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Abstract: Botryosphaeriaceae fungi are plant pathogens associated with Botryosphaeria dieback. To
better understand the virulence factors of these fungi, we investigated the diversity of secreted pro-
teins and extracellular enzyme activities involved in wood degradation and stilbene metabolization
in Neofusicoccum parvum and Diplodia seriata, which are two major fungi associated with grapevine
B. dieback. Regarding the analysis of proteins secreted by the two fungi, our study revealed that
N. parvum, known to be more aggressive than D. seriata, was characterized by a higher quantity and
diversity of secreted proteins, especially hydrolases and oxidoreductases that are likely involved in
cell wall and lignin degradation. In addition, when fungi were grown with wood powder, the extra-
cellular laccase and Mn peroxidase enzyme activities were significantly higher in D. seriata compared
to N. parvum. Importantly, our work also showed that secreted Botryosphaeriaceae proteins produced
after grapevine wood addition are able to rapidly metabolize the grapevine stilbenes. Overall, a
higher diversity of resveratrol and piceatannol metabolization products was found with enzymes of
N. parvum compared to D. seriata. This study emphasizes the diversity of secreted virulence factors
found in B. dieback fungi and suggests that some resveratrol oligomers produced in grapevine wood
after pathogen attack could be formed via pathogenic fungal oxidases.

Keywords: Botryosphaeriaceae; grapevine; stilbene metabolization; secreted proteins

1. Introduction

Grapevine (Vitis vinifera L.) is a very important economic crop throughout the world,
but it is susceptible to a wide range of pathogens. In the last decades, French and worldwide
vineyards have been facing the explosion of grapevine trunk diseases (GTDs), especially
Eutypa dieback (E. dieback), esca, and Botryosphaeria dieback (B. dieback) [1]. GTDs
are responsible of a dramatic impact on viticulture sustainability and wine production,
causing huge losses estimated to exceed over 1 billion dollars per year [2]. Unfortunately,
to date, no efficient treatment exists to prevent, protect, or limit the progression of these
diseases. One exception, related to esca disease, concerns the application of a foliar fertilizer
mixture of calcium, magnesium, and seaweed (Algescar®, Natural Development Group,
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Castelmaggiore, Bologna, Italy), which is able to significantly reduce the foliar symptoms
and consequently the loss in grape quantity and quality [3]. GTDs are associated with
the growth of xylem-inhabiting fungi complexes, which eventually leads to the sudden
death of the plant. They are characterized by a latent state where fungi are present in the
plant as endophytes, and a pathogenic state where they become virulent and colonize the
vine wood tissues [4,5]. GTDs are likely caused by a combination of biotic and abiotic
factors whose implication is not completely known. Many symptoms can be associated
to the development of GTDs such as sectorial and/or central necrosis in woody tissues,
leaf discoloration, and wilting of berries and inflorescences, leading in the long term to the
death of the plant [6–10].

Many fungi have been reported to be involved in GTDs, mainly Eutypa lata (E. lata)
for E. dieback, and Phaeomoniella chlamydospora (P. chlamydospora), Phaeoacremonium
minimum (P. minimum), and Fomitiporia mediterranea (F. mediterranea) for esca [4,11–13].
B. dieback is associated with a large number of Botryosphaeriaceae fungal species. Twenty-
six different Botryosphaeriaceae species have been found in vineyards of several countries,
but Lasiodiplodia theobromae (L. theobromae), Neofusicoccum parvum (N. parvum), and
Diplodia seriata (D. seriata) are the most frequently associated with this disease [4].

The main virulence factors of GTD fungi are represented by toxin production and
wood decay enzyme synthesis. It has been well documented that fungi involved in GTDs
produce a wide variety of toxic secondary metabolites considered as toxins [12,14–16].
Since GTDs pathogens are invariably present in the wood but have never been isolated
from the leaves of infected plant, it has been suggested that the foliar symptoms could be
the consequence of toxin synthesis in the wood. Phytotoxic compounds are supposed to be
translocated to the leaves by the transpiration flux [12].

Concerning E. dieback, E. lata is able to produce a large number of secondary metabo-
lites, mainly heterocyclic and acetylenic compounds. Among all the toxic compounds
synthesized by E. lata, only one compound, eutypin, appears to be truly toxic after studies
conducted on excised grape leaves and protoplasts [17]. The three main fungi associated
with esca produce phytotoxic metabolites including several napthalenone pentaketides.
Nine, eight, and three toxic compounds were found in P. chlamydospora, P. minimum,
and F. mediterranea culture medium, respectively [14,18]. Moreover, P. chlamydospora and
P. minimum are able to produce pullulan, which is an exopolysaccharide (EPS). When pul-
lulan is directly injected in young shoots, Bruno and Sparapano [19] observed the same
foliar symptoms as those observed in the vineyard [20]. Concerning B. dieback, N. parvum
and D. seriata are able to produce numerous compounds belonging to different chemical
classes: naphtalenones, naphtoquinones, dihydrotoluquinones, epoxylactones, dihydroiso-
coumarins, hydroxybenzoic acids, fatty esters, and phenolic compounds (see [16,21] for a
review). In addition, a study conducted by Martos et al. showed the production of high
molecular weight EPS in five Botryosphaeriaceae isolated from grapevine on the decline in
Spain. Bénard-Gellon et al. also reported that secreted proteins from N. parvum were able
to induce necrosis on Vitis vinifera cv. Chardonnay cells [22].

In addition to phytotoxin production, another virulence factor of GTD fungi is their
ability to degrade grapevine wood. Several authors have reported that pathogens related
to GTDs are able to produce wood-degrading enzymes to gain nutrients and expand in
the trunk. E. lata synthesizes wood-degrading enzymes such as cellulases, chitinases,
glucanases, glycosidases, phenol oxidases, polygalacturonases, proteases, xylanases, and
starch-degrading enzymes [23–25]. It was also discovered that wood degradation by
P. chlamydospora and P. minimum is performed thanks to amylases, cellulases, laccases,
lipases, pectate lyases, polygalacturonases, proteases, and xylanases [20,26,27]. In 2014, Es-
teves et al. showed the synthesis of extracellular enzymes in a group of 56 Botryosphaeriaceae
including D. seriata and N. parvum. They highlighted the production of amylases, cellulases,
laccases, lipases, pectinases, pectin lyases, and proteases [26]. A recent study has also
shown an expansion of specific genes involved in cell wall degradation in the genome of
fungi involved in GTDs, including N. parvum and D. seriata [27].
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It is known that abiotic and/or biotic stresses will trigger in the plant the activation of
defense mechanisms such as phytoalexin biosynthesis [28,29]. In grapevine, phytoalexins
belong to the stilbene family and are characterized by a 1,2-diphenylethylene backbone [30].
In vine plants, the stilbene family is very large, and resveratrol is the first stilbene synthe-
sized by the phenylpropanoid pathway in a similar way as flavonoids [31]. Other stilbenoid
compounds are obtained after different modifications of resveratrol such as methylation,
glycosylation, prenylation, or oligomerization [30]. Piceid (glycosylated resveratrol) is a
non-toxic storage form, while stilbene dimers δ-viniferin, ε-viniferin, and methoxylated
resveratrol (pterostilbene) are highly toxic. δ-viniferin, obtained by the oxidative dimeriza-
tion of resveratrol, was described as one of the major stilbenes occurring in UV-stressed
grapevine leaves by Pezet et al. [32]. In the case of grapevine trunk diseases, the accumula-
tion of stilbenes (resveratrol and derivatives) was described in several organs of grapevine
affected by esca [33–37]. These compounds were particularly higher in symptomatic leaves
of esca-infected vines. Given the absence of pathogens in the leaves, it was suggested that
foliar symptoms expression could be due to plant response in terms of hypersensitivity
reaction, which is triggered by toxic metabolites that reach the canopy from infected wood
through the transpiration stream and is usually followed by the subsequent synthesis of
phytoalexins [34]. In a previous work, we showed an accumulation of multimeric stilbene
forms (dimers, trimers, and tetramers) 7 days after the inoculation of detached grapevines
canes by N. parvum [38]. In addition, genes encoding PAL (phenylalanine ammonia lyase)
and stilbene synthase (STS) were strongly expressed in asymptomatic leaves before the
appearance of the esca apoplectic form [39]. Stempien et al. also showed an activation
of VvSTS1 expression as well as an increase in δ-viniferin together with a decrease in
resveratrol and piceid contents in grapevine cell cultures treated with extracellular proteins
isolated from N. parvum and D. seriata. A decrease in resveratrol and piceid could be due to
stilbene metabolization by fungi or by their use for the synthesis of oligomeric forms [40].

Despite the induction of several defense mechanisms in the wood, especially stilbene
synthesis, GTD-associated fungi are able to colonize grapevine trunk. In a previous
work, Stempien et al. showed that N. parvum and D. seriata were able to degrade the
carbohydrate components of the cell wall via cellulase and hemicellulase activities. In
addition, laccase and Mn peroxidase activities involved in wood decay were measured in
the culture medium of both fungi, especially when supplemented with grapevine sawdust.
Interestingly, laccase and Mn peroxidase activities were significantly higher for D. seriata
compared to N. parvum. Stempien et al. further evidenced that these fungi are able
to efficiently metabolize resveratrol and to a lesser extent δ-viniferin; however, stilbene
metabolization products were not characterized [41,42]. In this study, we investigated the
diversity of secreted proteins of N. parvum and D. seriata cultured in media with and without
grapevine wood by an MS-based proteomic analysis. Then, we focused on the detailed
fate of different grapevine stilbenes (trans-resveratrol, trans-piceid, trans-piceatannol, and
trans-δ-viniferin) after metabolization by extracellular Botryosphaeriaceae enzymes. Kinetics
of stilbene metabolization were analyzed by LC-MS monitoring in correlation with laccase
and Mn peroxidase enzyme activities. We were able to show that the two studied fungi had
specific protein secretion profiles and that these profiles changed when they were grown in
the presence of grapevine sawdust. Furthermore, we have also shown that both fungi were
able to metabolize stilbenes more or less efficiently.

