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Abstract: Botrytis cinerea is one of the most destructive fungal pathogens that cause gray mold
rot in horticultural products, including fresh fruits, vegetables, and flowers, leading to serious
economic losses. B. cinerea is difficult to control because it has strong stress resistance and complex
infection modes. The pathogenic mechanisms of B. cinerea have been revealed at multiple levels, but
little is known at the epigenetic level. In this study, we first revealed the important role of DNA
methyltransferases in regulating the development and pathogenicity of B. cinerea. We showed that
two DNA methyltransferases, BcDIM2 and BcRID2, showed a strong synergistic effect in regulating
the pathogenicity of B. cinerea. The double knockout mutant ABcdim2rid2 showed slower mycelial
growth, lower spore germination, attenuated oxidative tolerance, and complete pathogenicity loss on
various hosts, which is related to the reduced expression of virulence-related genes in ABcdim2rid2
and the induced resistance of the host. Although B. cinerea has multiple DNA methyltransferases, the
global methylation level is very low, and few 5mC sites can be detected by BS-seq. These results first
revealed the important role and the action mode of DNA methyltransferases in B. cinerea.
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1. Introduction

Decay caused by pathogenic fungi is the main reason for the loss of horticultural
products during the postharvest state. Botrytis cinerea, the causing agent of grey mold
disease, is one of the most destructive fungal pathogens of important horticulture products,
including fresh fruits, vegetables, and flowers, resulting in USD 10 billion to 100 billion in
global losses each year [1,2]. The annual global cost of grey mold treatment easily exceeds
EUR 1 billion [3]. Due to its scientific and economic importance, B. cinerea is regarded as
the second most important fungal plant pathogen in a worldwide scientific survey and has
been used as a model system to uncover the pathogenesis of necrotrophic pathogens [3].
During the past several decades, great efforts have been made to delve into the pathogenic
mechanisms of B. cinerea. The pathogenicity of B. cinerea can be regulated by many factors,
including signal transduction components [4,5], ROS generating systems [6-10], and pro-
tein secretion systems [11,12], but little is known about the regulation mechanisms at the
epigenetic level.

Epigenetic modifications serve as a bridge between genetic components and the envi-
ronment and are involved in many biological processes. Pathogen infection is one of the
most complex and destructive stresses for plants. Epigenetic modifications are actively
involved in the interactions of plant-pathogens. The epigenetic marks, such as histone acety-
lation, histone methylation, and DNA methylation, play crucial roles in plant immunity
against pathogens [13-15]. In the model fungi Saccharomyces cerevisiae, Schizosaccharomyces
pombe, and Neurospora crassa, the epigenetic regulation has been extensively studied [16-18].
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From the perspective of pathogens, epigenetics is distinctly at the forefront of human
pathogens. By comparison, the understanding of the function of epigenetics in modulating
the pathogenicity of plants is still in its infancy [19]. However, some available research
suggests that epigenetic factors also play critical roles in regulating the pathogenicity of
plants. Phytophthora ramorum, a plant pathogen causing forest disease, showed a significant
difference in virulence among different isolates, although they had an extreme genetic
similarity, even within the same genotype [20], which suggests that the pathogenicity
could be regulated at the epigenetic level. There are many examples showing that the
avirulence genes of plant pathogens gain virulence without sequence changes occurring
within the open reading frame [21-26]. Epigenetic regulation of expression allows the
pathogen to successfully cope with the new immune capabilities of the host while retaining
the avirulence genes. These results suggest that epigenetic systems offer a versatile means
for reversibly regulating the expression of effector genes of plant pathogens in response to
environmental change.

DNA methylation is an important epigenetic modification involved in many biolog-
ical characters, including genomic imprinting, X-chromosome inactivation, silencing of
transposons, gene regulation, and development [27-30]. In many fungi, including Beauveria
bassiana, Cryphonectria parasitica, Mucor Rouxii, Yarrowia lipolytica, and Ustilago maydis, the
DNA methylation patterns were closely related with the developmental stages [31,32]. In
N. crassa and Magnaporthe oryzae, 1.5% and 0.22% cytosines in genomes were methylated,
respectively, and the 5mCs were associated with gene expression, transposon silencing,
and heterochromatin formation [16,33]. In eukaryotic organisms, DNA methylation almost
exclusively occurs at position 5 of the cytosine base (C5) and is usually deposited in CG,
CHG, and CHH contexts [34,35]. Cytosine’s methylation, as an evolutionarily conserved
epigenetic modification in biological kingdoms, appears to be obligatory in plants and
shows comparatively higher methylation levels [36]. DNA methylation usually occurs
within the promoter region or gene-body in higher eukaryotes; it functions in regulating
gene expression and silencing transposons and repeated elements. Silencing transposon
appears to be the main purpose of DNA methylation in fungi. Unusual deposition patterns
occur in the dimorphic yeast Candida albicans, where DNA methylation has been shown to
target and modulate the transcription of genes [37].

DNA methyltransferases (MTases) transfer methyl groups from S-adenosyl methion-
ine to the 5-position of cytosine. The DNA MTase DNMTT1 participates in the maintenance
of existing genomic methylation, while DNMT3 is involved in de novo DNA methyla-
tion [38]. In Arabidopsis spp., the DNMT1 homolog MET1 regulates the seed development
process [39]. In fungi, the DNMT1 family of MTases has been identified, but the DNMT3
family protein has not been found. DIM-2 (defective in methylation-2) and RID (RIP defec-
tive) are two DNA methyltransferases derived from fungi and show very high conservation
in ascomycetes. In N. crassa, a model system for the investigation of DNA methylation,
DIM-2 was closely associated with all DNA methylations in vegetative tissues [40], and
RID was required for RIP (repeat-induced point mutation) during the sexual phase [41].
In another model fungus, M. oryzae, DIM-2 was responsible for most of the cytosine
methylation, and RID was involved in the methylation of a small number of the cytosine
sites. Interestingly, deletion of RID in M. oryzae changed the position of about 25% of
the methylation sites that were present in the wild-type strain, implying there was an
interaction or cooperation between these two methyltransferases [33]. Analogously, in
the entomopathogenic fungus Metarhizium robertsii, RID regulated the specificity of DNA
methylation, DIM-2 was responsible for most DNA methylation, and the double mutant of
DIM-2 and RID showed an additive effect [42]. These results suggested that DIM-2 and
RID had close cooperation in regulating the DNA methylation of fungi. The homologous
proteins of DIM-2 and RID have also been identified in Aspergillus nidulans, Cryphonectria
parasitica, and Cordyceps militari, and they played important roles in sexual development,
secondary metabolites, and pathogenicity [43—45]. The biological functions of DNA MTases
in filamentous fungi are diversified. In Neurospora, though the DNA MTase DIM-2 was
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responsible for all known DNA methylation, mutations of dim-2 did not cause a detectable
phenotype [40]. Curiously, the deletion of MTase genes in some fungi with low methylation
levels resulted in obvious phenotypic changes [33,46]. These results indicated that the
methylation level and function of methyltransferases in fungi were not conserved.

In order to fill the knowledge gap of epigenetic regulation in B. cinerea, we have
deciphered the biological functions of DNA MTases and the methylation pattern of B.
cinerea in this study. We investigated the functions of 5mC MTase genes of B. cinerea
involved in regulating development and pathogenicity and unraveled the unknown mode
of action of DNA MTases in this important pathogen.

2. Materials and Methods
2.1. Strains and Culture Conditions

B. cinerea strain B05.10 was used as the recipient strain for gene replacement and
wild-type in this study. The wild-type and mutant strains of B. cinerea were generally
maintained on potato dextrose agar (PDA) plates at 22 °C. Potato dextrose broth (PDB)
was used to culture the conidia for germination assay. Conidia were collected in sterile
distilled water and cleared from mycelium by filtration through two layers of sterile gauze.
The concentration of conidia was determined with a hemacytometer.

2.2. Phylogenetic Analysis

The alignment of DNA MTase sequences was conducted using ClustalX 2.1. The
phylogenetic tree was generated by MEGA 4.0, and bootstrap analysis was carried out by
1000 replications.

2.3. 5-Azacytidine Treatment

Conidia of the wild-type were cultured in PDB medium containing 0, 0.5 mm, 1 mm,
and 2 mm 5-azacytidine at 22 °C for 2 to 8 h at 160 rpm. The treatment of cytidine was
used as a negative control. The conidia were then collected and washed twice with sterile
distilled water before detecting the germination rate and pathogenicity.

2.4. Construction of Knockout Mutants

Knockout mutants were obtained using a gene replacement strategy as described
previously [47]. Single knockout mutants of DNA MTase genes were first generated using
hygromycin B as the selection marker (Figure S1A). To get double mutants, the second
target genes were knocked out with nourseothricin as the selection marker (Figure S1B). The
primers used for the generation of knockout mutants are listed in Supplementary Table S1.
Flank-spanning PCR was used to verify the correct insertion in mutants using the primer
pairs that were located outside the L flank and inside the resistance cassette, respectively
(Table S1). In order to exclude ectopic integration, the homokaryotic transformants were
subjected to Southern blot analysis according to the method described previously [11].

