybirnavirus.
Eight conserved motifs (motif I to motif VIII) were identified in AaBRV1-AT1 and other members of
the genus Botybirnavirus. Asterisks represent identical amino acid residues, colons represent amino
acids with a high level of chemical similarity, and dots represent amino acid residues with a low of
chemical similarity. (D) Phylogenetic tree based on the deduced aa sequences of the putative RdRps
in AaBRV1-AT1 and other members of the genus Botybirnavirus using the maximum-likelihood (ML)
method with 1000 bootstrap replicates. Bar scale represents a genetic distance of 0.2 aa substitutions
per site. Red star indicates the position of AaBRV1-AT1.
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Figure 2. Colony morphology, colony growth rate, spore production, sensitivity to difenoconazole,
and virulence of Alternaria tenuissima strains TJ-NH-51S-4 and TJ-NH-51S-4-VF. (A) Confirmation
of the presence or absence of Alternaria alternata botybirnavirus 1-AT1 (AaBRV1-AT1) in strains
TJ-NH-51S-4 and TJ-NH-51S-4-VF, respectively, by dsRNA profiles (top) from the two strains using
agarose gel electrophoresis (M: λ-Hind III digest DNA marker) and RT-PCR analysis using virus-
specific primers (bottom) (M: DNA molecular marker DL 2000). (B) Colony morphology of strains
TJ-NH-51S-4 and TJ-NH-51S-4-VF cultured on potato dextrose agar (PDA) plates at 25 ◦C for 7 d in
darkness. (C) Colony diameter measured over 2−7 d of strains TJ-NH-51S-4 and TJ-NH-51S-4-VF
cultured on PDA plates at 25 ◦C in darkness. (D) Conidiophores produced by strains TJ-NH-51S-4
and TJ-NH-51S-4-VF cultured on PDA plates at 25 ◦C for 7 d in darkness as viewed with a Nikon
Eclipse Ci microscope. (E) Spore concentration in strains TJ-NH-51S-4 and TJ-NH-51S-4-VF cultured
on PDA plates at 25 ◦C for 7 d in darkness. (F) Effect of difenoconazole on colony growth of strains TJ-
NH-51S-4 and TJ-NH-51S-4-VF. (G) Median effective concentration (EC50) of difenoconazole against
strains TJ-NH-51S-4 and TJ-NH-51S-4-VF. (H) Disease symptoms on cotton leaves inoculated with
strains TJ-NH-51S-4 and TJ-NH-51S-4-VF at 7 d post inoculation. (I) Disease incidence and disease
index on cotton leaves inoculated with strains TJ-NH-51S-4 and TJ-NH-51S-4-VF. Stars indicate
different levels of significant difference between the two strains as determined by paired t-test using
Graphpad Prism version 8.0 software (*, p < 0.05; ****, p < 0.0001).
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The color of strain TJ-NH-51S-4 colonies was brown after being grown on PDA plates
at 25 ◦C in the dark for 7 d, while the color of strain TJ-NH-51S-VF colonies was gray-green.
The colony shape in strain TJ-NH-51S-4 was irregular in contrast to strain TJ-NH-51S-VF,
which exhibited regular-shaped colonies (Figure 2B). The average colony growth rate
of strain TJ-NH-51S-4 (10.60 mm/d) was significantly higher than it was in strain TJ-
NH-51S-VF (9.79 mm/d) (Figure 2C). Average spore concentrations produced by strains
TJ-NH-51S-4 and TJ-NH-51S-4-VF were 4.43 × 106 spores/mL and 2.67 × 106 spores/mL
(Figure 2D), respectively, with the spore concentration of the former being significantly
higher than it was in the latter (Figure 2E). Collectively, the effect of AaBRV1-AT1 infection
on the phenotype of its host fungus A. tenuissima strain TJ-NH-51S-4 included altered
colony morphology, increased colony growth, and an increased ability to produce spores
(Figure 2B−E).

Difenoconazole inhibited colony growth of both TJ-NH-51S-4 and TJ-NH-51S-4-VF
(Figure 2F); however, the EC50 value of difenoconazole against strain TJ-NH-51S-4 (0.2726
µg/mL) was significantly higher than it was against TJ-NH-51S-VF (0.1929µg/mL) (Figure 2G).
These data indicate that the sensitivity of strain TJ-NH-51S-4 to difenoconazole decreased
following AaBRV1-AT1 infection.

Cotton leaves inoculated with strains TJ-NH-51S-4 and TJ-NH-51S-VF all exhibited
dark brown circular lesions at 7 d post inoculation; however, the diameter of lesions on
cotton leaves inoculated with strain TJ-NH-51S-4 was larger than the diameter of lesions
on cotton leaves inoculated with strain TJ-NH-51S-VF (Figure 2H). Statistical analysis
indicated that the disease incidence and the disease index (96.67% and 48.61, respectively)
in cotton leaves inoculated with strain TJ-NH-51S-4 were much higher than those (83.33%
and 44.45, respectively) in cotton leaves inoculated with strain TJ-NH-51S-4-VF (Figure 2I).
Thus, we concluded that AaBRV1-AT1 infection of TJ-NH-51S-4 confers hypervirulence.

3.3. Vertical and Horizontal Transmission of AaBRV1-AT1

Gel electrophoretic profiles of dsRNA extracted from 24 single-spore cultures derived
from strain TJ-NH-51S-4 were evaluated. Results indicated 100% vertical transmission of
AaBRV1-AT1 via asexual spores (Figure 3A).