2. Materials and Methods
2.1. Fungal Material

Botryosphaeriaceae strains used in this study were already used and described in other
publications [22,43,44]. D. seriata F98-1 and N. parvum Bourgogne S-116 were obtained
from the collection of the IFV (Institut Français de la Vigne et du Vin, Rodilhan, France).
D. seriata F98-1 was isolated in 1998 in Perpignan as described in Larignon et al. [6].
N. parvum Bourgogne S-116 was isolated in 2009 from Chardonnay plants showing decline
in nurseries.
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D. seriata 98.1 and N. parvum Bourgogne S116 have been characterized based on
morphological aspect (mycelia growth and aspect, pycnidia production, size and shape of
ascospores and conidia) as described by van Niekerk et al. [42]. The genome of D. seriata
98.1 has been sequenced (NCBI GenBank accession number MSZU00000000) [43].

Fungi were grown in Petri dishes containing PDA (Potato Dextrose Agar) solid
medium at 27 ◦C in the dark. The fungi were subcultured every 10 days.

2.2. Extracellular Protein Extraction

Fungi were grown in solid cultures for 10 days; then, the mycelia of each strain (half
of a petri dish) was introduced in a 500 mL Erlenmeyer flask containing 250 mL of liquid
culture medium. Two different liquid culture media were used: 20 g/L malt medium
and 20 g/L malt medium supplemented with 2.5 g of Vitis vinifera cv. Gewurztraminer
sawdust. Liquid cultures were grown at 220× rpm in the dark at 27 ◦C during 21 days.
After 21 days, three successive filtrations were carried out on 0.8, 0.45, and 0.2 µm on
regenerated cellulose membranes (ReliaDisc, Ahlstrom, Finland).

According to Bénard-Gellon et al. [22], extracellular proteins were precipitated by the
addition of ammonium sulfate (60% w/v) during 2 h at 4 ◦C under vigorous agitation. After
centrifugation (10,000× rpm, 4 ◦C, 30 min), the pellet was collected, resuspended in deion-
ized water, and dialyzed in 3.5 kDa cutoff tubing against deionized water for 20 h at 4 ◦C.
The protein mixture was freeze-dried and stored at −20 ◦C for subsequent experiments.

For enzymatic activity measurements and kinetic monitoring of stilbene metabo-
lization, freeze-dried proteins were solubilized in ultra-pure water at 2 mg/mL. Protein
concentration was measured with a Nanodrop 1000 spectrophotometer (Thermo Scientific,
Waltham, MA, USA) at 280 nm and adjusted at the appropriate concentration depending
on subsequent experiments.

2.3. Enzymatic Activity of Wood Degradation

Laccase activity was determined with the ABTS (2,2′-azino-bis (3-ethylbenzothiazoline-
6-sulfonic acid)) substrate. ABTS oxidation by laccase will produce the radical cation
ABTS•+, producing a blue color that can be measured by UV spectrophotometer at 420 nm.
In a 96-well plate (SpectraPlateTM-96 MB, PerkinElmer, Waltham, MA, USA), 50 µL of
secreted proteins (2 mg/mL) were mixed with 50 µL of a solution containing 25 µL ABTS
(2 mM in deionized water) and 25 µL sodium acetate buffer (100 mM, pH 4.5). The plates
were incubated directly in the spectrophotometer (SpectraMax® iD3, Molecular devices,
San José, CA, USA) at 25 ◦C for 1 h. Then, the absorbance was read at 420 nm every 5 min
after orbital shaking of 10 s. The absorbances obtained were converted into enzymatic
activity (nmol/h/mg protein) using Beer–Lambert law (A = ε.l.c → c = A

ε.l ) with ε

(36,000 M−1·cm−1) according to Mathieu et al. [44].
Manganese peroxidase activity was determined according to the procedure adapted

from Mathieu et al. [44]. This method is based on the oxidative coupling of 3-methyl-2-
benzothiazolinone (MBTH) and dimethylaminobenzene (DMAB), which was catalyzed by
peroxidases in the presence of hydrogen peroxide (H2O2) and Mn2+, which releases indamine
(purple) determined by spectrophotometry at 590 nm. A differential reaction containing
2 steps was carried out. The first step consists of measuring the activity of peroxidases in the
presence of manganese and the second one consists of measuring the activity of peroxidase
without manganese. The reaction in the presence of Mn2+ allows the determination of the
Mn peroxidase activity. Two solutions, A and B, were used. Solution A was composed of
a mixture of aqueous solutions: 5 mL of an equimolar mixture of sodium lactate/sodium
succinate (100 mM each at pH 4.5), 0.5 mL of DMAB (50 mM), 0.5 mL of MBTH (1 mM),
and 1 mL of manganese sulfate tetrahydrate (MnSO4-4H2O, 1 mM) for a final volume of
7 mL Solution B consisted of the same composition, except that MnSO4-4H2O was replaced
by ethylenediaminetetraacetate (EDTA, 2 mM). For the analysis, 140 µL of solution A or
B were mixed with 10 µL of H2O2 (1 mM) and 50 µL of secreted proteins (2 mg/mL)
and incubated 1 h at 26 ◦C in a 96-well microplate (SpectraPlateTM-96 MB, PerkinElmer,
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Waltham, MA, USA). The absorbance was read at 590 nm every 5 min after orbital shaking
of 10 s. The absorbance obtained with solution B was subtracted to the one obtained with
solution A, which contained MnSO4-4H2O necessary to measure Mn peroxidase activity. The
absorption values obtained were converted into enzymatic activity (nmol/h/mg protein)
using Beer–Lambert law (A = ε.l.c → c = A

ε.l ) with ε (32,000 M−1·cm−1).
For both laccase and manganese peroxidase activity, a Wilcoxon test (p < 0.05) was

performed using R studio software (R Development Core Team, 2010). Data were drawn
using Prism 8 (v. 8.2.1). Error bars on histograms represent the standard error of the
mean [45].

2.4. MS-Based Proteomic Analysis
2.4.1. Sample Preparation

Freeze-dried proteins were resuspended in Laemli buffer, and about 25 µg were de-
posited and concentrated in a stacking gel. Gel bands were reduced with dithiothreitol
(10 mM, 60 ◦C, 1 h) and alkylated with iodoacetamide (55 mM, RT, 20 min). After two de-
hydrations with acetonitrile (ACN), the proteins were cleaved with a modified porcine
trypsin (Promega, Madison, WI, USA) solution at a 1:50 (w/w) enzyme: protein ratio.
Digestion was performed overnight at 37 ◦C. Tryptic peptides were extracted using 60%
ACN in 0.1% formic acid (FA). The excess of ACN was vacuum dried, and the samples
were re-solubilized in 0.1% FA in water before nanoLC-MS/MS analysis.

2.4.2. NanoLC-MS/MS Analysis

The nanoLC-MS/MS analysis was performed on a nanoACQUITY Ultra-Performance-
LC (Waters Corporation, Milford, MA, USA) coupled to a Q-Exactive Plus mass spectrome-
ter (Thermo Fisher Scientific, Waltham, MA, USA). Peptides were trapped on a Symmetry
C18 pre-column (C18, 180 µm × 20 mm, 5 µm particle size, Waters), and separation was
performed on an ACQUITY UPLC BEH130 C18 column (250 mm × 75 µm with 1.7 µm
diameter particles). The solvent system consisted of 0.1% FA in water (solvent A) and 0.1%
FA in ACN (solvent B). Samples were loaded into the pre-column over 3 min at 5 µL/min
with 99% of A and 1% B. The peptides were eluted at 60 ◦C at a flow rate of 450 nL/min
with the gradient of solvent B from 1 to 35% over 80 min.

The mass spectrometer was operated in positive mode, with the following settings:
spray voltage 1800 V and capillary temperature 250 ◦C. The system was operated in
Data-Dependent Acquisition mode with automatic switching between MS (mass range
300–1800 m/z with R = 140,000, automatic gain control (AGC) fixed at 3 × 106 ions and
a maximum injection time set at 50 ms) and MS/MS (mass range 200–2000 m/z with
R = 17,500, AGC fixed at 1 × 105 and the maximal injection time set to 100 ms) modes.
The ten most abundant peptides were selected on each MS spectrum for further isola-
tion and higher energy collision dissociation fragmentation, excluding unassigned and
monocharged ions. The dynamic exclusion time was set to 60 s. The normalized collision
energy (NCE) was fixed at 27 V. The complete system was fully controlled by Thermo
Scientific™ Xcalibur™ software.

2.4.3. Protein Identification

Mass data collected during nanoLC-MS/MS analyses were processed, converted into
mgf peak list format with MSConvert, and interpreted using Mascot algorithm (v. 2.6.2,
Matrix Science, London, UK) running on a local server. Searches were performed with an
in-house generated protein database composed of protein sequences of Botryosphaeriales
and Vitis vinifera (UniprotKB, release 2019). All entries belonging to the Taxonomy ID 45131
and 29760 were extracted, and common contaminants and reverse copies of all sequences
were added thanks to the database toolbox of MSDA (https://msda.unistra.fr, [46]). The
following parameters were used: (i) Trypsin/P was selected as enzyme, (ii) one missed
cleavage was allowed, (iii) methionine oxidation and acetylation of the protein N-term
were set as variable modifications and the carbamidomethylation of cysteine was set

https://msda.unistra.fr
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as a fixed modification, (iv) mass tolerance for precursor ions was set at 5 ppm and at
0.05 Da for fragment ions. Mascot results were loaded into the Proline software (Proline
Studio Release 2.0, http://proline.profiproteomics.fr/ [47]). For validating PSM (Peptide
Spectrum Matches), the following parameters were applied: a rank of 1, a minimal score of
25, and a minimal length of 7 amino acids. In addition, a maximum false discovery rate
of 1% was applied to the protein set. A total proteins circular diagram was drawn using
prism 8 (v. 8.2.1) and a Venn diagram was drawn using the jvenn online platform [48].