2.5. Expression Analysis

Total RNAs were extracted using TRIzol Reagent (Tiangen Biotech, Beijing, China). For
detecting the expression of virulence-related genes and resistance genes, pre-wounded tomato
fruits were inoculated with 10 uL conidial suspension at a concentration of 107 spores/mL.
After inoculation (0, 8, 12, and 24 h), the pulps within 5 mm (diameter) around the infection
sites were cut, and the total RNAs were extracted. Then, a PrimeScript™ RT reagent
Kit with gDNA Eraser (Takara, Tokyo, Japan) was used to synthesize first-strand cDNA.
Quantitative PCR was conducted in a 20-uL reaction volume with SYBR Premix Ex Taq
(Takara, Tokyo, Japan). The reaction was performed on the Applied Biosystems 7500 Real
Time PCR System (Applied Biosystems, Foster City, CA, USA). Specific primers (Table 52)
were designed using Primer Express software 3.0. The following PCR conditions were
applied: 95 °C/10 min, 40 cycles of 95 °C/15 s, and 60 °C/30 s. Tubulin/actin genes of B.
cinerea and actin gene of tomato were used as endogenous controls. The relative expression
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levels of target genes were calculated by the 2~22¢T method [48]. Each experiment included
three biological repeats.

2.6. Virulence Assay

The virulence of wild-type and mutant strains was assayed on apple fruit (Malus pumila
Mill cv. Fuji), tomato fruit (Lycopersicon esculentum Mill cv Castlemart), tomato leaves, and
strawberry leaves. Before inoculation, B. cinerea strains were cultured for 10 days on
PDA at 22 °C. Conidia were harvested with PDB media and adjusted in suspension to
5 x 10 spores/mL. A 10 puL droplet of conidial suspension was inoculated in the pre-
wounded apple or tomato fruit and incubated at 25 °C in enclosed plastic trays in order
to maintain high relative humidity (95%). Detached leaves of 4-week-old tomato plants
were inoculated with 5 uL of conidial suspensions. The leaves were incubated in petri
dishes covered with soaked filter paper at 25 °C. Disease symptoms were scored each day.
Each treatment contained three replicates with 5 fruits or leaves per replicate. For onion
epidermis penetration assays, tiny pieces of onion epidermises were sliced and placed
on glass slides, keeping the inner side face-up. Conidial suspensions were inoculated on
the onion epidermis. The inoculated onion epidermises were incubated on humidified
plates for 16 h at 25 °C. Epidermises were then dyed with Cotton Blue for 5 min. The
penetrations were observed under a microscope after removing spare dye by washing with
distilled water.

2.7. ROS Detection

The ROS of leaves were detected by diaminobenzidine (DAB) staining. The de-
tached tomato leaves were inoculated with 5 pL. conidial suspensions at a concentration
of 5 x 103 spores/mL. Subsequently, hydrogen peroxide was detected at 24 and 36 h after
inoculation by DAB staining [49]. Infected tomato leaves were soaked in 1 mg/mL DAB
solution overnight. The leaves were then immersed in ethanol to remove chlorophyll until
they were suitable to image.

2.8. Quantification of Global DNA Methylation

Global DNA methylation was quantified using the MethylFlash™ Methylated DNA
Quantification Kit (Epigentek, New York, NY, USA). Total DNA was extracted using a
DNeasy Plant Mini Kit (QIAGEN, Hilden, Germany). Briefly, 100 ng DNA was added and
fixed on a strip well with a specific affinity for DNA. The DNA methylation level was then
quantified by a 5mC capture antibody and a detection antibody. The amount of methylated
DNA is proportional to the optical density (OD) values obtained from the enzyme-linked
immunosorbent assays and is presented according to the calculated percentage of 5mC.

2.9. Whole-Genome Bisulfite Sequencing

Five micrograms of genomic DNA, extracted from 48-h-old mycelium, were used for
high-throughput bisulfite sequencing in each sample. For library construction, the genomic
DNA was fragmented by sonication using a Bioruptor (Diagenode, Liege, Belgium) to a
mean size of approximately 250 bp, followed by blunt-ending, dA addition to the 3'-end,
and adaptor ligation. Bisulfite conversion was carried out with an EZ DNA Methylation-
Cold kit (Zymo Research), lambda DNA was used as control. The library was sequenced
using [llumina HiSeq 4000 Genome Analyzer after desalting, size selecting, PCR amplifi-
cation, and a second size selection. Raw sequencing data were processed by the Illumina
base-calling pipeline. The clean data were mapped to the reference genome by BSMAP,
and duplication reads were removed before merging the mapping results according to each
library. Methylation levels were determined by dividing the number of reads covering
each mC by the total reads covering that cytosine.
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2.10. Statistical Analysis of Data

Data were analyzed using SPSS version 11.5 (SPSS Inc., Chicago, IL, USA). One-way
analysis was conducted to determine the significance of the difference. Mean separation
was performed by Duncan’s multiple range tests. The difference was considered significant
when p < 0.05.

3. Results
3.1. DNA Methylation Is Involved in the Infection Process of B. cinerea

In order to determine whether DNA methylation was involved in the infection process
of B. cinerea, we treated conidia with 5-azacytidine (5-Aza), a DNA methylation inhibitor,
and then measured the virulence on detected tomato leaves. The results showed that DNA
methylation inhibitor 5-Aza significantly decreased the virulence of B. cinerea on tomato
leaf (Figure 1A). After 48 h of inoculation, the lesion diameter of the inhibitor-treated group
was decreased by 45% compared to the CK group (Figure 1B).

By searching the genome database of B. cinerea, we found that four proteins Bcin15p00450,
Bcin03p04600, Bcin09p05050, and Bcin09p01910, contain the conserved domain of C-5 cy-
tosine methyltransferase (Figure S2A). The phylogram showed that these DNA MTases
were grouped into several distinct clades (Figure S2B). According to the evolutionary
relationship of these proteins and existing reports [50], these MTases were named BcDIM2
(Bcin15p00450), BcRID1 (Bcin03p04600), BcRID2 (Bcin09p05050), BcDNMT1 (Bcin09p01910),
respectively. These results indicated that B. cinerea had more 5mC MTases than other known
fungi, and two RIDs were first found in fungi [50]. During the infection process, the ex-
pressions of the four DNA MTase genes were gradually down-regulated (Figure 1C). The
expression pattern of the MTase genes during the infection process is the result of the
interaction between pathogen and host. These results suggested that DNA methylation
was involved in the pathogenesis of B. cinerea.

A 24hpi 48 hpi

B 20, CK  minhibitor

15 4 :
’ i
b

5 i b I

24 48
Time after inoculation (h)

Lesion diameter (mm)
=

0

[od
12 12 12 Berid2 12 q9a Bednmtt
& c [=4 = 2
o o o °
%08 20s %08 208
8 g 8 8
204 204 204 204
B ® k) k]
& & & e e &
0 0 0
0 4 8 12 24 36 0 4 8 12 24 36 0 4 8 12 24 36 0 4 8 12 24 36
Time after inoculation (h) Time after inoculation (h) Time after inoculation (h) Time after inoculation (h)

Figure 1. DNA methylation is involved in the infection process of B. cinerea. (A) Disease symptoms
of detached tomato leaves after inoculation with 5-Aza-treated (1 mm) and non-treated conidia.
(B) Statistical analysis of lesion diameter caused by 5-Aza-treated (1 mm) and non-treated conidia on
detached tomato leaves. (C) Relative expression of DNA methyltransferase genes during infection
processes of B. cinerea. Vertical bars represent standard errors of the means. Columns with different
letters indicate significant differences (p < 0.05).

3.2. DNA Methylation Is Involved in the Development of B. cinerea

DNA methylation inhibitor 5-Aza could inhibit conidial germination, while the nega-
tive control cytidine (an analog of 5-Aza that does not inhibit DNA methylation) had no
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effect on the germination process (Figure 2A-C). Meanwhile, we tested whether 5-Aza and
cytidine were cytotoxic to B. cinerea (Figure 2D). The results indicated that the concentra-
tions of 5-Aza and cytidine used in this study had no cytotoxicity to B. cinerea (Figure 2D).
The expression of the DNA MTase gene was relatively stable at the early stage of germi-
nation (0—4 h) and notably down-regulated within 8-12 h during the germination process
(Figure 2E). Afterward, the expression of these genes increased rapidly after the germinated
conidia were transferred to vegetative growth (Figure 2E). These results suggested that
DNA methylation was involved in the germination of conidia, and DNA MTases played a
negative role in this process.
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Figure 2. DNA methylation is involved in the development of B. cinerea. (A) The effect of 5-azacytidine on conidial
germination of B. cinerea. The conidia of B. cinerea were incubated in potato dextrose broth (PDB) medium containing 0.5, 1,
and 2 mm 5-azacytidine (5-Aza). Cytidine-treated (Cyt) conidia were used as negative control, and the untreated conidia
were used as blank control (CK). (B) Conidial germination rate of B. cinerea after treating with 5-Aza and Cyt. (C) Germ
tube length of B. cinerea after treating with 5-Aza and Cyt. (D) Cytotoxicity test of 5-azacytidine on B. cinerea. The conidia
were stained with propidium iodide (PI) after treating with 5-azacytinde (5-Aza). Cytidine (Cyt) was used as negative
control, and the untreated conidia were used as CK. (E) Relative expression of DNA methyltransferase genes during conidial
germination of B. cinerea. Vertical bars represent standard errors of the means. Columns with different letters indicate
significant differences (p < 0.05).