Pairing cultures of donor strain TJ-NH-51S-4 and recipient strain XJ-BZ-5-1hyg on
PDA plates were used in the horizontal transmission assays (Figure 3B). As a result of
the pairing, strain XJ-BZ-5-1hyg-V carrying the mycovirus AaBRV1-AT1 was obtained and
verified (Figure 3C) by gel electrophoretic profiles of dsRNA and the detection of my-
covirus AaBRV1-AT1 by RT-PCR using specific primers (Table 1). The colony morphology
of the two strains (XJ-BZ-5-1hyg and XJ-BZ-5-1hyg-V) were nearly identical (Figure 3D).
The average colony growth rate (10.72 mm/d) of strain XJ-BZ-5-1hyg-V was significantly
higher than that (10.50 mm/d) of strain XJ-BZ-5-1hyg (Figure 3E). Cotton leaves inocu-
lated with strains XJ-BZ-5-1hyg-V and XJ-BZ-5-1hyg exhibited dark brown circular lesions
that were similar in color and size (Figure 3F), and disease incidence was also nearly
the same (Figure 3G). The disease index (53.90) on cotton leaves inoculated with strain
XJ-BZ-5-1hyg-V was significantly higher than it (47.80) was on cotton leaves inoculated
with strain XJ-BZ-5-1hyg (Figure 3G). The EC50 of difenoconazole against strain XJ-BZ-5-
1hyg-V was 1.1928µg/mL, while the EC50 of difenoconazole against strain XJ-BZ-5-1hyg
was 1.0671 µg/mL (Figure 3H−I). Thus, the data indicated that AaBRV1-AT1 could be
transmitted horizontally and that the effect of AaBRV1-AT1 infection on the phenotype of
strain TJ-NH-51S-4 and XJ-BZ-5-1hyg-V were similar.
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Figure 3. Vertical transmission via asexual spores and horizontal transmission through hyphal
contact in pairing cultures of the mycovirus Alternaria alternata botybirnavirus 1-AT1 (AaBRV1-AT1).
(A) Validation of positive presence of AaBRV1-AT1 in the 24 single-spore cultures derived from
strain TJ-NH-51S-4 by dsRNA profiles using agarose gel electrophoresis (M: 250 bp DNA Ladder).
(B) Pairing cultures of colonies of Alternaria tenuissima strain TJ-NH-51S-4 (donor strain, on the left)
and A. tenuissima strain XJ-BZ-5-1hyg (recipient strain, on the right) on the same PDA plate. The
symbol ‘*’ over the colony indicates the location where a mycelial agar plug was collected and
transferred to fresh PDA plates to obtain strain XJ-BZ-5-1hyg-V carrying AaBRV1-AT1 (AaBRV1-AT1
was horizontally transmitted from strain TJ-NH-51S-4 to strain XJ-BZ-5-1hyg to obtain XJ-BZ-5-1hyg-V).
(C) Confirmation of AaBRV1-AT1 in strains XJ-BZ-5-1hyg and XJ-BZ-5-1hyg-V by dsRNA profiles (top)
extracted from the two strains and separated using agarose gel electrophoresis (M: DNA molecular
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marker DL 5000) and RT-PCR analysis using mycovirus-specific primers (bottom) (M: DNA molecular
marker DL 2000). (D) Colony morphology of strains XJ-BZ-5-1hyg-V and XJ-BZ-5-1hyg cultured on
PDA plates at 25 ◦C for 7 d in the dark. (E) Colony diameter of strains XJ-BZ-5-1hyg-V and XJ-BZ-5-
1hyg. (F) Disease symptoms on cotton leaves inoculated with strains XJ-BZ-5-1hyg-V and XJ-BZ-5-1hyg.
(G) Disease incidence and disease index on cotton leaves inoculated with strains XJ-BZ-5-1hyg-V and
XJ-BZ-5-1hyg at 7 d post inoculation. (H) Effect of difenoconazole on colony growth of strains XJ-BZ-5-
1hyg-V and XJ-BZ-5-1hyg. (I) Median effective concentration (EC50) of difenoconazole against strains
XJ-BZ-5-1hyg-V and XJ-BZ-5-1hyg. Stars indicate different levels of significant difference between the
two strains as determined by paired t-test using Graphpad Prism version 8.0 software (*, p < 0.05;
**, p < 0.01; ***, p < 0.001; ****, p < 0.0001).

3.4. Differentially Expressed Genes (DEGs)

Genome-wide differences in transcription between strains TJ-NH-51S-4 and TJ-NH-
51S-4-VF were investigated. A heat map depicting the relative expression level of DEGs
between strains TJ-NH-51S-4 (three biological replicates, namely TJ-NH-51S-4-1, TJ-NH-
51S-4-2, and TJ-NH-51S-4-3) and TJ-NH-51S-4-VF (three biological replicates, namely
TJ-NH-51S-4-VF-1, TJ-NH-51S-4-VF-2, and TJ-NH-51S-4-VF-3) is presented in Figure 4A.
The analysis of the transcriptome data comparing gene expression in TJ-NH-51S-4 vs. TJ-
NH-51S-4-VF identified a total of 613 DEGs, among which 286 (46.66%) were up-regulated
and 327 (53.34%) were down-regulated in strain TJ-NH-51S-4 (Figure 4B).

Three hundred and seventy-four of the DEGs were annotated in the GO analysis
(59.27%) and classified into three major functional ontologies, namely biological process,
cellular component, and molecular function (Figure 4C). Based on low to high p values,
the GO term “metabolic process” (GO: 0008152) had the highest number (155 genes) of
significantly enriched genes in biological process, while the GO term “catalytic activity”
(GO: 0003824) had the highest number (185 genes) in molecular function, and the GO term
“membrane” (GO: 0016020) had the highest number (162 genes) in cellular component
(Table S2). A total of 192 DEGs were annotated to KEGG pathways. The top three enriched
terms were “Meiosis-yeast” (ko04113), “Tryptophan metabolism” (ko00380), and “ABC
transporters” (ko02010) (Figure 4D and Table S3). Among 10 DEGs associated with amino
acid metabolism (including alanine, aspartic acid, glutamic acid, tyrosine, and tryptophan
metabolism), 6 DEGs were up-regulated 2.2-fold to 4.9-fold, and 4 DEGs were down-
regulated 2.2-fold to 5.1-fold (Table S4).

Among 12 DEGs related to the cytochrome P450 gene family, 3 DEGs were up-
regulated 2.5-fold to 3.3-fold, and 9 DEGs were down-regulated 2.1-fold to 4.4- fold
(Table S5). Notably, gene At-g11265 encoding CYP51 was up-regulated 2.9-fold in strain
TJ-NH-51S-4 relative to strain TJ-NH-51S-4-VF.