2.5. Kinetic Monitoring of Stilbene Metabolization
2.5.1. Chemicals

Trans-resveratrol was purchased from Alfa Aesar (Kandel, Germany), trans-piceatannol
was purchased from Extrasynthese (Genay, France), lyophilized horseradish peroxidase
(HRP), hydrogen peroxide (30%), and trans-piceid were purchased from Sigma-Aldrich (St
Quentin Fallavier, France). Other stilbenes were synthetized according to the procedure
inspired by Li et al. [49] for which we used general experimental procedures: Thin Layer
Chromatography (TLC) was performed on Merck 60 F254 silica gel. Silica gel 73–230 mesh
(Merck, Darmstadt, Germany) was used for column chromatography. High-resolution mass
spectrometry negative electrospray ionization (HRMS-ESI) was performed with Agilent
6510 accurate-mass Quadrupole-Time of Flight (Q-TOF). FTIR spectra were recorded by
the ATR technique using a Perkin Elmer Spectrum Two N™. NMR spectra were recorded
at 300 K in deuterated acetone on a Bruker Avance 400 MHz spectrometer. Chemicals shifts
(δ) are indicated in ppm and coupling constants (J) are indicated in Hz.

Stilbene synthesis: a solution of HRP (1 mg/mL) in a phosphate buffer (20 mM,
pH 8) was added to a solution of trans-resveratrol (1.32 mmol, 300 mg) in 1:1 v/v ace-
tone/phosphate buffer 20 mM pH 8 (10 mL/mmol). The mixture was stirred at 40 ◦C
and 271 µL of 30% H2O2 were added during 40 min (20 µL every 3 min). Then, the
reaction mixture was extracted with ethyl acetate. The organic layer was washed with
deionized water, dried over anhydrous magnesium sulfate, and concentrated under vac-
uum. The crude mixture was purified on silica gel column and eluted with a mixture of
dichloromethane:methanol 9:1 (1% v/v NET3). Three fractions were collected and analyzed
by HPLC-MS. Then, the fraction 2 (45 mg) was repurified on silica gel column and eluted
with diethylether: ethylacetate 95:5 with few drops of THF. Then, trans-δ-viniferin and
pallidol were obtained as a yellow amorphous powder (10 mg (3% yield) and 20 mg (7%
yield), respectively). Leachianol F and leachianol G were obtained as impure mixture.

Trans-δ-viniferin: HRESI MS (−) m/z 453.1320 [M−H]− (calcd for C28H21O6
− 453.1344)

499.1389 [M+HCOOH-H]− (calcd for C29H23O8
- 499.1398); FTIR (ATR) νmax cm−1: 3308,

1596, 1487, 1341, 1234, 1149; 1H NMR (400 MHz, acetone-d6) δ = 8.55 (1 H, br. s), 8.29 (1 H,
s), 8.26 (1 H, s), 7.43 (1 H, dd, J = 1.8, 8.4 Hz), 7.24 (3 H, m), 7.06 (1 H, d, J = 16.4 Hz), 6.88
(4 H, m), 6.53 (2 H, d J = 2.0 Hz), 6.28 (1 H, t, J = 2.3 Hz), 6.25 (1 H, t, J = 2.0 Hz), 6.198
(2 H, d, J = 2.3 Hz), 5.45 (1 H, d, J = 8.0 Hz), 4.46 (1 H, d, J = 8.0 Hz); 13C NMR (100 MHz,
acetone-d6) δ = 160.7, 159.9, 159.7, 158.6, 145.3, 140.8, 132.6, 132.3, 131.8, 129.2, 128.7, 128.7,
127.3, 124.0, 116.3, 110.2, 107.5, 105.8, 102.8, 102.5, 94.1, 57.9.

Pallidol: HRESI MS (−) m/z 453.1337 [M−H]− (calcd for C28H21O6 453.1338) 499.1315
[M+HCOOH-H]− (calcd for C29H22O8 498.1315); FTIR (ATR) νmax cm−1: 3323, 1601, 1511,
1464, 1344, 1173, 1129, 836; 1H NMR (400 MHz, acetone-d6) δ = 7.6–8.4 (6 H, br), 6.98 (4 H,
d, J = 8.6 Hz), 6.70 (4 H, d, J = 8.6 Hz), 6.62 (2 H, d, J = 1.8 Hz), 6.19 (2 H, d, J = 1.9 Hz), 4.57
(2H, s), 3.81 (2 H, s); 13H NMR (100 MHz, acetone-d6) δ = 159.41, 156.41, 155.40, 150.40,
137.82, 129.12, 123;33, 115.89, 103.42, 102.56, 60.58, 54.04. Spectral data are in agreement
with the literature [49,50].

Mixture of Leachianol F and G. Data of leachianol F: HRESI MS (−) m/z 471.1439
[M-H]− (calcd for C28H23O7

− 471.1449) 517.1497 [M+HCOOH-H]− (calcd for C29H25O9
−

517.1504); 1H NMR (500 MHz, acetone-d6) characteristic signals δ = 6.86 (2 H, d, J = 8.2 Hz),
6.84 (2 H, d, J = 8.4 Hz), 6.72 (2 H, m), 6.67 (2 H, d, J = 8.7 Hz), 6.57 (1 H, d, J = 2.0 Hz), 6.30
(1 H, d, J = 2.0 Hz), 6.11 (1 H, t, J = 2.2 Hz), 5.91 (2 H, d, J = 2.1 Hz), 4.45 (1 H, dd, J = 7.8

http://proline.profiproteomics.fr/
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and 4.8 Hz), 4.22 (1 H, d, J = 3.5 Hz), 4.02 (1 H, m) 3.35 (1 H, dd, J = 7.8 and 4.0 Hz). Data of
leachianol G: HRESI MS (−) m/z 471.1439 [M−H]− (calcd for C28H23O7

- 471.1449) 517.1497
[M+HCOOH-H]− (calcd for C29H25O9

− 517.1504); 1H NMR (500 MHz, acetone-d6) main
characteristic signals δ = 7.06 (2 H, d, J = 8.7 Hz), 6.86 (2 H, m), 6.21 (1 H, d, J = 2.0 Hz), 6.15
(1 H, t, J = 2.3 Hz), 6.14 (2 H, d, J = 2.0 Hz), 5.72 (1 H, d, J = 1.7 Hz), 4.26 (1 H, d, J = 3.5 Hz).
Spectral data are in agreement with the literature [49,51].

2.5.2. Preparation of Solutions

The kinetic monitoring was performed on four stilbenes: trans-resveratrol, trans-piceid,
trans-piceatannol, and trans-δ-viniferin. For this purpose, we placed in a brown vial 50 µL
of mixture of extracellular proteins of D. seriata (2 mg/mL) in contact with 5 µL of each
stilbene at 0.5 mg/mL (in DMSO/MeOH 1:1) and 445 µL of sodium acetate buffer (20 mM,
pH 4.5). In the case of N. parvum, an extracellular protein mixture at 2 mg/mL was added to
250 µL of a stilbene solution at 10 µg/mL (prepared from 20 µL of stilbenes at 0.5 mg/mL
mixed with 980 µL of sodium acetate buffer). Thus, the final concentration of stilbenes was
5 µg/mL, and that of protein mixtures of D. seriata and N. parvum was 200 µg/mL and
1 mg/mL, respectively.

An external calibration of mixed stilbenes was realized to quantify the parent and
metabolization products. Then, 20 µL of each stilbene at 0.5 mg/mL were mixed with
900 µL of sodium acetate buffer. From this stock solution, 4 daughter solutions were
prepared at the following concentrations: 0.2, 0.5, 2.5, and 5 µg/mL. The amount of stilbene
at T0 (before the contact between enzyme and stilbene) was measured by LC-MS analysis
of a solution of each stilbene at 5 µg/mL in sodium acetate buffer prior to each stilbene
metabolization monitoring by LC-MS with D. seriata and N. parvum protein mixtures.

Analyses were performed at a rate of one injection of 3 µL every 45 min at room
temperature. Analyses were conducted over a maximum of 10.5 h for D. seriata proteins
and for a maximum of 50 h for N. parvum.

Moreover, we analyzed trans-resveratrol metabolization by Aspergillus laccases and
horse radish peroxidase (HRP) both purchased from Sigma Aldrich (St Quentin Fallavier,
France). For this purpose, we mixed 50 µL of commercial Aspergillus laccase diluted at
1/100 in contact with 5 µL of trans-resveratrol at 0.5 mg/mL (in DMSO/MeOH 1:1) and
445 µL of sodium acetate buffer (20 mM, pH 4.5). In the case of HRP, 230 µL of enzyme
solution at 0.01 mg/mL in sodium acetate buffer and 20 µL of 30% aqueous solution
of H2O2 were added to 250 µL of a trans-resveratrol solution of at 10 µg/mL. We also
performed the metabolization of trans-resveratrol by Aspergillus laccase with H2O2 and
HRP without H2O2.

2.5.3. HPLC-MS Analysis

The analytical system used was a High-Performance Liquid Chromatography Ag-
ilent 1100 series equipped with a DAD and coupled to an Agilent 6510 accurate-mass
Quadrupole-Time of Flight (Q-TOF) mass spectrometer with electrospray ionization (ESI)
source in negative ionization mode (Agilent Technologies, Santa Clara, CA, USA). Stilbenes
were separated in a Zorbax SB-C18 column (3.1 × 150 mm, Ø 3.5 µm), equipped with a
Zorbax Eclipse plus C18 pre-column (2.1 × 12.5 mm, Ø 5 µm, Agilent Technologies, Santa
Clara, CA, USA). The mobile phase solvents were composed of 0.1% formic acid in LC-MS
grade water (solvent A) and 0.1% formic acid in LC-MS grade methanol (solvent B), used
in a gradient (A:B): 95:5 (0–3 min), 95:5 to 0:100 (3–23 min), 0:100 (23–33 min), and 95:5
(33–40 min). The flow rate was 0.35 mL/min. The injection volume of each sample was
2 µL. The drying gas flow and the nebulizer pressure were set at 13.0 L/min at 325 ◦C and
at 35 psi, respectively. Other MS conditions included fragmentor: 150 V, capillary voltage:
−3500 V, and collision energy: 20 V. Negative mass tune was performed with standard mix
G1969-85000 (Agilent Technologies, Santa Clara, CA, USA).