3.3. Virulence Assay of DNA MTase Mutants on Fruit Hosts

To explore the biological function of DNA MTase genes in B. cinerea, we first con-
structed the single knockout mutants of four DNA MTase genes. The insertion sites in
mutants were verified by flank-spanning PCR diagnosis (Figure S3). Southern blot anal-
ysis indicated that there were no ectopic integrations in the mutants (Figure S4). The
virulence of mutants was tested on tomato and apple fruits. Single deletions of DNA
MTase genes had no significant effect on the virulence of B. cinerea on tomato fruit, the
virulence of ABcdim2 and ABcrid2 was slightly reduced on apple fruit (Figure 3). DIM2
and RID are two conserved DNA MTases in fungi, and previous reports have implied
that synergistic effects may exist between them [33,42]. Therefore, in order to further
explore the biological function of MTases in B. cinerea, we further constructed three double
knockout mutants, ABcedim2rid1, ABcrid1rid2, and ABcdim2rid2. Interestingly, Bcdim2 and
Berid2 showed a strong concerted action in regulating pathogenicity. The double knockout
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mutant ABcdim2rid2 completely lost virulence on tomato and apple fruits, whereas the
other two double knockout mutants showed comparable virulence to wild-type (Figure 3).
No obvious lesion diameters were detected in these fruits inoculated by ABcdim2rid2 even
at 5 dpi (Figure 3).
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Figure 3. Virulence assay of DNA MTase mutants on fruit hosts. (A) Disease symptoms on tomato fruits 5 d after inoculation.
(B) Lesion diameters on tomato fruits. (C) Disease symptoms on apple fruits 5 d after inoculation. (D) Lesion diameters
on apple fruits. Vertical bars represent standard errors of the means. Columns with different letters indicate significant
differences (p < 0.05).

3.4. Verification of the Synergistic Effect of Bedim?2 and Bcrid2 on Leaf Hosts

To further verify the synergistic effect of Bcdim?2 and Berid2 in regulating the pathogenic-
ity of B. cinerea, the virulence of ABcdim2, ABcrid2, and ABcdim2rid2 was detected on de-
tached tomato and strawberry leaves. Similar to the assays on fruit hosts, single deletions
of Bedim?2 or Berid2 had no effect to the virulence of B. cinerea, and double knockout of
Bedim?2 or Berid2 resulted in complete non-pathogenicity on leaf hosts (Figure 4A,B,D,E).
ABcdim2rid2 could not cause visible disease lesions on strawberry leaves even at 8 dpi
(Figure 4D). Reactive oxygen species (ROS) production around infectious sites on tomato
leaves were detected (Figure 4C). The results indicated a large amount of ROS accumula-
tion around the infectious sites inoculated by the wild-type strain and the single knockout
mutants, which is beneficial to the colonization of B. cinerea. In comparison, no ROS was
detected in the site inoculated with ABcdim2rid2 at 24 h; only a little ROS was tested at
36 h (Figure 4C). The results of the onion epidermis penetration assay indicated that single
deletion of Bcdim?2 or Berid2 did not affect the penetration process, whereas the double
deletion of Bedim2 and Berid2 resulted in the inability of penetration (Figure 4F). These
results indicated that there was a strong concerted action between Bcdim?2 and Bcrid2 in the
interaction between B. cinerea and hosts.
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Figure 4. Verification of the synergistic effect of Bedim2 and Bcrid2 on leaf hosts. (A) Disease
symptoms on detached tomato leaves. (B) Lesion diameters on detached tomato leaves. (C) Detection
of ROS accumulation around the infectious sites of tomato leaves after inoculation. The infected
tomato leaves were stained by DAB after 24 and 36 h of inoculation. (D) Disease symptoms on
detached strawberry leaves. (E) Lesion diameters on detached strawberry leaves. (F) Onion epidermis
penetration assay. The onion epidermises were stained by cotton blue after 16 h of inoculation. In:
the hyphae infected into the onion epidermis cells (brown color); Out: the hyphae outside the onion
epidermis cells (blue color); Ap: appressoria. Vertical bars represent standard errors of the means.
Columns with different letters indicate significant differences (p < 0.05).

3.5. DNA MTases Ais Attenuatedre Involved in the Development of B. cinerea

The vegetative growths of four single knockout mutants were not obviously affected
(Figure 5A,B). The growth rate of ABcdim2rid2 was severely inhibited (Figure 5A,B), and
ABcdim2rid2 showed more sparse hyphae density at the colony edge on PDA plates
(Figure 5C). The color of ABcdim2rid2 conidia was black under microscopic examina-
tion (Figure 5D). The conidiation of ABcdim2rid2 was significantly decreased (Figure 5E).
In addition, the germination rate and tube length of ABcdim2rid2 spores showed to be
significantly lower as compared to that of wild-type (Figure 5F,G). These results suggested
that Bcdim?2 and Bcrid2 were involved in the development of B. cinerea, Bedim2, and Bcrid2
act in concert with each other.
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Figure 5. DNA MTases affect the vegetative growth and conidiation of B. cinerea. (A) Colony
morphology of wild-type and mutants after culturing for 4 d on PDA plates. (B) Statistical analysis
of radial growth of wild-type and mutants. (C) Mycelial morphology of wild-type and mutants.
(D) Conidial morphology of wild-type and mutants. (E) Conidial yield of wild-type and mutants
after culturing for 14 d. (F) Statistical analysis of the germination rates of wild-type and mutants.
Vertical bars represent standard errors of the means. (G) The tube length of different mutants at 2 h,
4 h, and 6 h after inoculation. Columns with different letters indicate significant differences (p < 0.05).

3.6. The Oxidative Tolerance of ABcdim2rid2 Is Attenuated

To analyze the effect of DNA MTases on stress tolerance of B. cinerea, wild-type and
mutant strains were cultured on PDA plates under different stress conditions, including
oxidative stress (10 mm H,O,), osmotic stress (1 M sorbitol, 1 M glucose, 1 M NaCl, 1 M
KCl), and cell wall stress (2 mg/mL Congo red, 0.02% sodium dodecyl sulfate (SDS))
(Figure 6A). Stress tolerance of ABcdim2rid2 was significantly decreased to some stressors,
including Congo red, SDS, and H,O;. The relative growth rate of the ABcdim2rid2 was
decreased by 56% compared with the wild-type strain under Congo red stress. Under
stresses of SDS and H,O,, the growth of ABcdim?2rid2 was completely inhibited (Figure 6B).
The activities of ROS scavengers, catalase (CAT), and superoxide dismutase (SOD) were
not affected in single mutants compared to the wild-type and were severely suppressed in
ABcdim2rid2, which led to the reduced tolerance to oxidative stress (Figure 6C,D).