DEGs identified to encode an azole resistance protein, an aminotriazole resistance
protein, and a multidrug resistance protein were significantly down-regulated 21.2-fold,
7.6-fold, and 3.5-fold, respectively (Table S5). Only one of the down-regulated DEGs was
assigned to ABC transporters according to the NR database (Table S5), and six DEGs were
annotated to MFS transporters, one of which was up-regulated 2.4-fold and five of which
were down-regulated 2.8-fold to 6.5-fold. Among three DEGs related to other putative trans-
porters, one was up-regulated 3.0-fold, and the other two were down-regulated 2.2-fold
and 7.8-fold, respectively. Additionally, one DEG related to a membrane transporter was
down-regulated 10.2-fold (Table S5), and DEGs assigned to siderophore iron transporters
(SIT) belonging to major facilitator systems (MFS) were up-regulated 3.1-fold to 4.5-fold
(Table S5).
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Figure 4. Transcriptional analyses of differentially expressed genes (DEGs) in Alternaria tenuissima
strains TJ-NH-51S-4 and TJ-NH-51S-4-VF. (A) Hierarchical clustering of DEGs in strains TJ-NH-51S-4
and TJ-NH-51S-4-VF. Red and green colors indicate varying degrees of up-regulated and down-
regulated genes, respectively. Expression key is indicated on the upper right side of the figure.
(B) A total of 613 DEGs were identified, of which 286 DEGs were up-regulated, and 327 DEGs were
down-regulated. (C) Gene Ontology (GO) classification analysis of DEGs in strains TJ-NH-51S-4 and
TJ-NH-51S-4-VF. (D) Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways classification
analysis of DEGs in strains TJ-NH-51S-4 and TJ-NH-51S-4-VF.

Ten DEGs chosen at random representing different intracellular functions and the gene
At-g11265 (Table S5) were subjected to RT-qPCR analysis to validate the expression results
obtained in the RNA-seq data. Results of the RT-qPCR analysis indicated that among the
10 DEGs, the expression of 6 DEGs was up-regulated 2.5-fold to 10.4-fold, and 4 were
down-regulated 10.2-fold to 3.8-fold in TJ-NH-51S-4, relative to their expression in TJ-NH-
51S-4-VF (Figure 5 and Table S5), which was consistent with the RNA-seq data. Results of
the RT-qPCR analysis also indicated that the expression level of At-g11265 encoding CYP51
in strain TJ-NH-51S-4 was up-regulated relative to strain TJ-NH-51S-4-VF (Figure 5 and
Table S5), which was also in accordance with the results obtained in the RNA-seq data.
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Figure 5. Validation of the RNA sequence (RNA-seq) data obtained for Alternaria tenuissima strains
TJ-NH-51S-4 and TJ-NH-51S-4-VF using reverse transcription-quantitative polymerase chain reaction
(RT-qPCR). Information on the eleven differentially expressed genes (DEGs) is provided in detail in
Table S5. Stars indicate different levels of significant difference between the two strains as determined
by paired t-test using Graphpad Prism version 8.0 software (*, p < 0.05; **, p < 0.01).

4. Discussion

In the present study, a botybirnavirus was isolated from A. tenuissima strain TJ-NH-
51S-4, the causal agent of cotton Alternaria leaf spot, whose genomic organization is the
most similar to AaBRV1 isolated from A. alternata, the causal agent of watermelon leaf
blight [10]. The aa sequences of proteins encoded by ORF1 in dsRNA1 and ORF2 in
dsRNA2 of the mycovirus had the highest identity (93.65% and 94.56%, respectively) with
the corresponding sequences in AaBRV1. Moreover, the mycovirus isolated from strain
TJ-NH-51S-4 in this study and AaBRV1 clustered closely together in the same clade in a
phylogenetic tree with strong bootstrap support. Collectively, the mycovirus appeared
to be a new strain of AaBRV1 and designated as AaBRV1-AT1. Botybirnaviruses have
been previously identified from a phytopathogenic Alternaria fungus infecting pear [9] and
A. alternata infecting watermelon [10]; however, to our knowledge, this is the first report of
a botybirnavirus that infects A. tenuissima.

The majority of mycoviruses do not have a visible effect on their fungal hosts [11,12].
Alterations in fungal morphology, however, may be an indicator of mycovirus infection.
For example, CHV-1-infected isolates of C. parasitica lack the characteristic orange pig-
ment [13], S. sclerotiorum isolates infected by SsHADV-1 exhibit abnormal morphology and
produce only a few small sclerotia [14], and Alternaria alternata chrysovirus 1 (AaCV-1)
infection alters the morphology and pigment production of A. alternata [19]. Additionally,
some fungi, including R. solani, Aspergillus fumigatus, A. alternata, and T. marneffe, exhibit
mycovirus-mediated hypervirulence [16–20]. The effect of mycovirus on host virulence
has been reported to be potentially accompanied by alterations in the sporulation and
radial growth rate of the host fungus [54]. Infection of isolates of Nectria radicicola with a
6 kb dsRNA conferred hypervirulence and enhanced sporulation [55]. Beauveria bassiana
polymycovirus-1 (BbPmV-1) and Beauveria bassiana non-segmented virus-1(BbNV-1) were
reported to not only confer hypervirulence to their hosts but also increase the colony growth
rate of their host fungi [56]. Notably, five mycoviruses in the genus Botybirnavirus, namely
BpRV1, SsBRV2, BmBRV1-BdEW220, SsBRV1, and ABRV1, have been previously reported to
confer hypovirulence to their hosts [3–5,7,9]. In the present study, significant changes in the
host fungus, A. tenuissima, were found following AaBRV1-AT1 infection, including abnormal
morphology, enhanced colony growth and spore production, and hypervirulence. Notably,
this is the first report of hypervirulence in the phytopathogenic fungus A. tenuissima, and
perhaps the entire genus of Alternaria, caused by infection of a botybirnavirus.
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Co-infection of Penicillium digitatum polymycovirus 1 (PdPmV1) and Penicillium
digitatum Narna-like virus 1 (PdNLV1) [29] and a single infection of Penicillium crustosum
chrysovirus 1 (PcCV1) [30] were both shown to enhance the sensitivity of their host fungi
(Penicillium digitatum and P. crustosum) to prochloraz. In contrast, AaCV1-AT1 infection
of A. tenuissima reduced host sensitivity to difenoconazole and tebuconazole [31]. In the
present study, AaBRV1-AT1 infection decreased the sensitivity of its host fungus A. tenuis-
sima strain TJ-NH-51S-4 to difenoconazole, similar to the situation in AaCV1-AT1 infection
of A. tenuissima.