The data acquisition system software was Agilent MassHunter v. B.02.00. Data
processing was performed with Agilent MassHunter Qualitative and Quantitative software
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v. B.07.00. Absolute stilbene contents were obtained thanks to external calibration curves
prepared with pure standards. Histograms and kinetics representation were drawn using
prism 8 (v. 8.2.1). Error bars on histograms represent the standard error of the mean [45].

Stilbene quantification was performed according to the quantity of each specific
stilbene used at the beginning of the experiments (T0). Stilbene concentrations at time X
(Tx) were obtained by external calibration and reported as percentage of stilbene content
at T0.

Concerning the piceid metabolization, the percentage of remaining piceid and the per-
centage of each metabolization products formed were calculated according to the following
formulas, respectively: [piceid]Tx

[piceidT0
× 100 and [MPy ]TX

[piceid]T0×MW(MPy)/(2×390) × 100, where [piceid]Tx

and [MPy]Tx designed respectively the concentration of piceid metabolization product y at
Tx obtained thanks to the external calibration, and MW(MPy) corresponds to the molecular
weight of metabolization product y. The same corresponding formulas were used in the case
of resveratrol metabolization

(
[resveratrol]Tx
[resveratrol]T0

× 100 and [MPy ]TX
[resveratrol]T0×MW(MPY)/(2×228) × 100

)
and piceatannol metabolization

(
[piceatannol]Tx
[piceatannol]T0

× 100
)

.

3. Results
3.1. Extracellular Laccase and Mn Peroxidase Activities of N. parvum and D. seriata

It is well assumed that lignin degradation is achieved by synergistic enzyme activities
such as lignin peroxidases, laccases, and manganese peroxidases. These activities could
also be involved in stilbene degradation. In addition, we already reported that laccase and
Mn peroxidase activities could be measured in extracellular protein extracts of N. parvum
and D. seriata [41].

Since the extracellular enzyme activities could vary between fungal culture batches,
we first checked the extracellular wood-degrading enzyme activities of the extracts used
in this study (Figure S1). As previously described, we observed that laccase activity was
enhanced by the addition of grapevine sawdust for both fungi. However, laccase activity
was significantly higher for proteins secreted by D. seriata compared to proteins secreted
by N. parvum (Figure S1a). As observed for laccase activity, Mn peroxidase activity was
significantly higher for proteins secreted by D. seriata and mostly when cultivated with
grapevine sawdust. In contrast to laccase activity, the addition of grapevine sawdust had
no effect on Mn peroxidase activity for N. parvum (Figure S1b). These results are consistent
with those from Stempien et al. and show that the enzymatic extracts could be used for
further study of stilbene metabolization [41].

3.2. N. parvum and D. seriata Extracellular Protein Content Investigation

In order to understand how N. parvum and D. seriata bypass the stilbene’s plant defense
metabolism, proteomic analysis was conducted on extracellular proteins of fungi cultivated
with or without grapevine sawdust. In total for N. parvum common across two replicates,
we putatively annotated 231 secreted proteins divided into eight enzymatic classes such
as hydrolases, isomerases, ligases, lyases, oxidoreductases, transferases, non-enzymatic
proteins, and uncharacterized proteins. Among them, 131 identical proteins were found
in both culture media, 100 were specifically secreted in malt medium, and 10 were only
identified in malt medium supplemented with wood (Figure 1, Table S1).

The target classes of enzymes identified were hydrolases, isomerases, lyases, oxidore-
ductases, transferases, non-enzymatic proteins, and uncharacterized (Figure 2a, Table S2).
When N. parvum was cultivated with grapevine sawdust, the major protein family was
hydrolases (74%) followed by oxidoreductases (9%) (Figure 2b). We observed a similar com-
position of extracellular enzymes with a higher proportion of hydrolases when N. parvum
was cultivated with grapevine sawdust (74% with sawdust and 65% without) (Figure 2,
Table S2).
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Figure 1. Venn diagram of N. parvum secreted proteins in malt medium (green) and in malt medium
supplemented with grapevine sawdust (blue) adapted from [48]. Secreted proteins were extracted
from two replicates.

8 

65 

• Hydrolases CJ lsomerases Lyases • Oxidoreductases CJ Transferases CJ Non enzymatic proteins • Uncharacterized • Ligases 

a b

Figure 2. Classification of secreted protein based on molecular functions of N. parvum cultivated without (a) or with
grapevine sawdust (b). The numbers are expressed in percentage of total proteins in each condition.

Among all the proteins, only two fungal proteins were identified in both culture
media, one was specifically secreted in malt media, and 24 were specific to culture in malt
medium supplemented with wood (Figure 3, Table S3).

Concerning D. seriata, the target classes of enzymes identified were hydrolases, lig-
ases, oxidoreductases, transferases, non-enzymatic proteins, and uncharacterized proteins
(Figure 4, Table S4). When D. seriata was cultivated with grapevine sawdust, the ma-
jor protein family was non-enzymatic proteins (46%) followed by oxidoreductases (23%)
(Figure 4a, Table S4). The presence of oxidoreductases (23%) and ligases (4%) was only
observed when D. seriata was cultivated with grapevine sawdust (Figure 4b, Table S4).
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Figure 3. Venn diagram of D. seriata secreted proteins in malt medium (green) and in malt medium
supplemented with grapevine sawdust (blue) adapted from [48]. Secreted proteins were extracted
from three replicates.

a b

Figure 4. Classification of secreted protein based on molecular functions of D. seriata cultivated without (a) or with grapevine
sawdust (b). The numbers are expressed in percentage of total proteins in each condition.

3.3. Kinetics of Stilbene Metabolization by Botryosphaeriaceae

In a previous study, we showed that Botryosphaeriaceae fungi are able to metabolize stil-
benes, especially resveratrol [41]. However, metabolization products were not characterized. In
this study, we analyzed precisely stilbene becoming in the presence of Botryosphaeriaceae extra-
cellular proteins (from N. parvum and D. seriata). We focused our experiments on monomeric
stilbenes and monitored the kinetics of each stilbene metabolization by LC-MS analysis.

First of all, preliminary experiments of kinetic monitoring with trans-resveratrol and
extracellular proteins of N. parvum obtained from a fungal culture without grapevine saw-
dust did not show any metabolization reaction up to 24 h (data not shown). In contrast,
the same monitoring with the same protein concentration obtained from a culture with
grapevine sawdust showed a production of metabolization products from the first hour of
contact. We also noticed that the amount of metabolization products formed was propor-
tional to the quantity of proteins brought in the reaction. Therefore, the further experiments
were carried out with stilbenes in the presence of extracellular proteins obtained from a
fungal culture supplemented with vine sawdust. Kinetics were realized with total proteins



J. Fungi 2021, 7, 568 11 of 24

at 1 mg/mL for N. parvum and 200 µg/mL for D. seriata. We used two distinct concentra-
tions, since we expected a higher enzymatic activity for D. seriata proteins, as shown by
Stempien et al. [41]. The kinetic monitoring was performed over 10.5 h for D. seriata and
50 h for N. parvum.

The kinetics of resveratrol metabolization showed that the extracellular proteins of
D. seriata were able to rapidly and efficiently metabolize trans-resveratrol compared to
N. parvum (Figure 5a,b). Half (50%) of trans-resveratrol was metabolized between 0.75
and 1.45 h for D. seriata. The metabolization of trans-resveratrol was correlated with the
increase in trans-δ-viniferin and pallidol contents. After 10.5 h, only 1% of trans-resveratrol
was detected for 4% of pallidol and 43% of trans-δ-viniferin (Figure 5a). For N. parvum,
we observed the same trans-resveratrol metabolization products but with a slower rate.
Indeed, more than 50% of trans-resveratrol has been metabolized after 3.55 h. At the end of
the experiment (46.95 h), we were able to detect 11% of trans-resveratrol, 3% of pallidol,
and 13% of trans-δ-viniferin (Figure 5b).

Figure 5. Kinetics of trans-resveratrol (5 µg/mL) metabolization in sodium acetate buffer by total
extracellular protein extract from (a) D. seriata (200 µg/mL) and (b) N. parvum (1 mg/mL). Evolution
of trans-resveratrol quantity is represented by square dots, trans-δ-viniferin is represented by circle
dots, and pallidol is represented by triangle dots. Error bars represent the standard error of the mean
(SEM). Mean and SEM were calculated with three biological replicates each comprising two technical
replicates (n = 6).

Concerning the LC-MS monitoring of trans-resveratrol (m_19) metabolization, we
observed for both fungi the formation of trans-resveratrol dimers (Figure 6 and Table S5):
two dimers of mass 454.14 (trans-δ-viniferin (m_21) and pallidol (m_11)) and five dimers
m/z 472.15 (a mixture of leachianol F and G (m_5 and m_4) and three other dimers (m_12,
m_13, and m_18)). These latter dimers consist of putative resveratrol dimers C28H24O7 that
could correspond to restrytisol A and B and tricuspidatol A. We also observed one dimer
m/z 486.17 (m_15), which consists of a C29H26O7 compound and is putatively identified
as a methoxylated resveratrol dimer. In addition to these compounds, trans-resveratrol
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metabolization by N. parvum led to the formation of four additional compounds: one
compound m/z 244.07 (m_1), two compounds m/z 244.18 (m_3 and m_8), one compound
m/z 232 (m_2), and one m/z 472.15 (m_7) (Figure 6, Table S5).

Figure 6. Schematic oxidative dimerization of trans-resveratrol by fungal extracellular proteins from (a) D. seriata and
(b) N. parvum.