3.7. Expression of Pathogenic Genes in ABcdim2rid2 Is Inhibited

To further unravel the underlying mechanisms of DNA MTases regulating the pathogenic-
ity of B. cinerea, we examined the expression of a set of virulence-related genes during the
interaction between mutants and tomato fruit. A total of 23 genes were detected, including
cell wall-degrading enzyme genes (CWDEs), ROS metabolism-related genes (ROS), signal
transduction components (ST), transcriptional factors (TF), and phytotoxin synthesis genes
(PTS). The results indicate that the expression of most of these virulence-related genes
was up-regulated during the infection process of the wild-type strain and single knockout
mutants (ABcdim?2 and ABcrid2) (Figure 7). In particular, the expression of endopolygalac-
turonase genes (Bcpgl and Bcpg?2), botcinic acid synthesis genes (Bcboa2 and Bcboa6), and
NADPH oxidase complex subunit genes (BcnoxA, BcnoxB, and BcnoxD) increased signifi-
cantly in the wild-type strain, ABcdim2, and ABcrid2 (Figure 7). By contrast, the expression
of these virulence-related genes was sharply suppressed in ABcdim2rid2. The expression of
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Bepgl and Bepg? in the wild-type strain increased by 5274-fold and 503-fold, respectively,
at 24 h after inoculation compared with the initial level. In comparison, the expression of
Bcpg1 and Bepg? in ABcedim?2rid2 only increased by 18-fold and 12-fold, respectively, at the
same time point (Figure 7). Relative to wild-type, the expression of NADPH oxidase genes
(BcnoxA, BenoxB, and BcenoxD) also showed a decreasing trend during the infection process
in ABedim2rid2 (Figure 7). Furthermore, the activities of some extracellular pathogenic
proteins (PG, PME, and Cx) were also significantly reduced in the double knockout mutant
(Figure S5). In the single mutants ABcdim?2 and ABcrid2, the expression patterns of these
virulence genes were similar to that in the wild-type strain. These results suggested that
Bcdim2, Berid2 were involved in the regulation of the expression of pathogenic genes in B.
cinerea, and there was strong cooperation between Bcedim?2 and Bcrid2.
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Figure 6. The oxidative tolerance of ABcdim2rid2 is significantly decreased. (A) Tolerance test of wild-
type and mutants to osmotic stress (1 M sorbitol, 1 M glucose, 1 M NaCl, and 1 M KCl), cell wall stress
(2 mg/mL Congo red, 0.02% SDS), and oxidative stress (10 mm H,O,). (B) Relative growth rates of
wild-type and mutants under different stressors. (C) The activities of catalase (CAT) in wild-type and
mutants. (D) The activities of superoxide dismutase (SOD) in wild-type and mutants. Vertical bars
represent standard errors of the means. Columns with different letters indicate significant differences
(p <0.05).
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Figure 7. The pathogenic genes are suppressed during the interaction between ABcdim?2rid2 and host.
CWDE: cell wall degrading enzyme gene; ROS: ROS metabolism related gene; ST: signal transduction
component; TF: transcriptional factor; PTS: phytotoxin synthesis gene.

3.8. ABcdim2rid2 Induces the Resistant of Host

Furthermore, we tested the immune response of fruit during the interaction with
different strains. We examined the expression patterns of several components in resistant
systems, including pattern recognition receptors (PRR), receptor-like cytoplasmic kinases
(RLCK), jasmonic acid pathway components (JA), salicylic acid pathway components
(SA), NADPH oxidase (ROS), and pathogenesis-related genes (PR). PRRs are cell-surface
immune receptors, which are responsible for the perception of microbe- or host-derived
immunogenic molecular patterns. WT and single knock mutants induced the expression of
PRR coreceptor SIBAKT in fruit, while ABcdim2rid2 significantly enhanced this induction
effect (Figure 8). All strains weakly induced RLCKSs, and there was no significant difference
between ABcdim2rid2 and other strains (Figure 7). Necrotrophic pathogens mainly activated
the JA /ethylene resistance signaling pathway. The results suggest that B. cinerea stimulated
the marker genes SIPI I and SIPI II of the JA pathway. Double knockout of Bedim?2 /Berid2
increased the induction effect on SIPI I (Figure 8). Interestingly, we also found that all strains
could induce the marker gene SINPR1 of the SA pathway and the SA biosynthesis-related
gene SIICS. Similarly, ABcdim2rid2 promoted the expression of SINPR1 compared with
wild-type and single knockout mutants (Figure 8). NADPH oxidase RbohD is responsible
for the ROS burst of plants attacked by pathogens. In the fruit infected by ABcdim2rid2, the
expression of SIRbohD was significantly lower than that in WT and single knockout mutants
(Figure 8). SIPR1A/B and SICHT (chitinase) are pathogenesis-related proteins of plants and
contribute to the plants’ resistance. SIPR1A and SIPR1B are the marker genes of systemic
acquired resistance (SAR). Chitinase (Slcht) can degrade chitin in the cell wall of pathogenic
fungi and is considered an important pathogenesis-related protein. The expressions of
SIPR1A and SIPR1B were more strongly induced by ABcdim2rid2 compared to wild-type
(Figure 8). Challenging ABcdim2rid2 also significantly promoted the expression of SICHT
(Figure 8). Furthermore, we tested the induction effect of ABcdim2rid2 on host resistance
by pre-infection. In order to detect the host resistance more quickly and conveniently,
we chose tobacco leaves as the host. The results showed that the resistance of the host
to the following infection was enhanced by pre-infecting ABcdim2rid2 (Figure S6). These
results indicated that ABedim2rid2 could stimulate stronger disease resistance in the host
compared with wild-type and single knockout mutants.
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Figure 8. The expression of resistant genes in fruit is induced by ABcdim2rid2. PRR: pattern recognition receptors (or

coreceptor); RLCK: receptor-like cytoplasmic kinases; JA pathway: jasmonic acid pathway components; SA pathway:
salicylic acid pathway components; ROS: NADPH oxidase; PR: pathogenesis-related genes. Asterisks indicate significant
differences between ABcdim2rid2 and other strains (** p < 0.01).

3.9. DNA MTuses Affect Genomic DNA Methylation of B. cinerea

We first compared the genomic methylation level in different tissues of wild-type and
different strains through immunological methods. The results suggested that the global
methylation level of B. cinerea was very low, though it possesses more 5mC MTase genes
than other species. The conidia harbored the lowest global methylation level (0.3%), and
sclerotia had a relatively high methylation level (0.85%) (Figure 9A). Single knockout of
Beridl, Berid2, and Bednmt] did not influence the global methylation level; only the single
deletion of Bedim? led to the decrease of the methylation level by 20%. The methylation
level of ABcdim2rid2 (0.24%) was reduced by 60% compared to the wild-type (0.59%)

(Figure 9B).

In order to get the elaborate DNA methylation profile and explore the relationship
between methylation pattern and specific gene expression, we then carried out whole
genomic high-throughput bisulfite sequencing (BS-Seq) in DNA MTase mutants of B.
cinerea for the first time, which was deposited in NCBI database (GEO No. GSE131718).
Each sample included three biological repeats, and the sequencing depth reached 50,
and the covering rate was higher than 99.99% (Table S3). The sequencing results showed
that the global methylation level ranges from 0.28 to 0.44% in all samples, slightly lower
than the results measured by immunological methods (Table S4). However, the results of
5mC site detection indicated that few 5mC were detected either in wild-type or MTase
mutants after the Binomial Distribution test (Table S5), which preclude us from analyzing
the specific regulatory mechanisms of the DNA methylation pattern on the expression of

virulence-related genes.
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Figure 9. The methylation levels in different tissues and different strains of B. cinerea. (A) The global methylation levels in
different tissues of B. cinerea. (B) The global methylation levels in wild-type and mutants. A total of 100 ng DNA of each
strain was added and fixed on a strip well with a specific affinity for DNA. DNA methylation level was quantified by a 5mC
capture antibody and a detection antibody. The amount of methylated DNA was proportional to the optical density (OD)
values obtained from the enzyme-linked immunosorbent assays and is presented according to the calculated percentage of
5mC. Columns with different letters indicate significant differences (p < 0.05).