Transmission of mycoviruses principally occurs through sporogenesis and hyphal
anastomosis, with hyphal anastomosis naturally occurring between individuals of closely
related vegetative compatibility groups [57]. BmBRV1-BdEW220, a member of the genus
Botybirnavirus, was shown to be transmitted vertically via asexual spores [7]. Sclerotinia
sclerotiorum partitivirus 1 (SsPV1/WF-1) was readily transmitted horizontally through
hyphal contact with different vegetative compatibility groups in S. sclerotiorum [57]. In
the current study, AaBRV1-AT1 was also transmitted vertically via asexual spores and
transmitted horizontally from the AaBRV1-AT1-infected strain TJ-NH-51S-4 to the AaBRV1-
AT1-free strain XJ-BZ-5-1hyg (another strain of A. tenuissima) through hyphal contact in
pairing cultures. AaBRV1 was isolated from A. alternata in our previous study [10], as well
as from A. tenuissima in this study, representing two taxonomically distinct fungi in the
genus Alternaria. Thus, we hypothesize that AaBRV1 may be able to overcome vegetative
incompatibility in different species of Alternaria. Further studies are needed, however, to
determine if AaBRV1-AT1 can be transmitted horizontally from A. tenuissima to another
species of Alternaria, such as A. alternata.

SIT is a unique fungal protein and part of MFS, which functions as a proton co-
transporter across membranes [58,59] and is involved in the regulation of pathogenicity and
drug resistance in pathogenic fungi [60]. All eukaryotes and most prokaryotes require iron
as a micronutrient, and the uptake of iron is critical for opportunistic fungi and represents a
crucial pathogenic factor [61]. In the present study, four DEGs related to SIT were found to
be up-regulated in A. tenuissima strain TJ-NH-51S-4 infected with AaBRV1-AT1 and, thus,
may potentially increase the virulence of this pathogen.

Cytochrome P450 family genes catalyze the production of several fungal secondary
metabolites and contribute to the biosynthesis of a variety of mycotoxins typically linked
to pathogenic processes, including drug resistance and cell growth, defense, and detoxifica-
tion [62], which are activated during the development of plant diseases [63,64]. Cytochrome
P450 is also involved in metabolizing pesticides, predominantly mediated by monooxyge-
nase [65]. In the present study, the differential expression of genes related to cytochrome
P450 in AaBRV1-AT1-infected strain TJ-NH-51S-4 appears to affect both the primary and
secondary metabolism of A. tenuissima.

Previous studies have indicated that overexpression of CYP51, ABC transporter,
and/or MFS in fungi enhances drug resistance, including DMI-resistance, and thus reduces
fungal sensitivity to fungicides, including DMIs [26–28]. In our study, one DEG-encoding
CYP51 was significantly up-regulated in TJ-NH-51S-4, while one DEG related to ABC
transporter and six DEGs related to MFS transporters were all down-regulated. Therefore,
we hypothesize that the reduced sensitivity of A. tenuissima infected with AaBRV1-AT1 to
difenoconazole may be due to the up-regulation of CYP51 target-enzyme genes.

Our findings in the present study provide a better understanding of the effect of the my-
covirus AaBRV1-AT1 infection on the biological properties of its host fungus A. tenuissima
strain TJ-NH-51S-4, as well as the potential mechanisms responsible for hypervirulence
and a decreased sensitivity to difenoconazole. Our study also identified a valuable experi-
mental system that can be used to study the interaction between botybirnaviruses and their
fungal hosts. The utilization of gene knockdown and genetic transformation technologies
will be used in future studies to confirm the functional impact of the identified DEGs on
the biological properties of A. tenuissima resulting from its infection by the mycovirus,
AaBRV1-AT1.
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Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/v14102093/s1. Table S1. Primers used for reverse transcription-quantitative polymerase
chain reaction (RT-qPCR) analysis of differentially expressed genes (DEGs) identified in the RNA
sequencing (RNA-seq) data. Table S2. Gene Ontology (GO) annotation of differentially expressed
genes (DEGs) identified in the comparison between Alternaria tenuissima strains TJ-NH-51S-4 and
TJ-NH-51S-4-VF (False discovery rate <0.05). Table S3. Kyoto Encyclopedia of Genes and Genomes
(KEGG) annotation of differentially expressed genes (DEGs) identified in the comparison between
Alternaria tenuissima strains TJ-NH-51S-4 and TJ-NH-51S-4-VF. Table S4. The Log2fold change in
differentially expressed genes (DEGs) related to amino acid metabolism in Alternaria tenuissima strain
TJ-NH-51S-4, relative to A. tenuissima strain TJ-NH-51S-4-VF, and their annotation (RefSeq non-
redundant proteins (NR) and protein family database (Pfam)). Table S5. Validation of the expressed
change ratio Log2FoldChange, relative to Alternaria tenuissima strain TJ-NH-51S-4-VF obtained in the
RNA sequencing (RNA-seq) data using reverse transcription-quantitative polymerase chain reaction
(RT-qPCR). Listed genes are differentially expressed genes (DEGs) related to cytochrome P450, drug
resistance, ATP-binding cassette transporter (ABC), and major facilitator superfamily (MFS) in A.
tenuissima strain TJ-NH-51S-4 as annotated in RefSeq non-redundant proteins (NR) and protein family
(Pfam) databases. Eleven DEGs were selected for the RT-qPCR validation of the RNA-seq data.

Author Contributions: Z.L. and X.W. conceived and designed the experiments; Z.L. and H.H.
performed the experiments; Z.L. and C.W. analyzed the data. Z.L. wrote the paper. Z.L., T.Z. and X.W.
revised the manuscript. All authors have read and agreed to the published version of the manuscript.

Funding: This work was financially supported by the Chinese Universities Scientific Fund (2017TC001).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The sequences reported in the present manuscript have been deposited
in the GenBank database under accession numbers OM371000 and OM371001. The RNA-seq raw
data from the three biological replicates of strains TJ-NH-51S-4 and TJ-NH-51S-4-VF were deposited
in the NCBI Sequence Read Archive (SRA) database under the accession number PRJNA880535.

Acknowledgments: We thank Michael Wisniewski (Virginia Polytechnic Institute and State Univer-
sity, Blacksburg, VA, USA) for advising on the study and providing a critical review of the manuscript.
Mention of trade names or commercial products in this report is solely for the purpose of providing
specific information and does not imply recommendation or endorsement.