Putative compounds and leachianol F/G were not quantified because they could not
be purified or obtained with sufficient purity, so only areas of these compounds were
reported (Figure 7). We observed an increase in the relative abundance (areas) of these
compounds concomitant to the decrease in trans-resveratrol content (Figure 7). For both
fungi, the main unknown compounds formed after resveratrol metabolization are dimers
m_4/5 and m_12/13. For D. seriata at the end of the analysis, we observed more compounds
m_12/13 (area = 165,621) than m_4/5 (area = 142,250). The inverse observation was made
for N. parvum that was able to synthesize more diverse resveratrol metabolization products,
especially m_7 dimer, which was specific of this fungus. Other minor compounds were
also specific to N. parvum proteins (m_1, m_8, m_3, and m_2).

In addition, we observed that the extracellular proteins of N. parvum and D. seriata were
able to efficiently metabolize trans-piceid. For D. seriata, complete metabolization of trans-
piceid occurred within 0.75 h. Trans-piceid was first deglycosylated in trans-resveratrol,
which represented 58% of the total metabolization mixture of trans-piceid. Shortly after
resveratrol formation, we could observe the apparition of trans-δ-viniferin representing 16%
of the compounds. It is likely that piceid is first deglycosylated in resveratrol, which in turn
is oxidized to trans-δ-viniferin by extracellular proteins. After 1.45 h, the metabolization
of 50% of trans-resveratrol was observed. After 10.5 h, only 1% of trans-resveratrol was
detected for 3% of pallidol and 39% of trans-δ-viniferin (Figure 8a). The metabolization
of trans-piceid was also performed for N. parvum but with a slower rate. The complete
trans-piceid deglycosylation took place during the same time, i.e., 0.75 h. At that point, we
observed 69% of trans-resveratrol even though the maximum (72%) was reached 0.7 h later.
At the end of the experiment (49.75 h), we were able to detect 11% of trans-resveratrol, 10%
of trans-δ-viniferin, and 2% of pallidol (Figure 8b).
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Figure 7. Putative metabolization products obtained during kinetic monitoring of trans-resveratrol
(5 µg/mL) metabolization in sodium acetate buffer by total extracellular protein extract from
(a) D. seriata (200 µg/mL) and (b) N. parvum (1 mg/mL). The mean was calculated over three
biological replicates, each comprising two technical replicates (n = 6).

Concerning trans-piceid (m_10) metabolization, we observed in a first step its deglyco-
sylation leading to the formation of trans-resveratrol. Before the complete disappearance of
trans-piceid, dimer compounds started to be produced. These compounds are the same
as those formed during trans-resveratrol metabolization and with the same distribution
profile (Figure 9 and Figure S2). Regarding the relative abundance of compounds detected
but not quantified, we observed after trans-resveratrol metabolization similar increases
of these same compounds (Figure S2). Production of the dimers m_4/m_5, m_12/m_13,
m_15, and m_18 appears to be more abundant in N. parvum compared to D. seriata, as
already observed for trans-resveratrol metabolization.
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Figure 8. Kinetics of trans-piceid (5 µg/mL) metabolization in sodium acetate buffer by total extra-
cellular protein extract from (a) D. seriata (200 µg/mL) and (b) N. parvum (1 mg/mL). Evolution
of trans-piceid contents is represented by star dots, trans-resveratrol is represented by square dots,
trans-δ-viniferin is represented by circle dots, and pallidol is represented by triangle dots. Error bars
represent the standard error of the mean (SEM). Mean and SEM were calculated over three biological
replicates each comprising two technical replicates (n = 6).

Figure 9. Schematic metabolization of trans-piceid by fungal extracellular proteins from (a) D. seriata and (b) N. parvum.

Concerning trans-piceatannol, we observed that both extracellular proteins of D. seriata
and N. parvum were able to metabolize this compound. The complete metabolization of
trans-piceatannol by D. seriata was achieved in 10.5 h, while the full metabolization by
N. parvum occurred in only 4.95 h (Figure 10a,b).
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Figure 10. Kinetics of trans-piceatannol (5 µg/mL) metabolization in sodium acetate buffer by total
extracellular protein extract isolated from (a) D. seriata (200 µg/mL) and (b) N. parvum (1 mg/mL).
Evolution of trans-piceatannol contents is represented by diamond dots. Error bars represent standard
error of the mean (SEM). Mean and SEM were calculated over three biological replicates, each
comprising two technical replicates (n = 6).

In the case of trans-piceatannol (m_14) metabolization, we noticed a different profile
of metabolites between the two fungal species (Figure 11). For both fungi, we observed
a production of trans-piceatannol dimers (m_20 (mass 486.13) and m_23 (484.12)). In
addition, for D. seriata, we observed the formation of an additional dimer 486.13 (m_17),
which was not present for N. parvum. Moreover, with N. parvum proteins, we detected the
formation of several specific compounds: two compounds of mass 232.13 (m_2 and m_22),
two compounds of mass 232.07 (m_9 and m_16), and three compounds of mass 244.18
(m_3, m_6, and m_8) (Figure 11 and Table S5). According to the mib-polyphenol database
(PRD: Stilbenes, Viniferin, Resveratrol and derivatives, PRDb-ISVV) and based on the
detected masses, the dimeric form m_23 (mass 484.12) might be cassigarol D or cassigarol
G. According to the same database, dimeric compounds m/z 486 might be jezonodione,
cararosinol D, cassigarol E, longusol C, maackin, maackin A, tibeticanol, scirpusin B (cis
or trans), or gneafricanin C. We performed MS/MS analysis and dimer m_20 recorded for
both fungi could be assigned to cassigarol E (Table S5).

For the non-quantified metabolites (Figure 12), we observed for D. seriata a transient
increase of these compounds followed by a rapid metabolization. For the compound m_23,
we observed a maximum area at 4.25 h, this compound decreasing thereafter. Compound
m_20 was detected from the beginning of the experiment. We observed a maximum area at
0.75 h for m_17 and 1.45 h for m_20. For piceatannol metabolization with N. parvum pro-
teins, we also detected compounds m_20 and m_23. The formation of these two compounds
was also transient. In addition, we also observed the specific formation of compounds
m_2, m_3, and m_8, which were already detected after resveratrol metabolization by
N. parvum. These three compounds increased during the whole kinetic monitoring and
were still detected at the end of the experiment. Compound m_6 followed the same trend.
Regarding the compounds m_9 and m_16, we observed their formation followed by a



J. Fungi 2021, 7, 568 16 of 24

decrease. Concerning compound m_22, it was present from the start of the analysis and
varied very slightly with a decreasing trend.

Figure 11. Schematic metabolization of trans-piceatannol by fungal extracellular proteins
from (a) D. seriata and (b) N. parvum.

Finally, we investigated trans-δ-viniferin metabolization by D. seriata and N. parvum
extracellular proteins. The experiment was performed over 14 days, and there was no vari-
ation in trans-δ-viniferin content in control experiment (without protein). In the presence of
proteins, we observed a more important decrease in trans-δ-viniferin during experiments
with D. seriata (about 50% of control) compared to N. parvum proteins (>20%), but no
metabolization products were detected (data not shown).

3.4. Kinetics of Stilbene Metabolization by Commercial Products

In order to precisely identify the enzymes responsible for stilbene metabolization, we
tested the activity of different commercial enzymes in the presence of trans-resveratrol. To
test the laccase activity, we used a laccase mixture from Aspergillus, and for the manganese
peroxidase activity, we used a horseradish peroxidase (HRP). We performed the same
kinetic monitoring analysis as for Botryosphaeriaceae proteins.

As shown in Figure 13, we could detect the formation of the same resveratrol dimers
with the commercial laccase mixture from Aspergillus and with the total extracellular
proteins from D. seriata and N. parvum. With commercial laccase, the stilbene profile was
thus very similar to the one obtained after resveratrol metabolization with N. parvum
and D. seriata proteins. In the case of resveratrol metabolization by HRP, it appears that
compound m/z 486.17 (m_15) is not produced, and the pallidol proportion is lower (zoom
on Figure 13). These results indicate that the metabolization recorded from the extracellular
protein mixture of Botryosphaeriaceae might be initiated and realized by laccases. We also
observed additional peaks for N. parvum total extracellular proteins compared to those
present with laccases, HRP, or D. seriata extracellular proteins. This suggests that the
recorded metabolization could be due to other enzymatic activities.

In parallel, we performed additional tests in the presence or absence of H2O2 to
confirm a predominant laccase activity in the extracellular protein extract of the two
Botryosphaeriaceae. No metabolization of trans-resveratrol was recorded when we used HRP
without H2O2, attesting the necessity of this substrate for the peroxidase activity (data not
shown). On the other hand, when H2O2 was added with laccases from Aspergillus, no more
metabolization products were formed (data not shown). This experiment was also carried
out with extracellular proteins of D. seriata and led to the same result (data not shown).
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Figure 12. Unknown/Putative metabolization products observed during kinetic monitoring of trans-piceatannol (5 µg/mL)
metabolization in sodium acetate buffer by total extracellular protein extract from (a) D. seriata (200 µg/mL) and
(b) N. parvum (1 mg/mL). Mean was calculated over three biological replicates each comprising two technical replicates
(n = 6).
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Figure 13. Extracted Ion Chromatogram (EIC) obtained during resveratrol metabolization (5 µg/mL) after 4.25 h by
(a) D. seriata extracellular proteins (200 µg/mL), (b) N. parvum (1 mg/mL), (c) Aspergillus laccases diluted at 1/100 from
a commercial solution (10 LAMU/g, LAMU: quantity of enzyme oxidizing 1 micromole of syringaldazine per minute at
pH 7.5 and 30 ◦C), (d) HRP (0.01 mg/mL) + 5 µL H2O2. A zoom on m_12/m_13 and m_11 is presented on the left side of
each chromatogram. The corresponding ion of pallidol (m_11) is highlighted in blue and that of m_12/m_13 is highlighted
in green.

4. Discussion

In this study, we investigated the diversity of secreted proteins and extracellular
enzyme activities involved in wood degradation and stilbene metabolization for N. parvum
and D. seriata, which are two major fungi associated with Botryosphaeria dieback. To this
aim, we studied their secreted proteins, their laccase and manganese peroxidase activities,
as well as their ability to metabolize trans-resveratrol, trans-piceid, trans-piceatannol, and
trans-δ-viniferin.