4. Discussion

Increasing evidence indicates that pathogenicity of B. cinerea to plant hosts can be
regulated at multiple levels, including signal transduction [4,5], gene transcription [51,52],
and protein secretion [11,12,53]; however, it is still unclear whether an epigenetic mod-
ification is involved in the pathogenicity regulation of B. cinerea. In this report, we first
revealed the important role of DNA methylation in regulating the pathogenicity of B.
cinerea and explored the functions of 5mC MTases in the development and infection process
of B. cinerea. DNA methylation appears to be obligatory in plants and mammals but only
exists in a subset of fungi, and the methylation level and genotype of 5mC MTases vary
among different species [50,54,55]. DNA methylation is widely involved in many biological
processes in a lot of organisms, but the biological functions of individual DNA methyltrans-
ferases are diverse [56-59]. In mammals and higher plants, a single DNA methyltransferase
can play a vital role in many biological processes such as early embryogenesis, stem cell
differentiation, silencing of repetitive elements, X chromosome inactivation, and genomic
imprinting [28-30,60-63]. In mice, knockout of DNMT1, which is responsible for the
maintenance of DNA methylation, resulted in embryonic lethality, with extensive loss of
global DNA methylation [64]. The de novo DNA methyltransferases are important for
embryogenesis. DNMT3A/B-deficient embryos showed growth impairment and multiple
developmental defects and eventually died [57]. Defects in DNA methyltransferases in the
plant can cause a variety of developmental abnormalities [58,59]. By contrast, the biological
function of DNA methyltransferases in fungi seems to be inferior to that in mammals
and plants. In N. crassa, mutation of dim-2 led to the elimination of all DNA methylation
without causing a detectable phenotype [40]. In this study, we first observed the inhibi-
tion effect of DNA methylation inhibitor on pathogenicity and conidial germination of B.
cinerea (Figures 1A and 2A) and the suppression of the expression of MTase genes during
the infection process and conidial germination, indicating that DNA methylation was
involved in the pathogenesis and development of B. cinerea (Figures 1C and 2E). Genetic
analysis showed that knocking out the MTase genes separately did not cause obvious
phenotypic variation (Figure 5). Since DIM-2 and RID are two DNA MTases derived from
fungi and show high conservation in ascomycetes, we further explore the relationship
between them in B. cinerea. Most fungi have only one RID protein, while B. cinerea has
two (BcRID1 and BcRID2), which implies their importance in B. cinerea. In M. robertsii,
MrDIM-2 and MrRID had an additive effect on DNA methylation [42]. In M. oryzae, the
deletion of MoRID resulted in the change of about one-quarter of methylation positions
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presented in the wild-type, which implied that the knockout of MoRID might trigger some
compensation mechanism [33]. To better reveal the common mechanism in fungi, we gen-
erated three double knockout mutants of the three MTase genes Bcedim2, Beridl, and Berid2
in B. cinerea and found that the double knockout mutant ABcdim2rid2 exhibited sharply
phenotypic variation. It was almost non-pathogenicity and was impaired in many traits
of development (Figures 3-5). Particularly, the asexual reproduction of ABcdim?2rid2 was
dramatically suppressed (Figure 5E), suggesting the important impact of Bedim2 and Bcrid2
on the epidemic of grey mold disease. Unlike the additive effect between Dim2 and Rid in
other fungi, Bedim2 and Bcrid2 in B. cinerea show a strong complementary effect; namely,
the deletion of either one does not cause any phenotypic changes, while the simultaneous
absence of both leads to drastic phenotypic changes. This implies a concerted action or
functional redundancy between Bedim2 and Bcrid2; deletion of any one of these two genes
can be compensated by the other one, resulting in no obvious functional defect. Our results
also suggested that the knockout of Bedim?2 and Berid2 would raise the expression pattern
of Bcrid2 and Bedim?2 during conidial germination, respectively (Figure S7) compared with
that in the wild-type strain (Figure 2E). However, knocking out two genes simultaneously
results in significant phenotypic changes. Among the three double knockout mutants, only
ABcdim?2rid2 showed obvious phenotypic variation, while the other two had no significant
difference compared with the wild-type, which indicated the special interplay mechanism
between Bedim?2 and Berid2.

To further explore the underlying mechanisms of the virulence impairment of ABcdim?2rid2,
we extensively analyzed the expression of genes related to the virulence of B. cinerea and
the immune response of the host during the interaction progress. Our results suggested
that the loss of pathogenicity of double mutant ABcdim2rid2 was attributed to two aspects:
the suppression of the expression of pathogenic genes in the mutant and the induction
of host resistance by the mutant. The expression patterns of CWDE genes, especially
Bepgl and Bepg2, in ABedim?2rid2 were sharply suppressed compared to that in the wild-
type (Figure 7). CWDEs have been considered to be the essential weapon of B. cinerea
for successful infection [2,65], and PGs serve as the important CWDEs employed by
B. cinerea to facilitate colonization [66,67]. Meanwhile, the expression of other critical
virulence factors, including phytotoxin synthesis genes and NADPH oxidase genes, were
also significantly suppressed in ABcdim2rid2 (Figure 7). On the other hand, the resistance
of the host can be significantly reinforced by ABcdim2rid2 compared to WT and the single
knockout mutants. Necrotrophic pathogens usually trigger the JA/ethylene resistant
pathway through plant cell surface immune receptors (PRR) [68]. Infection of ABcdim2rid2
led to a stronger expression of several components in JA signaling cascade, including PRR
coreceptor (SIBAK1), JA pathway marker genes (SIPI I), and pathogenesis-related genes
(SIPR1A/B, SICHT), which would greatly enhance the resistance of host (Figure 8). In
addition, the expression of the marker gene of SA cascade SINPR1 could also be promoted
by ABcdim2rid2 relative to WT and the single knockout mutants (Figure 8). The ROS
burst in the host plant, mediated by NADPH oxidase RbohD, is one of the most important
immune responses to biotrophic pathogens. The local necrosis caused by ROS accumulation
can effectively limit the spreading of biotrophic pathogens. However, the cell death
of plants caused by ROS is beneficial for the colonization of the typical necrotrophic
pathogen B. cinerea. The ability of ABcdim2rid2 to induce ROS accumulation in host cells
was weaker than that of the wild-type and single knockout mutants, which would inhibit
its colonization in host tissues. During the interaction of ABcdim2rid2 and the host, the
expression of critical pathogenic factors of B. cinerea were inhibited; meanwhile, the ability
of ABcdim2rid2 to inhibit the immune response of the host was also obviously weakened,
which jointly led to the non-pathogenicity of ABcdim2rid?2.

Through immunological methods, we revealed that B. cinerea possessed a low methy-
lation level. Among different tissues of B. cinerea, conidia harbored the lowest 5mC level,
and sclerotia showed a relatively higher 5mC level (Figure 9A). Unlike other fungi in which
DIM-2 is responsible for most of the DNA methylation in the genome, the deletion of
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Bedim?2 in B. cinerea only resulted in a 20% decrease in global DNA methylation levels.
Although the double mutant ABcdim2rid2 was impaired in many traits, its genomic methy-
lation level decreased by only 60%, compared to the wild-type (Figure 9B), suggesting
that other MTases also contributed to the global methylation level. Furthermore, we first
carried out a whole genome Bs-Seq in different MTase mutants of B. cinerea in order to
explore the fine regulation mechanism of DNA methylation patterns in this model fungus.
However, low methylation levels were detected in all strains, which were comparable to the
non-conversion rate of Bs-Seq (Table S4). In general, the genotype of 5mC DNA MTases is
the top predictor of genomic CG methylation level. Although B. cinerea possesses multiple
5mC MTases, the genomic DNA methylation level is very low. By contrast, Pseudogym-
noascus destructans, which possesses the same genotype of MTase as B. cinerea, has a high
DNA methylation level [50]. This seemingly contradictory phenomenon may be attributed
to the following reasons. First, the tissue-specific expression divergence of MTase genes
between P. destructans and B. cinerea might be an explanation. In B. cinerea, MTase genes
had higher expression in sexual reproduction structure but lower expression in mycelia,
which was used for the determination of the DNA methylation level of mutants in this
study [50]. In contrast, all the 5mC MTases showed a relatively higher expression level in
the myecelia of P. destructans [50]. Second, 5mC is mutagenic and can cause spontaneous
deamination of methylated cytosine to thymine (T), which was often triggered by RIP,
resulting in the depletion of 5mC over evolutionary progress. In filamentous fungi, RIP
occurs frequently and led to multiple C to T transition mutations in repeated sequences,
which is considered a defense against the spread of transposable elements [69]. Therefore,
the methylated cytosine may be a transient intermediate state during this process, and the
method of Bs-Seq is unable to detect the methylation state in this process. DNA MTase
RID is responsible for the RIP progress. The expansion of the RID number and the high
AT content may partially explain the lower methylation level of 5mC in B. cinerea. In
addition, since bisulfite treatment has a non-conversion rate (about 0.3-0.5%), it is difficult
to accurately detect the methylation level close to the non-conversion rate. Therefore,
monitoring the DNA methylation status in fungi with extremely low methylation levels
may need to develop more accurate or targeted methods in the future.

In brief, we unravel the important function of DNA MTases in B. cinerea. We found the
synergistic effects of two MTases, BcDIM2 and BcRID2, in the development and infection
process of B. cinerea. Double knockout of Bedim2 and Bcrid?2 significantly altered the
interaction between B. cinerea and horticultural hosts. These findings provide a new
perspective into the regulation mechanism of the pathogenicity of B. cinerea to horticultural
crops at the epigenetic level, which is beneficial for understanding the complex infection
mechanism and elaborate regulatory network of the fungal pathogen during infection of
horticultural crops.

Supplementary Materials: The following are available online at https:/ /www.mdpi.com/article/
10.3390/jof7080659/s1, Figure S1: Analysis of DNA methyltransferases of B. cinerea. Figure S2:
Knockout strategy of target genes. Figure S3: PCR diagnosis of knockout mutants. Figure S4:
Southern blot analysis of DNA MTase mutants. Figure S5: Activities of extracellular pathogenic
proteins are down-regulated in double knockout mutant ABcdim2rid2. Figure S6: Pre-infection of
ABcdim?2rid2 induced the resistance of host. Figure S7: The expression pattern of Bcdim?2 in ABcrid2
(A) and the expression pattern of Berid2 in ABedim2 during conidial germination. Table S1: The
primers used for generation of knockout mutants. Table S2: The primer sequences for RT-qPCR.
Table S3: The statistics of whole-genome bisulfite sequencing for 12 samples. Table S4: Global DNA
methylation levels of different strains. Table S5: The numbers of methylated cytosines in each sample.