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

References
1. Ghabrial, S.A.; Caston, J.R.; Jiang, D.; Nibert, M.L.; Suzuki, N. 50-plus years of fungal viruses. Virology 2015, 479, 356–368.

[CrossRef] [PubMed]
2. Xie, J.; Jiang, D. New insights into mycoviruses and exploration for the biological control of crop fungal diseases. Annu. Rev.

Phytopathol. 2014, 52, 45–68. [CrossRef] [PubMed]
3. Wu, M.; Jin, F.; Zhang, J.; Yang, L.; Jiang, D.; Li, G. Characterization of a novel bipartite double-stranded RNA mycovirus

conferring hypovirulence in the phytopathogenic fungus Botrytis Porri. J. Virol. 2012, 86, 6605–6619. [CrossRef] [PubMed]
4. Liu, L.; Wang, Q.; Cheng, J.; Fu, Y.; Jiang, D.; Xie, J. Molecular characterization of a bipartite double-stranded RNA virus and its

satellite-like RNA co-infecting the phytopathogenic fungus Sclerotinia sclerotiorum. Front. Microbiol. 2015, 6, 406. [CrossRef]
5. Ran, H.; Liu, L.; Li, B.; Cheng, J.; Fu, Y.; Jiang, D.; Xie, J. Co-infection of a hypovirulent isolate of Sclerotinia sclerotiorum with a new

botybirnavirus and a strain of a mitovirus. Virol. J. 2016, 13, 92. [CrossRef]
6. Wang, H.; Li, C.; Cai, L.; Fang, S.; Zheng, L.; Yan, F.; Zhang, S.; Liu, Y. The complete genomic sequence of a novel botybirnavirus

isolated from a phytopathogenic Bipolaris maydis. Virus Genes 2018, 54, 733–736. [CrossRef]
7. Zhai, L.; Yang, M.; Zhang, M.; Hong, N.; Wang, G. Characterization of a botybirnavirus conferring hypovirulence in the

phytopathogenic fungus Botryosphaeria dothidea. Viruses 2019, 11, 266. [CrossRef]
8. Marzano, S.Y.L.; Domier, L.L. Novel mycoviruses discovered from metatranscriptomics survey of soybean phyllosphere phyto-

biomes. Virus Res. 2016, 213, 332–342. [CrossRef]
9. Xiang, J.; Fu, M.; Hong, N.; Zhai, L.; Xiao, F.; Wang, G. Characterization of a novel botybirnavirus isolated from a phytopathogenic

Alternaria fungus. Arch. Virol. 2017, 162, 3907–3911. [CrossRef]
10. Ma, G.; Liang, Z.; Hua, H.; Zhou, T.; Wu, X. Complete genome sequence of a new botybirnavirus isolated from a phytopathogenic

Alternaria alternata in China. Arch. Virol. 2019, 164, 1225–1228. [CrossRef]

https://www.mdpi.com/article/10.3390/v14102093/s1
https://www.mdpi.com/article/10.3390/v14102093/s1
http://doi.org/10.1016/j.virol.2015.02.034
http://www.ncbi.nlm.nih.gov/pubmed/25771805
http://doi.org/10.1146/annurev-phyto-102313-050222
http://www.ncbi.nlm.nih.gov/pubmed/25001452
http://doi.org/10.1128/JVI.00292-12
http://www.ncbi.nlm.nih.gov/pubmed/22496220
http://doi.org/10.3389/fmicb.2015.00406
http://doi.org/10.1186/s12985-016-0550-2
http://doi.org/10.1007/s11262-018-1584-x
http://doi.org/10.3390/v11030266
http://doi.org/10.1016/j.virusres.2015.11.002
http://doi.org/10.1007/s00705-017-3543-6
http://doi.org/10.1007/s00705-019-04189-x


Viruses 2022, 14, 2093 16 of 17

11. Abdoulaye, A.H.; Foda, M.F.; Kotta-Loizou, I. Viruses infecting the plant pathogenic fungus Rhizoctonia solani. Viruses 2019, 11, 1113.
[CrossRef] [PubMed]

12. Li, P.; Bhattacharjee, P.; Wang, S.; Zhang, L.; Ahmed, I.; Guo, L. Mycoviruses in Fusarium species: An update. Front. Cell. Infect.
Microbiol. 2019, 9, 257. [CrossRef] [PubMed]

13. Nuss, D. Hypovirulence: Mycoviruses at the fungal-plant interface. Nat. Rev. Microbiol. 2005, 3, 632–642. [CrossRef] [PubMed]
14. Zhang, H.; Xie, J.; Fu, Y.; Cheng, J.; Qu, Z.; Zhao, Z.; Cheng, S.; Chen, T.; Li, B.; Wang, Q.; et al. A 2-kb mycovirus converts a

pathogenic fungus into a beneficial endophyte for brassica protection and yield enhancement. Mol. Plant 2020, 13, 1420–1433.
[CrossRef]

15. Zhou, L.; Li, X.; Kotta-Loizou, I.; Dong, K.; Li, S.; Ni, D.; Hong, N.; Wang, G.; Xu, W. A mycovirus modulates the endophytic and
pathogenic traits of a plant associated fungus. ISME J. 2021, 15, 1893–1906. [CrossRef]

16. Jian, J.; Lakshman, D.K.; Tavantzis, S.M. Association of distinct double-stranded RNAs with enhanced or diminished virulence in
Rhizoctonia solani infecting potato. Mol. Plant Microbe Interact. 1997, 10, 1002–1009. [CrossRef]

17. Kanhayuwa, L.; Kotta-Loizou, I.; Ozkan, S.; Gunning, A.P.; Coutts, R.H.A. A novel mycovirus from Aspergillus fumigatus contains
four unique dsRNAs as its genome and is infectious as dsRNA. Proc. Natl. Acad. Sci. USA 2015, 112, 9100–9105. [CrossRef]

18. Ozkan, S.; Coutts, R.H.A. Aspergillus fumigatus mycovirus causes mild hypervirulent effect on pathogenicity when tested on
Galleria mellonella. Fungal Genet. Biol. 2015, 76, 20–26. [CrossRef]