Concerning the activity of wood-degrading enzymes (laccases and manganese per-
oxidases), it is remarkable that the laccase activity of D. seriata is 6.5 times higher than
that of N. parvum. For both fungi, we show that the addition of wood into the culture
media triggered an increase in laccase activity. Even though the addition of wood induced
laccase activity in N. parvum, it did not reach the level of the activity observed for D. seriata.
Our study also shows that D. seriata is characterized by a manganese peroxidase activity
10 times higher than the one observed for N. parvum in the presence of wood. It is also
interesting to note that the basal activity level of manganese peroxidase for both fungi in
the absence of wood is very similar. Moreover, in contrast to D. seriata, the addition of
wood did not enhance secreted peroxidase activity for N. parvum. Our results are consistent
with those of Stempien et al., showing that D. seriata has stronger extracellular laccase and
manganese peroxidase activities than N. parvum [41].

Regarding the analysis of proteins secreted by the two fungi, our study revealed that
N. parvum secreted significantly more proteins than D. seriata. Indeed, whereas 231 different
proteins were detected in the extracellular medium of N. parvum, only three were detected
for D. seriata in the absence of wood supply. After wood addition, 141 proteins were
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detected for N. parvum and 29 were detected for D. seriata. These results are in agreement
with the results observed by Bénard-Gellon et al. showing that N. parvum produced a higher
quantity of total extracellular proteins compared to D. seriata [22]. In addition, Nagel et al.
has shown a higher number of secreted proteins (CAZymes) in N. parvum compared to
D. seriata through a genomic analysis of 26 Botryosphaeriaceae [52]. Our proteomic study also
showed that in contrast to D. seriata, the addition of wood did not significantly enhance the
number of secreted proteins for N. parvum. The majority of secreted enzymes of N. parvum
were hydrolases, which represented 65% and 74% of the total proteins detected without
and with grapevine sawdust, respectively. It is interesting to emphasize that N. parvum,
which is known to be more aggressive than D. seriata, is characterized in the same volume
by a higher amount and diversity of secreted proteins, especially hydrolases (including
glycosidases) and oxidoreductases (including laccases and peroxidases) that are likely
involved in cell wall and lignin degradation. In contrast, even if a lower production of
secreted proteins was observed for D. seriata, the addition of grapevine wood significantly
enhanced the extracellular protein production (three without wood powder compared to 29
with wood powder). This increase especially concerned proteins from the oxidoreductase
class, which were only detected in the presence of grapevine wood. In this way, the profile
of the secreted enzymes of D. seriata is consistent with the high inducibility of laccase
and peroxidase activities by wood. In the presence of grapevine wood, a high number of
secreted proteins also belong to the non-enzymatic proteins class for D. seriata.

Our proteomic study is consistent with previous work using genomic and transcrip-
tomics studies to decipher the Botryosphaeriaceae secreted repertoire of virulence factors.
Several studies have found a number of genes encoding secreted hydrolytic enzymes in
the genome of Botryosphaeriaceae, including N. parvum and D. seriata [29,53,54]. Moreover,
Quieroz and Santana proposed that fungi with a double cycle of life (latent and pathogenic)
possess a large number of CAZymes involved in wood decay through the degradation
of cellulose, hemicellulose, and pectin [53]. Morales-Cruz et al. also identified potential
virulence factors in the genome of several fungi associated with GTDs. They showed an
expansion of genes encoding lignin and cell wall degradation enzymes, as well as enzymes
involved in toxin synthesis [27]. Similarly, Nagel et al. found that Botryosphaeriaceae had
gene expansions of CAZymes, which are major constituents of the secretome. These ge-
nomic studies are in accordance with our proteomic analysis showing that most of the
secreted Botryosphaeriaceae proteins belong to the hydrolase and oxidoreductase classes.
Accordingly, Stempien et al. showed that N. parvum and D. seriata were able to degrade
parietal polysaccharides via cellulase and hemicellulase activities. In addition, N. parvum
has stronger cellulase and hemicellulase activities than D. seriata. This result is consistent
with the higher number of hydrolases we found in secreted proteins of N. parvum compared
to D. seriata.

In a recent study, Massonnet et al. (2018) reported that the change in growth substrate
triggers major transcriptional reprogramming of virulence-associated genes in N. parvum.
Indeed, when grapevine wood was added as a carbon source, a number of genes were
upregulated compared to culture on PDA medium [54]. These differentially expressed
genes were putative CAZymes, oxidoreductases, ligninases, and a large set of transporter
genes. These results can be explained by the repression of genes encoding cell wall-
degrading enzymes in filamentous fungi when preferred carbon sources (e.g., glucose) are
present. Surprisingly, whereas wood supply enhanced the laccase activity in both N. parvum
and D. seriata, and peroxidase activity in D. seriata, we did not detect a higher number
of secreted hydrolases or oxidoreductases for N. parvum after wood supply. This result
could be explained by the fact that we used an already rich medium (malt) supplemented
with wood. In contrast, wood supply clearly enhanced the number of secreted proteins,
especially oxidases in D. seriata.

Importantly, our work reveals that secreted Botryosphaeriaceae proteins produced after
grapevine wood addition are able to rapidly metabolize the grapevine phytoalexin stilbenes.
We show that trans-piceid was metabolized to resveratrol by a first deglycosylation step.
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Several authors have shown the bio-transformation of trans-piceid (also named polydatin)
into trans-resveratrol by isolated enzymes (piceid-O-β-D-glucosidase) or whole microor-
ganisms (Aspergillus niger alone or in addition with Saccharomyces cerevisiae) [55–57]. In our
study, trans-resveratrol used directly or after trans-piceid deglycosylation is metabolized
by oxidative dimerization and leads to different types of dimeric forms, the most abundant
being trans-δ-viniferin, leachianol F/G, and the mixture of dimeric forms. For the same
compounds, the increase appears to be lower in N. parvum compared to D. seriata. This
can be explained by the fact that we observed a very low amount of trans-resveratrol
at the end of the analysis (1%) for D. seriata, while we still observed 11% of the remain-
ing trans-resveratrol for N. parvum. Overall, both trans-resveratrol metabolization and
synthesis of biotransformation products appears to be faster in D. seriata compared to
N. parvum. When we tested trans-resveratrol metabolization by commercial laccase or
D. seriata proteins in the presence of H2O2, we did not observe any resveratrol transforma-
tion (data not shown). This suggests a possible inhibition of laccase by H2O2. Milton et al.
indeed showed that the presence of H2O2 produced by glucose oxidase could inhibit the
laccase activities [58]. Furthermore, no metabolization of trans-resveratrol was recorded
when we used commercial HRP without H2O2, attesting the necessity of this substrate
for the peroxidase activity. Since our studies were conducted in the absence of H2O2,
stilbene metabolization is likely to be realized by fungal laccases. This is consistent with
laccase activities in our experiments as well as with the high number of oxidases found
among secreted Botryosphaeriaceae proteins and with the literature data for other fungi.
Indeed, Cichewicz et al. has shown the dimerization of trans-resveratrol by Botrytis cinerea
(B. cinerea) leading to leachianol F, restrytisols A, B, and C, pallidol, and trans-δ-viniferin
production [59]. trans-δ-viniferin was also reported as a metabolization product of trans-
resveratrol by B. cinerea by Breuil et al. [60]. Moreover, Pezet reported that trans-resveratrol
dimerization was attributed to laccase-like oxidase secreted by fungi [61]. Beneveneti
et al. also reported the oligomerization of phenolic compounds by purified laccases of
Trametes versicolor, which is a white rot fungus [62], notably the transformation of trans-
resveratrol into trans-δ-viniferin. Recently, using the secretome of B. cinerea, Gindro et al.
have demonstrated the dimerization of trans-resveratrol into several compounds such as
leachianol F/G, restrytisol B, trans/cis-δ-viniferin, and 3β-(3′,5′-dihydroxyohenyl)-2α-(4”-
hydroxyphenyl)dihydrobenzofuran-5-carbaldehyde [63].

In contrast to resveratrol, the metabolization of trans-piceatannol was faster with
extracellular proteins from N. parvum than with proteins from D. seriata. To our knowledge,
it is the first report of piceatannol metabolization by microorganisms or fungi extracellular
enzymes. During the metabolization of piceatannol, we observed different profiles between
the two fungi. Nevertheless, we observed two identical dimers (m_20 and m_23) produced
by N. parvum and D. seriata enzymes. Finally, we noted dimers (m_1, m_3, and m_8) already
found during the metabolization of resveratrol by N. parvum. Overall, a higher diversity of
resveratrol and piceatannol metabolization products was found with enzymes of N. parvum
compared to D. seriata. This could be related to a higher number and diversity of secreted
proteins for this fungus, especially oxidases.

Several studies have reported an increase in the dimeric forms of stilbenes in organs
of vines affected by trunk diseases. Stempien et al. showed an accumulation of trans-
δ-viniferin after the treatment of suspension cells of V. vinifera cv. Gewurztraminer and
V. rupestris with extracellular enzymes of Botryosphaeriaceae (N. parvum Bt67 and Bourgogne
S-116 and D. seriata) [40]. Labois et al. also reported an increase in several dimeric forms
including trans-δ-viniferin and pallidol in detached canes 7 days after inoculation with
N. parvum Bt67. In addition, these authors showed an increase in the amount of trans-
resveratrol and trans-piceatannol at 3 days after inoculation followed by a decrease at
7 days, which could be the result of the metabolization of these compounds into dimeric
forms [38]. On the other hand, Calzarano et al. showed in grapevine leaves infected
by grapevine leaf stripe disease that trans-resveratrol was the most abundant stilbene,
and its dimerization was only partial. It is known that fungi involved in GTDs were not
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present in the leaves, so the higher resveratrol metabolization recorded in infected wood,
compared to leaves, might be the result of plant response to the presence of fungi [34].
Nevertheless, according to Labois et al., we can hypothesize that the formation of dimers
(such as pallidol, trans-δ-viniferin, leachianol F/G, and restritysol A) is achieved by the
plant or by the fungus and that the other detected dimers found in the wood are exclusively
from plant origin. Surprisingly, N. parvum, which is considered to be more aggressive than
D. seriata [43,64], seems to have a slower ability to metabolize trans-resveratrol but a higher
metabolization of trans-piceatannol. We could think that the detoxification of vine stilbenes
by pathogens would be an avoidance mechanism to metabolize resveratrol into less toxic
molecules. Since resveratrol is mainly transformed into δ-viniferin, this hypothesis is in
contradiction with the fungistatic activity of this metabolite, which is significantly higher to
that of trans-resveratrol [65]. Indeed, Khattab et al. recently showed a positive correlation
between the rate and magnitude of resveratrol and trans-δ-viniferin accumulation and the
resistance of different Vitis vinifera subsp. sylvestris accessions to Botryosphaeriaceae [65]. In
our experiments, we did not observe trans-δ-viniferin metabolization by Botryosphaeriaceae
extracellular proteins. It is possible that the metabolization of trans-δ-viniferin involves an
internalization process and is realized by intracellular enzymes that we were not able to
test here.