Author Contributions: S.T. conceived and designed the experiments; C.H., Z.Z. and Y.C. performed
the experiments; Z.Z., C.H. and B.L. analyzed the data; S.T. wrote the paper; Z.Z. and C.H. contributed
equally. All authors have read and agreed to the published version of the manuscript.


https://www.mdpi.com/article/10.3390/jof7080659/s1
https://www.mdpi.com/article/10.3390/jof7080659/s1

J. Fungi 2021, 7, 659 16 of 18

Funding: This research was funded by the National Natural Science Foundation of China, grant
numbers 31930086, 31972475, and 31722043; and the Youth Innovation Promotion Association CAS,
grant number 2018107.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: The methylome data of different strains were deposited in GEO. The
GEO accession number is “GSE131718”.

Acknowledgments: We thank Paul Tudzynski, Julia Schumacher (Westfaelische Wilhelms-Universitaet
Muenster, Germany), and Jan van Kan (Wageningen Agricultural University, The Netherlands) for
kindly supplying us with the B. cinerea strain B05.10 and vectors.

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

References

1. Weiberg, A.; Wang, M.; Lin, EM.; Zhao, H.W.; Zhang, Z.H.; Kaloshian, I.; Huang, H.D.; Jin, H.L. Fungal small RNAs suppress
plant immunity by hijacking host RNA interference pathways. Science 2013, 342, 118-123. [CrossRef]

2. Williamson, B.; Tudzynski, B.; Tudzynski, P.; van Kan, J.A.L. Botrytis cinerea: The cause of grey mould disease. Mol. Plant Pathol.
2007, 8, 561-580. [CrossRef]

3. Dean, R; van Kan, J.A.L.; Pretorius, Z.A.; Hammond-Kosack, K.E.; Pietro, A.; Spanu, P.; Rudd, J.J.; Dickman, M.; Kahmann,
R.; Ellis, J.; et al. The top 10 fungal pathogens in molecular plant pathology. Mol. Plant Pathol. 2012, 13, 414-430. [CrossRef]
[PubMed]

4. Segmiiller, N.; Ellendorf, U.; Tudzynski, B.; Tudzynski, P. BcSAK1, a stress-activated MAP kinase is involved in vegetative
differentiation and pathogenicity in Botrytis cinerea. Eukaryot. Cell 2007, 6, 211-221. [CrossRef] [PubMed]

5. Minz-Dub, A.; Kokkelink, L.; Tudzynski, B.; Tudzynski, P.; Sharon, A. Involvement of Botrytis cinerea small GTPases BcRAS1 and
BcRAC in differentiation, virulence, and the cell cycle. Eukaryot. Cell 2013, 12, 1609-1618. [CrossRef] [PubMed]

6.  Segmiiller, N.; Kokkelink, L.; Giesbert, S.; Odinius, D.; van Kan, J.A.N.; Tudzynski, P. NADPH oxidases are involved in
differentiation and pathogenicity in Botrytis cinerea. Mol. Plant Microbe Interact. 2008, 21, 808-819. [CrossRef] [PubMed]

7.  An,B,;Li, B.Q; Qin, G.Z,; Tian, S.P. Functions of small GTPase Rho3 in regulating growth, conidiation and virulence of Botrytis
cinerea. Fungal Genet. Biol. 2015, 75, 46-55. [CrossRef]

8. An, B;Li, B.Q,; Li, H,; Zhang, Z.Q.; Qin, G.Z; Tian, S.P. Aquaporin8 regulates cellular development and ROS production, a
critical component of virulence in Botrytis cinerea. New Phytol. 2016, 209, 1668-1680. [CrossRef]

9. Li, H,; Zhang, Z.Q.; He, C; Qin, G.Z; Tian, S.P. Comparative proteomics reveals the potential targets of BcNoxR, a putative
regulatory subunit of NADPH oxidase of Bortytis cinerea. Mol. Plant Microbe Interact. 2016, 29, 990-1003. [CrossRef]

10. Li, H,; Tian, S.P; Qin, G.Z. NADPH oxidase is crucial for the cellular redox homeostasis in fungal pathogen Botrytis cinerea. Mol.
Plant Microbe Interact. 2019, 32, 1508-1516. [CrossRef]

11. Zhang, Z.Q.; Qin, G.Z.; Li, B.Q.; Tian, S.P. Knocking out Bcsas1 in Botrytis cinerea impacts growth, development, and secretion of
extracellular proteins, which decreases virulence. Mol. Plant Microbe Interact. 2014, 27, 590-600. [CrossRef]

12. Li, H.; Zhang, Z.Q.; Qin, G.Z; He, C,; Li, B.Q.; Tian, S.P. Actin is required for cellular development and virulence of Botrytis
cinerea via the mediation of secretory of proteins. mSystems 2020, 5, e€00732-19. [CrossRef] [PubMed]

13. Alvarez, M.E.; Nota, F.; Cambiagno, D.A. Epigenetic control of plant immunity. Mol. Plant Pathol. 2010, 11, 563-576. [CrossRef]

14. Boyko, A.; Kovalchuk, I. Genetic and epigenetic effects of plant-pathogen interactions: An evolutionary perspective. Mol. Plant
2011, 4, 1014-1023. [CrossRef]

15.  Yang, L.Y.; Chen, X.S.; Wang, Z.X.; Sun, Q.; Hong, A.; Zhang, A.Q.; Zhong, X.H.; Hua, J. HOS15 and HDAY negatively regulate
immunity through histone deacetylation of intracellular immune receptor NLR genes in Arabidopsis. New Phytol. 2020, 226,
507-522. [CrossRef] [PubMed]

16. Aramayo, R.; Selker, E.U. Neurospora crassa, a model system for epigenetics research. Cold Spring Harb. Perspect. Biol. 2013, 5,
a017921. [CrossRef] [PubMed]

17.  Grunstein, M.; Gasser, S.M. Epigenetics in Saccharomyces cerevisiae. Cold Spring Harb. Perspect. Biol. 2013, 5, a017491. [CrossRef]

18.  Allshire, R.C.; Ekwall, K. Epigenetic regulation of chromatin states in Schizosaccharomyces pombe. Cold Spring Harb. Perspect. Biol.
2015, 7, a018770. [CrossRef]

19. He, C.; Zhang, Z.Q.; Li, B.Q.; Tian, S.P. The pattern and function of DNA methylation in fungal plant pathogen. Microorganisms
2020, 8, 227. [CrossRef]

20. Hiberli, D.; Garbelotto, M. Phytophthora ramorum is a generalist plant pathogen with differences in virulence between isolates
from infectious and dead-end hosts. Forest Pathol. 2012, 42, 8-13. [CrossRef]

21. Dou, D,; Kale, S.D.; Liu, T.; Tang, Q.; Wang, X.; Arredondo, ED.; Basnayake, S.; Whisson, S.; Drenth, A.; Maclean, D.; et al.

Different domains of Phytophthora sojae effector Avr4d/6 are recognized by soybean resistance genes Rps4 and Rps6. Mol. Plant
Microbe Interact. 2010, 23, 425-435. [CrossRef]


http://doi.org/10.1126/science.1239705
http://doi.org/10.1111/j.1364-3703.2007.00417.x
http://doi.org/10.1111/j.1364-3703.2011.00783.x
http://www.ncbi.nlm.nih.gov/pubmed/22471698
http://doi.org/10.1128/EC.00153-06
http://www.ncbi.nlm.nih.gov/pubmed/17189492
http://doi.org/10.1128/EC.00160-13
http://www.ncbi.nlm.nih.gov/pubmed/24096906
http://doi.org/10.1094/MPMI-21-6-0808
http://www.ncbi.nlm.nih.gov/pubmed/18624644
http://doi.org/10.1016/j.fgb.2015.01.007
http://doi.org/10.1111/nph.13721
http://doi.org/10.1094/MPMI-11-16-0227-R
http://doi.org/10.1094/MPMI-05-19-0124-R
http://doi.org/10.1094/MPMI-10-13-0314-R
http://doi.org/10.1128/mSystems.00732-19
http://www.ncbi.nlm.nih.gov/pubmed/32098836
http://doi.org/10.1111/j.1364-3703.2010.00621.x
http://doi.org/10.1093/mp/ssr022
http://doi.org/10.1111/nph.16380
http://www.ncbi.nlm.nih.gov/pubmed/31854111
http://doi.org/10.1101/cshperspect.a017921
http://www.ncbi.nlm.nih.gov/pubmed/24086046
http://doi.org/10.1101/cshperspect.a017491
http://doi.org/10.1101/cshperspect.a018770
http://doi.org/10.3390/microorganisms8020227
http://doi.org/10.1111/j.1439-0329.2011.00715.x
http://doi.org/10.1094/MPMI-23-4-0425

J. Fungi 2021, 7, 659 17 of 18

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.
39.

40.

41.

42.

43.

44.

45.

46.