19. Okada, R.; Ichinose, S.; Takeshita, K.; Urayama, S.I.; Fukuhara, T.; Komatsu, K.; Arie, T.; Ishihara, A.; Egusa, M.; Kodama, M.; et al.
Molecular characterization of a novel mycovirus in Alternaria alternata manifesting two-sided effects: Downregulation of host
growth and up-regulation of host plant pathogenicity. Virology 2018, 519, 23–32. [CrossRef]

20. Lau, S.K.P.; Lo, G.C.S.; Chow, F.W.N.; Fan, R.Y.Y.; Cai, J.J.; Yuen, K.Y.; Woo, P.C.Y. Novel partitivirus enhances virulence of and
causes aberrant gene expression in Talaromyces marneffei. MBio 2018, 9, e00947-18. [CrossRef]

21. Thomma, B.P. Alternaria spp.: From general saprophyte to specific parasite. Mol. Plant Pathol. 2003, 4, 225–236. [CrossRef]
[PubMed]

22. Ma, G.; Bao, S.; Zhao, J.; Sui, Y.; Wu, X. Morphological and molecular characterization of Alternaria species causing leaf blight on
watermelon in China. Plant Dis. 2021, 105, 60–70. [CrossRef] [PubMed]

23. Fonseka, D.L.; Gudmestad, N.C. Spatial and temporal sensitivity of Alternaria species associated with potato foliar diseases to
demethylation inhibiting and anilino-pyrimidine fungicides. Plant Dis. 2016, 100, 1848–1857. [CrossRef] [PubMed]

24. Sun, C.; Li, F.; Wei, M.; Xiang, Z.; Chen, C.; Xu, D. Detection and biological characteristics of Alternaria alternata resistant to
difenoconazole from Paris polyphylla var. chinensis, an indigenous medicinal herb. Plant Dis. 2021, 105, 1546–1554. [CrossRef]

25. Leroux, P.; Albertini, C.; Gautier, A.; Gredt, M.; Walker, A.S. Mutations in the CYP51 gene correlated with changes in sensitivity
to sterol 14 alpha-demethylation inhibitors in field isolates of Mycosphaerella graminicola. Pest Manag. Sci. 2010, 63, 688–698.
[CrossRef]

26. Leroux, P.; Walker, A.S. Multiple mechanisms account for resistance to sterol 14α-demethylation inhibitors in field isolates of
Mycosphaerella graminicola. Pest Manag. Sci. 2011, 67, 44–59. [CrossRef]

27. Moye-Rowley, W.S. Multiple mechanisms contribute to the development of clinically significant azole resistance in Aspergillus
fumigatus. Front. Microbiol. 2015, 6, 70. [CrossRef]

28. Omrane, S.; Audeon, C.; Ignace, A.; Duplaix, C.; Aouini, L.; Kema, G.; Walker, A.S.; Fillinger, S. Plasticity of the MFS1 promoter
leads to multidrug resistance in the wheat pathogen Zymoseptoria tritici. Msphere 2017, 2, e00393-17. [CrossRef]

29. Niu, Y.; Yuan, Y.; Mao, J.; Yang, Z.; Cao, Q.; Zhang, T.; Wang, S.; Liu, D. Characterization of two novel mycoviruses from
Penicillium digitatum and the related fungicide resistance analysis. Sci. Rep. 2018, 8, 5513. [CrossRef]

30. Wang, S.; Yang, Z.; Zhang, T.; Li, N.; Cao, Q.; Li, G.; Yuan, Y.; Liu, D. Molecular characterization of a chrysovirus isolated from
the citrus pathogen Penicillium crustosum and related fungicide resistance analysis. Front. Cell. Infect. Microbiol. 2019, 9, 156.
[CrossRef]

31. Ma, G.; Zhang, X.; Hua, H.; Zhou, T.; Wu, X. Molecular and biological characterization of a novel strain of Alternaria alternata
chrysovirus 1 identified from the pathogen Alternaria tenuissima causing watermelon leaf blight. Virus Res. 2020, 280, 197904.
[CrossRef] [PubMed]

32. Qu, Z.; Fu, Y.; Lin, Y.; Zhao, Z.; Zhang, X.; Cheng, J.; Xie, J.; Chen, T.; Li, B.; Jiang, D. Transcriptional responses of Sclerotinia
sclerotiorum to the infection by SsHADV-1. J. Fungi 2021, 7, 493. [CrossRef] [PubMed]

33. Allen, T.D.; Dawe, A.L.; Nuss, D.L. Use of cDNA microarrays to monitor transcriptional responses of the chestnut blight fungus
Cryphonectria parasitica to infection by virulence-attenuating hypoviruses. Eukaryot. Cell 2003, 2, 1253–1265. [CrossRef] [PubMed]

34. Zhu, W.; Wei, W.; Fu, Y.; Cheng, J.; Xie, J.; Li, G.; Yi, X.; Kang, Z.; Dickman, M.; Jiang, D. A secretory protein of necrotrophic
fungus Sclerotinia sclerotiorum that suppresses host resistance. PLoS ONE 2013, 8, e53901. [CrossRef]

35. Lee, K.M.; Cho, W.K.; Yu, J.; Son, M.; Choi, H.; Min, K.; Lee, Y.W.; Kim, K.H. A comparison of transcriptional patterns and
mycological phenotypes following infection of Fusarium graminearum by four mycoviruses. PLoS ONE 2014, 6, e100989. [CrossRef]

36. Vainio, E.J.; Jurvansuu, J.; Hyder, R.; Kashif, M.; Piri, T.; Tuomivirta, T.; Anna, P.; Xu, P.; Salla, M.; Dina, N.; et al. Heterobasidion
partitivirus 13 mediates severe growth debilitation and major alterations in the gene expression of a fungal forest pathogen. J.
Virol. 2018, 92, e01744-17. [CrossRef]