5. Conclusions

In conclusion, this is the first study to investigate the capacity and efficiency of stilbene
metabolization by the extracellular enzymes of D. seriata. and N. parvum. The metaboliza-
tion kinetics of stilbenes are faster with D. seriata and seem to be correlated with measured
laccase activity and the higher proportion of secreted enzymes with oxidoreductase activity.
To date, studies on resveratrol oligomers suggest that most of them would be endogenously
produced in planta, although some may be formed via pathogenic fungal oxidases. Further
analysis is needed to find out if resveratrol oligomerization is part of a fungal detoxification
process or if it is part of an advanced plant beneficial defense mechanism using the cellular
machinery of pathogens for their own benefit to eradicate them.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/jof7070568/s1, Figure S1: Enzymatic activities: (a) Laccase activity, (b) Manganese peroxi-
dase activity) measured for total secreted proteins (2 mg/mL) from N. parvum (black) and D. seriata
(light gray). Protein extracts were isolated from culture filtrates of fungi grown in malt medium
(Malt) and malt medium supplemented with grapevine wood (Malt + Wood). Activity is expressed
in nmol/h/mg of protein. Means with * (p < 0.05), ** (p < 0.005), and *** (p < 0.0001) are significantly
different (Wilcoxon test). Error bars represent standard error of the mean (SEM). Mean and SEM
were calculated with three biological replicates each comprising two technical replicates (n = 6). Fig-
ure S2: Extract Ion Chromatograms (EICs) obtained from piceid metabolization by (a) D. seriata and
(b) N. parvum extracellular proteins at different time points, Figure S3: Extract Ion Chromatograms
(EICs) obtained from piceatannol metabolization by (a) D. seriata and (b) N. parvum extracellular
proteins at different time points, Figure S4: Putative metabolization products obtained during kinetic
monitoring of trans-piceid (5 µg/mL) metabolization in sodium acetate buffer by total extracellular
protein extract from (a) D. seriata (200 µg/mL) and (b) N. parvum (1 mg/mL). Mean was calculated
over three biological replicates, each comprising two technical replicates (N = 6), Table S1: N. parvum
secreted proteins found according to the culture medium (malt, malt with wood, and both), Table S2:
D. seriata secreted proteins found according to the culture medium (malt, malt with wood, and both),
Table S3: List of N. parvum secreted proteins according to the culture medium, Table S4: List of
D. seriata secreted proteins according to the culture medium, Table S5: List of compounds detected
during trans-piceid, trans-resveratrol, and trans-piceatannol metabolization. a indicated metabolites
with confirmed identification by standard, b indicated putative annotation by MS/MS and UV and
c indicates non-characterized metabolites.
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symptoms and fungal pathogens associated with grapevine trunk diseases in Czech vineyards: First example from a north-eastern
European grape-growing region. Phytopathol. Mediterr. 2018, 57, 449–458. [CrossRef]

2. Hofstetter, V.; Buyck, B.; Croll, D.; Viret, O.; Couloux, A.; Gindro, K. What if esca disease of grapevine were not a fungal disease?
Fungal Divers. 2012, 54, 51–67. [CrossRef]

3. Calzarano, F.; Di Marco, S. Further Evidence That Calcium, Magnesium and Seaweed Mixtures Reduce Grapevine Leaf Stripe
Symptoms and Increase Grape Yields. Phytopathol. Mediterr. 2018, 57, 459–471. [CrossRef]

4. Úrbez-Torres, J.R. The Status of Botryosphaeriaceae Species Infecting Grapevines. Phytopathol. Mediterr. 2011, 50, 5–45. [CrossRef]
5. Ahimera, N.; Driever, G.F.; Michailides, T.J. Relationships Among Propagule Numbers of Botryosphaeria dothidea, Latent

Infections, and Severity of Panicle and Shoot Blight in Pistachio Orchards. Plant Dis. 2003, 87, 846–853. [CrossRef] [PubMed]
6. Larignon, P.; Fulchic, R.; Cere, L.; Dubos, B. Observation on Black Dead Arm in French Vineyards. Phytopathol. Mediterr. 2001, 40,

336–342. [CrossRef]
7. Fischer, M. Biodiversity and Geographic Distribution of Basidiomycetes Causing Esca-Associated White Rot in Grapevine: A

Worldwide Perspective. Phytopathol. Mediterr. 2006, 45, 30–42. [CrossRef]
8. Hallenn, F.; Fourie, P.H.; Crous, P.W. A Review of Black Foot Disease of Grapevine. Phytopathol. Mediterr. 2006, 45, 55–67.

[CrossRef]
9. Niekerk, J.M.; Fourie, P.H.; Hallenn, F.; Crous, P. Botryosphaeria spp. as Grapevine Trunk Disease Pathogens. Phytopathol. Mediterr.

2006, 45, 43–54. [CrossRef]
10. Larignon, P. Maladies Cryptogamiques Du Bois de La Vigne: Symptomatologie et Agents Pathogènes. Available online:

http://www.vignevin.com (accessed on 1 December 2020).
11. Mugnai, L.; Graniti, A.; Surico, G. Esca (Black Measles) and Brown Wood-Streaking: Two Old and Elusive Diseases of Grapevines.

Plant Dis. 1999, 83, 404–418. [CrossRef]
12. Bertsch, C.; Ramírez-Suero, M.; Magninrobert, M.; Larignon, P.; Chong, J.; Mansour, E.A.; Spagnolo, A.; Clément, C.; Fontaine, F.

Grapevine trunk diseases: Complex and still poorly understood. Plant Pathol. 2012, 62, 243–265. [CrossRef]
13. Mondello, V.; Songy, A.; Battiston, E.; Pinto, C.; Coppin, C.; Trotel-Aziz, P.; Clément, C.; Mugnai, L.; Fontaine, F. Grapevine

Trunk Diseases: A Review of Fifteen Years of Trials for Their Control with Chemicals and Biocontrol Agents. Plant Dis. 2018, 102,
1189–1217. [CrossRef] [PubMed]

14. Tabacchi, R.; Fkyerat, A.; Poliart, C.; Dubin, G.-M. Phytotoxins from Fungi of Esca of Grapevine. Phytopathol. Mediterr. 2000, 39,
151–161. [CrossRef]

15. Amborabé, B.-E.; Fleurat-Lessard, P.; Bonmort, J.; Roustan, J.-P.; Roblin, G. Effects of eutypine, a toxin from Eutypa lata, on
plant cell plasma membrane: Possible subsequent implication in disease development. Plant Physiol. Biochem. 2001, 39, 51–58.
[CrossRef]

16. Andolfi, A.; Mugnai, L.; Luque, J.; Surico, G.; Cimmino, A.; Evidente, A. Phytotoxins Produced by Fungi Associated with
Grapevine Trunk Diseases. Toxins 2011, 3, 1569–1605. [CrossRef] [PubMed]

17. Renaud, J.-M.; Tsoupras, G.; Tabacchi, R. Biologically Active Natural Acetylenic Compounds from Eutypa lata (Pers: F.) TUL.
Helvetica Chim. Acta 1989, 72, 929–932. [CrossRef]

18. Evidente, A.; Sparapano, L.; Andolfi, A.; Bruno, G. Two Naphthalenone Pentaketides from Liquid Cultures of Phaeoacremo-nium
Aleophilum, a Fungus Associated with Esca of Grapevine. Phytopathol. Mediterranea. 2000, 39, 162–168.

19. Bruno, G.L.; Sparapano, L. Effects of three esca-associated fungi on Vitis vinifera L.: V. Changes in the chemical and biological
profile of xylem sap from diseased cv. Sangiovese vines. Physiol. Mol. Plant Pathol. 2007, 71, 210–229. [CrossRef]

20. Sparapano, L.; Bruno, G.; Graniti, A. Effects on Plants of Metabolites Produced in Culture by Phaeoacremonium Chlamydo-
sporum, P. Aleophilum and Fomitiporia Punctata. Phytopathol. Mediterr. 2000, 39, 169–177. [CrossRef]

21. Masi, M.; Cimmino, A.; Reveglia, P.; Mugnai, L.; Surico, G.; Evidente, A. Advances on Fungal Phytotoxins and Their Role in
Grapevine Trunk Diseases. J. Agric. Food Chem. 2018, 66, 5948–5958. [CrossRef]

http://doi.org/10.14601/Phytopathol_Mediterr-22460
http://doi.org/10.1007/s13225-012-0171-z
http://doi.org/10.14601/Phytopathol_Mediterr-23636
http://doi.org/10.14601/Phytopathol_Mediterr-9316
http://doi.org/10.1094/PDIS.2003.87.7.846
http://www.ncbi.nlm.nih.gov/pubmed/30812897
http://doi.org/10.14601/Phytopathol_Mediterr-1629
http://doi.org/10.14601/Phytopathol_Mediterr-1846
http://doi.org/10.14601/Phytopathol_Mediterr-1845
http://doi.org/10.1400/52260
http://www.vignevin.com
http://doi.org/10.1094/PDIS.1999.83.5.404
http://doi.org/10.1111/j.1365-3059.2012.02674.x
http://doi.org/10.1094/PDIS-08-17-1181-FE
http://www.ncbi.nlm.nih.gov/pubmed/30673583
http://doi.org/10.14601/Phytopathol_Mediterr-1552
http://doi.org/10.1016/S0981-9428(00)01216-X
http://doi.org/10.3390/toxins3121569
http://www.ncbi.nlm.nih.gov/pubmed/22295177
http://doi.org/10.1002/hlca.19890720508
http://doi.org/10.1016/j.pmpp.2008.02.005
http://doi.org/10.14601/Phytopathol_Mediterr-1535
http://doi.org/10.1021/acs.jafc.8b00773