Dong, S.; Yu, D.; Cui, L.; Qutob, D.; Tedman-Jones, J.; Kale, S.D.; Tyler, B.M.; Wang, Y.C.; Gijzen, M. Sequence variants of the
Phytophthora sojae RXLR effector Avr3a/5 are differentially recognized by Rps3a and Rps5 in soybean. PLoS ONE 2011, 6, e20172.
[CrossRef]

Gilroy, E]M.; Breen, S.; Whisson, S.C.; Squires, ].; Hein, I.; Kaczmarek, M.; Dionne, T.; Boevink, P.C.; Lokossou, A.; Cano, L.M.;
et al. Presence/absence, differential expression and sequence polymorphisms between PiAVR2 and PiAVR2-like in Phytophthora
infestans determine virulence on R2 plants. New Phytol. 2011, 191, 763-776. [CrossRef]

Qutob, D.; Chapman, B.P; Gijzen, M. Transgenerational gene silencing causes gain of virulence in a plant pathogen. Nat. Commun.
2013, 4, 1349. [CrossRef] [PubMed]

Ali, S.; Laurie, ].D.; Linning, R.; Cervantes-Chavez, J.A.; Gaudet, D.; Bakkeren, G. An immunity-triggering effector from the
Barley smut fungus Ustilago hordei resides in an Ustilaginaceae-specific cluster bearing signs of transposable element-assisted
evolution. PLoS Pathog. 2014, 10, e1004223. [CrossRef] [PubMed]

Wang, L.Y.; Chen, H.; Li, ].J.; Shu, H.D.; Zhang, X.X.; Wang, Y.C.; Tyler, B.M.; Dong, S.M. Effector gene silencing mediated by
histone methylation underpins host adaptation in an oomycete plant pathogen. Nucleic Acids Res. 2020, 48, 1790-1799. [CrossRef]
[PubMed]

Martienssen, R.A.; Colot, V. DNA methylation and epigenetic inheritance in plants and filamentous fungi. Science 2001, 293,
1070-1074. [CrossRef] [PubMed]

Reik, W.; Dean, W.; Walter, J. Epigenetic reprogramming in mammalian development. Science 2001, 293, 1089-1093. [CrossRef]
[PubMed]

Heard, E.; Disteche, C.M. Dosage compensation in mammals: Fine-tuning the expression of the X chromosome. Gene Dev. 2006,
20, 1848-1867. [CrossRef] [PubMed]

Weber, M.; Schubeler, D. Genomic patterns of DNA methylation: Targets and function of an epigenetic mark. Curr. Opin. Cell Biol.
2007, 19, 273-280. [CrossRef]

Reyna-Lépez, G.E.; Simpson, ].; Ruiz-Herrera, J. Differences in DNA methylation patterns are detectable during the dimorphic
transition of fungi by amplification of restriction polymorphisms. Mol. Gen. Genet. 1997, 253, 703-710. [CrossRef]

So, K.K.; Ko, Y.H.; Chun, J.; Bal, J.; Jeno, J.; Kim, ].M.; Choi, J.; Lee, YH.; Jin, H.H.; Kim, D.H. Global DNA methylation in the
chestnut blight fungus Cryphonectria parasitica and genome-wide changes in DNA methylation accompanied with sectorization.
Front. Plant. Sci. 2018, 9, 103. [CrossRef]

Jeon, J.; Choi, J.; Lee, G.W.; Park, S.Y.; Huh, A.; Dean, R.A ; Lee, Y.H. Genome- wide profiling of DNA methylation provides
insights into epigenetic regulation of fungal development in a plant pathogenic fungus, Magnaporthe oryzae. Sci. Rep. 2015, 5,
e8567. [CrossRef]

Suzuki, M.M,; Bird, A. DNA methylation landscapes: Provocative insights from epigenomics. Nat. Rev. Genet. 2008, 9, 465-476.
[CrossRef]

Law, J.A.; Jacobsen, S.E. Establishing, maintaining and modifying DNA methylation patterns in plants and animals. Nat. Rev.
Genet. 2010, 11, 204-220. [CrossRef]

Feng, S.; Jacobsen, S.E. Epigenetic modifications in plants: An evolutionary perspective. Curr. Opin. Cell Biol. 2011, 14, 179-186.
[CrossRef] [PubMed]

Mishra, PK.; Baum, M.; Carbon, J. DNA methylation regulates phenotype- dependent transcriptional activity in Candida albicans.
Proc. Natl. Acad. Sci. USA 2011, 108, 11965-11970. [CrossRef]

Bestor, T.H. The DNA methyltransferases of mammals. Hum. Mol. Genet. 2000, 9, 2395-2402. [CrossRef] [PubMed]

Kim, M.; Ohr, H.; Lee, ] W.; Hyun, Y,; Fischer, R.L.; Choi, Y. Temporal and spatial downregulation of Arabidopsis MET1 activity
results in global DNA hypomethylation and developmental defects. Mol. Cell. 2008, 26, 611-615.

Kouzminova, E.; Selker, E.U. dim-2 encodes a DNA methyltransferase responsible for all known cytosine methylation in Neurospora.
EMBO J. 2001, 20, 4309-4323. [CrossRef] [PubMed]

Freitag, M.; Williams, R.L.; Kothe, G.O.; Selker, E.U. A cytosine methyl-transferase homologue is essential for repeat-induced
point mutation in Neurospora crassa. Proc. Natl. Acad. Sci. USA 2002, 99, 8802-8807. [CrossRef]

Wang, Y.L.; Wang, T.T,; Qiao, L.T.; Zhu, J.Y,; Fan, ].R.; Zhang, T.T.; Wang, Z.X,; Li, W.Z.; Chen, A.H.; Huang, B. DNA methyl-
transferases contribute to the fungal development, stress tolerance and virulence of the entomopathogenic fungus Metarhizium
robertsii. Appl. Microbiol. Biotechnol. 2017, 101, 4215-4266. [CrossRef]

Wang, X.L.; Song, SH.; Wu, Y.S; Li, YL.; Chen, T.T.; Huang, Z.Y,; Liu, S.; Dunwell, T.L.; Pfeifer, G.P.; Dunwell, ].M.; et al.
Genome-wide mapping of 5-hydroxymethylcytosine in three rice cultivars reveals its preferential localization in transcriptionally
silent transposable element genes. . Exp. Bot. 2015, 66, 6651-6663. [CrossRef]

Yang, K.L; Liang, L.L.; Ran, EL.; Liu, YH.; Li, Z.G,; Lan, H.H.; Gao, PL.; Zhuang, Z.H.; Zhang, F.; Nie, X.Y,; et al. The DmtA
methyltransferase contributes to Aspergillus flavus conidiation, sclerotial production, aflatoxin biosynthesis and virulence. Sci.
Rep. 2016, 6, 23259. [CrossRef]

Ko, YH.; So, KK.; Chun, J.; Kim, D.H. Distinct roles of two DNA methyltransferases from Cryphonectria parasitica in fungal
virulence, responses to hypovirus infection, and viral clearance. mBio 2021, 12, €02890-20. [CrossRef]

Lee, D.W.; Freitag, M.; Selker, E.U.; Aramayo, R. A cytosine methyltransferase homologue is essential for sexual development in
Aspergillus nidulans. PLoS ONE 2008, 3, e2531. [CrossRef] [PubMed]


http://doi.org/10.1371/journal.pone.0020172
http://doi.org/10.1111/j.1469-8137.2011.03736.x
http://doi.org/10.1038/ncomms2354
http://www.ncbi.nlm.nih.gov/pubmed/23322037
http://doi.org/10.1371/journal.ppat.1004223
http://www.ncbi.nlm.nih.gov/pubmed/24992661
http://doi.org/10.1093/nar/gkz1160
http://www.ncbi.nlm.nih.gov/pubmed/31819959
http://doi.org/10.1126/science.293.5532.1070
http://www.ncbi.nlm.nih.gov/pubmed/11498574
http://doi.org/10.1126/science.1063443
http://www.ncbi.nlm.nih.gov/pubmed/11498579
http://doi.org/10.1101/gad.1422906
http://www.ncbi.nlm.nih.gov/pubmed/16847345
http://doi.org/10.1016/j.ceb.2007.04.011
http://doi.org/10.1007/s004380050374
http://doi.org/10.3389/fpls.2018.00103
http://doi.org/10.1038/srep08567
http://doi.org/10.1038/nrg2341
http://doi.org/10.1038/nrg2719
http://doi.org/10.1016/j.pbi.2010.12.002
http://www.ncbi.nlm.nih.gov/pubmed/21233005
http://doi.org/10.1073/pnas.1109631108
http://doi.org/10.1093/hmg/9.16.2395
http://www.ncbi.nlm.nih.gov/pubmed/11005794
http://doi.org/10.1093/emboj/20.15.4309
http://www.ncbi.nlm.nih.gov/pubmed/11483533
http://doi.org/10.1073/pnas.132212899
http://doi.org/10.1007/s00253-017-8197-5
http://doi.org/10.1093/jxb/erv372
http://doi.org/10.1038/srep23259
http://doi.org/10.1128/mBio.02890-20
http://doi.org/10.1371/journal.pone.0002531
http://www.ncbi.nlm.nih.gov/pubmed/18575630

J. Fungi 2021, 7, 659 18 of 18

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.
61.