37. Özkan, S.; Mohorianu, I.; Xu, P.; Dalmay, T.; Coutts, R.H.A. Profiles and functional analysis of small RNAs derived from Aspergillus
fumigatus infected with double-stranded RNA mycovirus. BMC Genomics 2017, 18, 416. [CrossRef]

http://doi.org/10.3390/v11121113
http://www.ncbi.nlm.nih.gov/pubmed/31801308
http://doi.org/10.3389/fcimb.2019.00257
http://www.ncbi.nlm.nih.gov/pubmed/31380300
http://doi.org/10.1038/nrmicro1206
http://www.ncbi.nlm.nih.gov/pubmed/16064055
http://doi.org/10.1016/j.molp.2020.08.016
http://doi.org/10.1038/s41396-021-00892-3
http://doi.org/10.1094/MPMI.1997.10.8.1002
http://doi.org/10.1073/pnas.1419225112
http://doi.org/10.1016/j.fgb.2015.01.003
http://doi.org/10.1016/j.virol.2018.03.027
http://doi.org/10.1128/mBio.00947-18
http://doi.org/10.1046/j.1364-3703.2003.00173.x
http://www.ncbi.nlm.nih.gov/pubmed/20569383
http://doi.org/10.1094/PDIS-01-20-0130-RE
http://www.ncbi.nlm.nih.gov/pubmed/33170772
http://doi.org/10.1094/PDIS-01-16-0116-RE
http://www.ncbi.nlm.nih.gov/pubmed/30682977
http://doi.org/10.1094/PDIS-12-19-2699-RE
http://doi.org/10.1002/ps.1390
http://doi.org/10.1002/ps.2028
http://doi.org/10.3389/fmicb.2015.00070
http://doi.org/10.1128/mSphere.00393-17
http://doi.org/10.1038/s41598-018-23807-3
http://doi.org/10.3389/fcimb.2019.00156
http://doi.org/10.1016/j.virusres.2020.197904
http://www.ncbi.nlm.nih.gov/pubmed/32105762
http://doi.org/10.3390/jof7070493
http://www.ncbi.nlm.nih.gov/pubmed/34206246
http://doi.org/10.1128/EC.2.6.1253-1265.2003
http://www.ncbi.nlm.nih.gov/pubmed/14665460
http://doi.org/10.1371/journal.pone.0053901
http://doi.org/10.1371/journal.pone.0100989
http://doi.org/10.1128/JVI.01744-17
http://doi.org/10.1186/s12864-017-3773-8


Viruses 2022, 14, 2093 17 of 17

38. Morris, T.J.; Dodds, J.A. Isolation and analysis of double stranded RNA from virus-infected plant and fungal tissue. Phytopathology
1979, 69, 854–858. [CrossRef]

39. Thompson, J.D.; Gibson, T.J.; Plewniak, F.; Jeanmougin, F.; Higgins, D.G. The CLUSTAL_X windows interface: Flexible strategies
for multiple sequence alignment aided by quality analysis tools. Nucleic Acids Res. 1997, 25, 4876–4882. [CrossRef]

40. Tamura, K.; Stecher, G.; Peterson, D.; Filipski, A.; Kumar, S. MEGA6: Molecular evolutionary genetics analysis version 6.0. Mol.
Biol. Evol. 2013, 30, 2725–2729. [CrossRef]

41. Kamaruzzaman, M.; He, G.; Wu, M.; Zhang, J.; Yang, L.; Chen, W.; Li, G. A novel partitivirus in the hypovirulent isolate QT5-19
of the plant pathogenic fungus Botrytis cinerea. Viruses 2019, 11, 24. [CrossRef] [PubMed]

42. Li, H.; Bian, R.; Liu, Q.; Yang, L.; Pang, T.; Salaipeth, L.; Andika, I.B.; Kondo, H.; Sun, L. Identification of a novel hypovirulence-
inducing hypovirus from Alternaria alternata. Front. Microbiol. 2019, 10, 1076. [CrossRef] [PubMed]

43. Leung, H.; Lehtinen, U.; Karjalainen, R.; Skinner, D.; Tooley, P.; Leong, S.; Ellingboe, A. Transformation of the rice blast fungus
Magnaporthe grisea to hygromycin B resistance. Curr. Genet. 1990, 17, 409–411. [CrossRef] [PubMed]

44. Zhao, Y.; Zhang, Y.; Wan, X.; She, Y.; Li, M.; Xi, H.; Xie, J.; Wen, C. A novel ourmia-like mycovirus confers hypovirulence-associated
traits on Fusarium oxysporum. Front. Microbiol. 2020, 11, 569869. [CrossRef]

45. Avenot, H.F.; Michailides, T.J. Resistance to boscalid fungicide in Alternaria alternata isolates from pistachio in California. Plant
Dis. 2007, 91, 1345–1350. [CrossRef] [PubMed]

46. Pryor, B.M.; Michailides, T.J. Morphological, pathogenic, and molecular characterization of Alternaria isolates associated with
Alternaria late blight of pistachio. Phytopathology 2002, 92, 406–416. [CrossRef] [PubMed]

47. Zhong, S.; Joung, J.G.; Zheng, Y.; Chen, Y.; Liu, B.; Shao, Y.; Xiang, J.; Fei, Z.; Giovannoni, J.J. High-throughput illumina
strand-specific RNA sequencing library preparation. Cold Spring Harb. Protoc. 2011, 8, 940–949. [CrossRef]

48. Trapnell, C.; Pachter, L.; Salzberg, S.L. TopHat: Discovering splice junctions with RNA-Seq. Bioinformatics 2009, 25, 1105–1111.
[CrossRef]

49. Li, Y.; Li, S.; Liang, Z.; Cai, Q.; Zhou, T.; Zhao, C.; Wu, X. RNA-seq analysis of Rhizoctonia solani AG-4HGI strain BJ-1H infected by
a new viral strain of Rhizoctonia solani partitivirus 2 reveals a potential mechanism for hypovirulence. Phytopathology 2022, 112,
1373–1385. [CrossRef]

50. Anders, S.; Huber, W. Differential expression analysis for sequence count data. Genome Biol. 2010, 11, R106. [CrossRef]
51. Lalitha, S. Primer premier 5. Biotechnol. Softw. Int. Rep. 2000, 1, 270–272. [CrossRef]
52. Dossa, K.; Mmadi, M.A.; Zhou, R.; Zhou, Q.; Yang, M.; Cisse, N.; Diouf, D.; Wang, L.; Zhang, X. The contrasting response to

drought and waterlogging is underpinned by divergent DNA methylation programs associated with transcript accumulation in
sesame. Plant. Sci. 2018, 277, 207–217. [CrossRef]