62.
63.

64.

65.

66.

67.

68.

69.

Hamada, W.; Reignault, P.; Bompeix, G.; Boccara, M. Transformation of Botrytis cinerea with the hygromycin B resistance gene,
hph. Curr. Genet. 1994, 26, 251-255. [CrossRef] [PubMed]

Liva, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2-8ACT method.
Methods 2001, 25, 402—408. [CrossRef] [PubMed]

Daudi, A.; Cheng, Z.; O’Brien, ]J.A.; Mammarella, N.; Khan, S.; Ausube, EM.; Bolwell, G.P. The apoplastic oxidative burst
peroxidase in Arabidopsis is a major component of pattern-triggered immunity. Plant Cell 2012, 24, 275-287. [CrossRef]

Bewick, A.J.; Hofmeister, B.T.; Powers, R.A.; Mondo, S.J.; Grigoriev, I.V.; James, T.Y.; Stajich, J.E.; Schmitz, R.J. Diversity of cytosine
methylation across the fungal tree of life. Nat. Ecol. Evol. 2019, 3, 479—490. [CrossRef]

Michielse, C.B.; Becker, M.; Heller, J.; Moraga, J.; Collado, I.G.; Tudzynski, P. The Botrytis cinerea Regl protein, a putative
transcriptional regulator, is required for pathogenicity, conidiogenesis, and the production of secondary metabolites. Mol. Plant
Microbe Interact. 2011, 24, 1074-1085. [CrossRef]

Zhang, 2.Q.; Li, H.; Qin, G.Z.; He, C.; Li, B.Q.; Tian, S.P. The MADS-box transcription factor Bcmadsl is required for growth,
sclerotia production and pathogenicity of Botrytis cinerea. Sci. Rep. 2016, 6, 33901. [CrossRef]

Li, B.Q.; Wang, WH.; Zong, Y.Y.; Qin, G.Z; Tian, S.P. Exploring pathogenic mechanisms of Botrytis cinerea secretome under
different ambient pH based on comparative proteomic analysis. J. Proteome Res. 2012, 11, 4249-4260. [CrossRef]

Tamaru, H.; Zhang, X.; McMillen, D.; Singh, P.B.; Nakayama, J.; Grewal, S.I; Cheng, X.; Selker, E.U. Trimethylated lysine 9 of
histone H3 is a mark for DNA methylation in Neurospora crassa. Nat. Genet. 2003, 34, 75-79. [CrossRef]

Schiibeler, D. Epigenetic islands in a genetic ocean. Science 2012, 338, 756-757. [CrossRef] [PubMed]

Goll, M.G.; Bestor, T.H. Eukaryotic cytosine methyltransferases. Annu. Rev. Biochem. 2005, 74, 481-514. [CrossRef] [PubMed]
Okano, M.; Bell, D.W.; Haber, D.A.; Li, E. DNA methyltransferases Dnmt3a and Dnmt3b are essential for de novo methylation
and mammalian development. Cell 1999, 99, 247-257. [CrossRef]

Finnegan, E.J.; Peacock, W.J.; Dennis, E.S. Reduced DNA methylation in Arabidopsis thaliana results in abnormal plant development.
Proc. Natl. Acad. Sci. USA 1996, 93, 8449-8454. [CrossRef] [PubMed]

Zhang, X.; Jacobsen, S.E. Genetic analyses of DNA methyltransferases in Arabidopsis thaliana. Cold Spring Harb. Symp. Quant. Biol.
2006, 71, 439-447. [CrossRef] [PubMed]

Reik, W.; Walter, ]. Genomic imprinting: Parental influence on the genome. Nat. Rev. Genet. 2001, 2, 21-32. [CrossRef]

Miura, A.; Yonebayashi, S.; Watanabe, K.; Toyama, T.; Shimada, H.; Kakutani, T. Mobilization of transposons by a mutation
abolishing full DNA methylation in Arabidopsis. Nature 2001, 411, 212-214. [CrossRef]

Wolffe, A.P.; Matzke, M.A. Epigenetics: Regulation through repression. Science 1999, 286, 481-486. [CrossRef]

Li, E. Chromatin modification and epigenetic reprogramming in mammalian development. Nat. Rev. Genet. 2002, 3, 662-673.
[CrossRef] [PubMed]

Lei, H.; Oh, S.P,; Okano, M.; Jiittermann, R.; Goss, K.A.; Jaenisch, R.; Li, E. De novo DNA cytosine methyltransferase activities in
mouse embryonic stem cells. Development 1996, 122, 3195-3205. [CrossRef]

Govrin, EM,; Levine, A. The hypersensitive response facilitates plant infection by the necrotrophic pathogen Botrytis cinerea. Curr.
Biol. 2000, 10, 751-757. [CrossRef]

ten Have, A.; Mulder, W.; Visser, J.; van Kan, J.A.L. The endopoly- galacturonase gene Bcpg1 is required for full virulence of
Botrytis cinerea. Mol. Plant Microbe Interact. 1998, 11, 1009-1016. [CrossRef] [PubMed]

El Oirdi, M.; Bouarab, K. Plant signaling components EDS1 and SGT1 enhance disease caused by the necrotrophic pathogen
Botrytis cinerea. New Phytol. 2007, 175, 131-139. [CrossRef] [PubMed]

Buxdorf, K.; Rahat, I.; Gafni, A.; Levy, M. The epiphytic fungus Pseudozyma aphidis induces jasmonic acid- and salicylic
acid /nonexpressor of PR1-independent local and systemic resistance. Plant Physiol. 2013, 161, 2014-2022. [CrossRef] [PubMed]
Clutterbuck, A.]J. Genomic evidence of repeat-induced point mutation (RIP) in filamentous ascomycetes. Fungal Genet. Biol. 2011,
48, 306-326. [CrossRef] [PubMed]


http://doi.org/10.1007/BF00309556
http://www.ncbi.nlm.nih.gov/pubmed/7859308
http://doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://doi.org/10.1105/tpc.111.093039
http://doi.org/10.1038/s41559-019-0810-9
http://doi.org/10.1094/MPMI-01-11-0007
http://doi.org/10.1038/srep33901
http://doi.org/10.1021/pr300365f
http://doi.org/10.1038/ng1143
http://doi.org/10.1126/science.1227243
http://www.ncbi.nlm.nih.gov/pubmed/23139324
http://doi.org/10.1146/annurev.biochem.74.010904.153721
http://www.ncbi.nlm.nih.gov/pubmed/15952895
http://doi.org/10.1016/S0092-8674(00)81656-6
http://doi.org/10.1073/pnas.93.16.8449
http://www.ncbi.nlm.nih.gov/pubmed/8710891
http://doi.org/10.1101/sqb.2006.71.047
http://www.ncbi.nlm.nih.gov/pubmed/17381326
http://doi.org/10.1038/35047554
http://doi.org/10.1038/35075612
http://doi.org/10.1126/science.286.5439.481
http://doi.org/10.1038/nrg887
http://www.ncbi.nlm.nih.gov/pubmed/12209141
http://doi.org/10.1242/dev.122.10.3195
http://doi.org/10.1016/S0960-9822(00)00560-1
http://doi.org/10.1094/MPMI.1998.11.10.1009
http://www.ncbi.nlm.nih.gov/pubmed/9768518
http://doi.org/10.1111/j.1469-8137.2007.02086.x
http://www.ncbi.nlm.nih.gov/pubmed/17547673
http://doi.org/10.1104/pp.112.212969
http://www.ncbi.nlm.nih.gov/pubmed/23388119
http://doi.org/10.1016/j.fgb.2010.09.002
http://www.ncbi.nlm.nih.gov/pubmed/20854921

	Introduction 
	Materials and Methods 
	Strains and Culture Conditions 
	Phylogenetic Analysis 
	5-Azacytidine Treatment 
	Construction of Knockout Mutants 
	Expression Analysis 
	Virulence Assay 
	ROS Detection 
	Quantification of Global DNA Methylation 
	Whole-Genome Bisulfite Sequencing 
	Statistical Analysis of Data 

	Results 
	DNA Methylation Is Involved in the Infection Process of B. cinerea 
	DNA Methylation Is Involved in the Development of B. cinerea 
	Virulence Assay of DNA MTase Mutants on Fruit Hosts 
	Verification of the Synergistic Effect of Bcdim2 and Bcrid2 on Leaf Hosts 
	DNA MTases Ais Attenuatedre Involved in the Development of B. cinerea 
	The Oxidative Tolerance of Bcdim2rid2 Is Attenuated 
	Expression of Pathogenic Genes in Bcdim2rid2 Is Inhibited 
	Bcdim2rid2 Induces the Resistant of Host 
	DNA MTases Affect Genomic DNA Methylation of B. cinerea 

	Discussion 
	References