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

54. Kotta-Loizou, I. Mycoviruses and their role in fungal pathogenesis. Curr. Opin. Microbiol. 2021, 63, 10–18. [CrossRef] [PubMed]
55. Ahn, I.P.; Lee, Y.H. A viral double-stranded RNA up regulates the fungal virulence of Nectria radicicola. Mol. Plant. Microbe

Interact. 2001, 14, 496–507. [CrossRef] [PubMed]
56. Kottaloizou, I.; Coutts, R.H.A. Studies on the virome of the entomopathogenic fungus Beauveria bassiana reveal novel dsRNA

elements and mild hypervirulence. PLoS Pathog. 2017, 13, e1006183. [CrossRef]
57. Xiao, X.; Cheng, J.; Tang, J.; Fu, Y.; Jiang, D.; Baker, T.S.; Ghabrial, S.A.; Xie, J. A novel partitivirus that confers hypovirulence on

plant pathogenic fungi. J. Virol. 2014, 88, 10120–10133. [CrossRef]
58. Philpott, C.C.; Protchenko, O. Response to iron deprivation in Saccharomyces cerevisiae. Eukaryot. Cell 2008, 7, 20–27. [CrossRef]
59. Haas, H.; Eisendle, M.; Turgeon, B.G. Siderophores in fungal physiology and virulence. Annu. Rev. Phytopathol. 2008, 46, 149–187.

[CrossRef]
60. Domenico, I.; Ward, D.M.; Kaplan, J. Regulation of iron acquisition and storage: Consequences for iron-linked disorders. Nat. Rev.

Mol. Cell Biol. 2008, 9, 72–81. [CrossRef]
61. Dietl, A.M.; Misslinger, M.; Aguiar, M.M.; Ivashov, V.; Teis, D.; Pfister, J.; Decristoforo, C.; Hermann, M.; Sullivan, S.M.; Smith,

L.R.; et al. The siderophore transporter Sit1 determines susceptibility to the antifungal VL-2397. Antimicrob. Agents Chemother.
2019, 63, e00807–e00819. [CrossRef] [PubMed]

62. Teramoto, H.; Tanaka, H.; Wariishi, H. Degradation of 4-nitrophenol by the lignin-degrading basidiomycete Phanerochaete
chrysosporium. Appl. Microbiol. Biotechnol. 2004, 66, 312–317. [CrossRef] [PubMed]

63. Proctor, R.H.; Plattner, R.D.; Desjardins, A.E.; Busman, M.; Butchko, R.A.E. Fumonisin production in the maize pathogen Fusarium
verticillioides: Genetic basis of naturally occurring chemical variation. J. Agric. Food Chem. 2006, 54, 2424–2430. [CrossRef]
[PubMed]

64. Desjardins, A.E.; Hohn, T.M. Mycotoxins in plant pathogenesis. Mol. Plant Microbe Interact. 2007, 20, 147–152. [CrossRef]
65. Lu, W.; Feng, J.; Chen, X.; Bao, Y.; Wang, Y.; Wu, Q.; Ma, Y.; Zhu, D. Distinct regioselectivity of fungal P450 enzymes for steroidal

hydroxylation. Appl. Environ. Microb. 2019, 85, e01182-19. [CrossRef] [PubMed]

http://doi.org/10.1094/Phyto-69-854
http://doi.org/10.1093/nar/25.24.4876
http://doi.org/10.1093/molbev/mst197
http://doi.org/10.3390/v11010024
http://www.ncbi.nlm.nih.gov/pubmed/30609795
http://doi.org/10.3389/fmicb.2019.01076
http://www.ncbi.nlm.nih.gov/pubmed/31156589
http://doi.org/10.1007/BF00334519
http://www.ncbi.nlm.nih.gov/pubmed/2357737
http://doi.org/10.3389/fmicb.2020.569869
http://doi.org/10.1094/PDIS-91-10-1345
http://www.ncbi.nlm.nih.gov/pubmed/30780513
http://doi.org/10.1094/PHYTO.2002.92.4.406
http://www.ncbi.nlm.nih.gov/pubmed/18942954
http://doi.org/10.1101/pdb.prot5652
http://doi.org/10.1093/bioinformatics/btp120
http://doi.org/10.1094/PHYTO-08-21-0349-R
http://doi.org/10.1186/gb-2010-11-10-r106
http://doi.org/10.1089/152791600459894
http://doi.org/10.1016/j.plantsci.2018.09.012
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1016/j.mib.2021.05.007
http://www.ncbi.nlm.nih.gov/pubmed/34102567
http://doi.org/10.1094/MPMI.2001.14.4.496
http://www.ncbi.nlm.nih.gov/pubmed/11310737
http://doi.org/10.1371/journal.ppat.1006183
http://doi.org/10.1128/JVI.01036-14
http://doi.org/10.1128/EC.00354-07
http://doi.org/10.1146/annurev.phyto.45.062806.094338
http://doi.org/10.1038/nrm2295
http://doi.org/10.1128/AAC.00807-19
http://www.ncbi.nlm.nih.gov/pubmed/31405865
http://doi.org/10.1007/s00253-004-1637-z
http://www.ncbi.nlm.nih.gov/pubmed/15448939
http://doi.org/10.1021/jf0527706
http://www.ncbi.nlm.nih.gov/pubmed/16536629
http://doi.org/10.1094/MPMI.1997.10.2.147
http://doi.org/10.1128/AEM.01182-19
http://www.ncbi.nlm.nih.gov/pubmed/31324634

	Introduction 
	Materials and Methods 
	Fungal Strains 
	Extraction and Purification of RNA 
	Synthesis and Molecular Cloning of Complementary DNA (cDNA) 
	Analysis of Sequences and Phylogenetic Tree Construction 
	Elimination of AaBRV1-AT1 from Strain TJ-NH-51S-4 
	Vertical and Horizontal Transmission Assays 
	Effect of AaBRV1-AT1 on the Phenotype of Its Host Fungus 
	cDNA Library Preparation and Transcriptomic Analyses 
	Validation of RNA-seq Data Using Reverse Transcription-Quantitative PCR 

	Results 
	Characterization of AaBRV1 in A. tenuissima Strain TJ-NH-51S-4 
	Effect of AaBRV1-AT1 on the Phenotype of Its Host Fungus A. tenuissima 
	Vertical and Horizontal Transmission of AaBRV1-AT1 
	Differentially Expressed Genes (DEGs) 

	Discussion 
	References