J. Fungi 2021, 7, 568 23 of 24

22. Bénard-Gellon, M.; Farine, S.; Goddard, M.L.; Schmitt, M.; Stempien, E.; Pensec, F.; Laloue, H.; Mazet-Kieffer, F.; Fontaine, F.;
Larignon, P.; et al. Toxicity of extracellular proteins from Diplodia seriata and Neofusicoccum parvum involved in grapevine
Botryosphaeria dieback. Protoplasma 2014, 252, 679–687. [CrossRef]

23. Elghazali, B.; Gas, G. Biodegradation des lignocelluloses de vigne (Vitis vinifera cv. Cabernet Sauvignon) par Eutypa lata (PERS.
FR.) TUL. J. Grapevine Res. 1992, 31, 95–103. [CrossRef]

24. Schmid, C.S.; Wolf, G.A.; Lorenz, D. Production of Extracellular Hydrolytic Enzymes by the Grapevine Dieback Fungus Eutypa
Lata. J. Plant Dis. 1999, 106, 1–11.

25. Rolshausen, P.E.; Greve, L.C.; Labavitch, J.M.; Mahoney, N.E.; Molyneux, R.J.; Gubler, W.D. Pathogenesis of Eutypa lata in
Grapevine: Identification of Virulence Factors and Biochemical Characterization of Cordon Dieback. Phytopathology 2008, 98,
222–229. [CrossRef] [PubMed]

26. Esteves, A.C.; Saraiva, M.; Correia, A.; Alves, A. Botryosphaeriales fungi produce extracellular enzymes with biotechnological
potential. Can. J. Microbiol. 2014, 60, 332–342. [CrossRef] [PubMed]

27. Morales-Cruz, A.; Amrine, K.C.H.; Blanco-Ulate, B.; Lawrence, D.P.; Travadon, R.; Rolshausen, P.E.; Baumgartner, K.; Cantu, D.
Distinctive expansion of gene families associated with plant cell wall degradation, secondary metabolism, and nutrient uptake in
the genomes of grapevine trunk pathogens. BMC Genom. 2015, 16, 1–22. [CrossRef] [PubMed]

28. Langcake, P.; Pryce, R.J. The production of resveratrol by Vitis vinifera and other members of the Vitaceae as a response to
infection or injury. Physiol. Plant Pathol. 1976, 9, 77–86. [CrossRef]

29. Langcake, P.; Cornford, C.; Pryce, R. Identification of pterostilbene as a phytoalexin from Vitis vinifera leaves. Phytochemistry
1979, 18, 1025–1027. [CrossRef]

30. Chong, J.; Poutaraud, A.; Hugueney, P. Metabolism and roles of stilbenes in plants. Plant Sci. 2009, 177, 143–155. [CrossRef]
31. Rivière, C.; Pawlus, A.D.; Mérillon, J.-M. Natural stilbenoids: Distribution in the plant kingdom and chemotaxonomic interest in

Vitaceae. Nat. Prod. Rep. 2012, 29, 1317–1333. [CrossRef]
32. Pezet, R.; Perret, C.; Jean-Denis, J.B.; Tabacchi, R.; Gindro, A.K.; Viret, O. δ-Viniferin, a Resveratrol Dehydrodimer: One of the

Major Stilbenes Synthesized by Stressed Grapevine Leaves. J. Agric. Food Chem. 2003, 51, 5488–5492. [CrossRef] [PubMed]
33. Amalfitano, C.; Evidente, A.; Surico, G.; Tegli, S.; Bertelli, E.; Mugnai, L. Phenols and Stilbene Polyphenols in the Wood of

Esca-Diseased Grapevines. Phytopathol. Mediterr. 2000, 39, 178–183.
34. Calzarano, F.; D’Agostino, V.; Pepe, A.; Osti, F.; Della Pelle, F.; De Rosso, M.; Flamini, R.; Di Marco, S. Patterns of Phytoalexins in

the Grapevine Leaf Stripe Disease (Esca Complex)/Grapevine Pathosystem. Phytopathol. Mediterr. 2016, 55, 410–426. [CrossRef]
35. Martin, N.; Vesentini, D.; Rego, C.; Monteiro, S.; Oliveira, H.; Ferreira, R.B. Phaeomoniella Chlamydospora Infection Induces

Changes in Phenolic Compounds Content in Vitis Vinifera. Phytopathol. Mediterr. 2009, 48, 101–116. [CrossRef]
36. Felgueiras, M.L.; Lima, M.R.M.; Dias, A.C.P.; Gil, A.M.; Graça, G.; Rodrigues, J.E.A.; Barros, A. NMR Metabolomics of Esca

Disease-Affected Vitis Vinifera Cv. Alvarinho Leaves. J. Exp. Bot. 2010, 61, 4033–4042. [CrossRef]
37. Amalfitano, C.; Agrelli, D.; Arrigo, A.; Mugnai, L.; Surico, G.; Evidente, A. Stilbene polyphenols in the brown red wood of Vitis

vinifera cv. Sangiovese affected by “esca proper”. Phytopathol. Mediterr. 2011, 50, 224–235. [CrossRef]
38. Labois, C.; Wilhelm, K.; Laloue, H.; Tarnus, C.; Bertsch, C.; Goddard, M.-L.; Chong, J. Wood Metabolomic Responses of Wild and

Cultivated Grapevine to Infection with Neofusicoccum parvum, a Trunk Disease Pathogen. Metabolities 2020, 10, 232. [CrossRef]
39. Letousey, P.; Baillieul, F.; Perrot, G.; Rabenoelina, F.; Boulay, M.; Vaillant-Gaveau, N.; Clément, C.; Fontaine, F. Early Events Prior

to Visual Symptoms in the Apoplectic Form of Grapevine Esca Disease. Phytopathology 2010, 100, 424–431. [CrossRef]
40. Stempien, E.; Goddard, M.-L.; Leva, Y.; Bénard-Gellon, M.; Laloue, H.; Farine, S.; Kieffer-Mazet, F.; Tarnus, C.; Bertsch, C.; Chong,

J. Secreted proteins produced by fungi associated with Botryosphaeria dieback trigger distinct defense responses in Vitis vinifera
and Vitis rupestris cells. Protoplasma 2017, 255, 613–628. [CrossRef] [PubMed]

41. Stempien, E.; Goddard, M.-L.; Wilhelm, K.; Tarnus, C.; Bertsch, C.; Chong, J. Grapevine Botryosphaeria dieback fungi have
specific aggressiveness factor repertory involved in wood decay and stilbene metabolization. PLoS ONE 2017, 12, e0188766.
[CrossRef]

42. Van Niekerk, J.M.; Crous, P.W.; Groenewald, J.Z.; Fourie, P.H.; Halleen, F. DNA Phylogeny, Morphology and Pathogenicity of
Botryosphaeria Species on Grapevines. Mycologia 2004, 96, 781–798. [CrossRef]

43. Robert-Siegwald, G.; Vallet, J.; Mansour, E.A.; Xu, J.; Rey, P.; Bertsch, C.; Rego, C.; Larignon, P.; Fontaine, F.; Lebrun, M.-H. Draft
Genome Sequence of Diplodia seriata F98.1, a Fungal Species Involved in Grapevine Trunk Diseases. Genome Announc. 2017,
5, e00061-17. [CrossRef] [PubMed]

44. Mathieu, Y.; Gelhaye, E.; Dumarçay, S.; Gérardin, P.; Harvengt, L.; Buée, M. Selection and validation of enzymatic activities as
functional markers in wood biotechnology and fungal ecology. J. Microbiol. Methods 2013, 92, 157–163. [CrossRef]

45. Cumming, G.; Fidler, F.; Vaux, D.L. Error bars in experimental biology. J. Cell Biol. 2007, 177, 7–11. [CrossRef] [PubMed]
46. Carapito, C.; Burel, A.; Guterl, P.; Walter, A.; Varrier, F.; Bertile, F.; Van Dorsselaer, A. MSDA, a proteomics software suite for

in-depth Mass Spectrometry Data Analysis using grid computing. Proteomics 2014, 14, 1014–1019. [CrossRef]
47. Bouyssié, D.; Hesse, A.-M.; Mouton-Barbosa, E.; Rompais, M.; Macron, C.; Carapito, C.; De Peredo, A.G.; Couté, Y.; Dupierris, V.;

Burel, A.; et al. Proline: An efficient and user-friendly software suite for large-scale proteomics. Bioinformatics 2020, 36, 3148–3155.
[CrossRef] [PubMed]

48. Bardou, P.; Mariette, J.; Escudié, F.; Djemiel, C.; Klopp, C. jvenn: An interactive Venn diagram viewer. BMC Bioinform. 2014, 15,
1–7. [CrossRef]

http://doi.org/10.1007/s00709-014-0716-y
http://doi.org/10.5073/vitis.1992.31.95-103
http://doi.org/10.1094/PHYTO-98-2-0222
http://www.ncbi.nlm.nih.gov/pubmed/18943199
http://doi.org/10.1139/cjm-2014-0134
http://www.ncbi.nlm.nih.gov/pubmed/24802941
http://doi.org/10.1186/s12864-015-1624-z
http://www.ncbi.nlm.nih.gov/pubmed/26084502
http://doi.org/10.1016/0048-4059(76)90077-1
http://doi.org/10.1016/S0031-9422(00)91470-5
http://doi.org/10.1016/j.plantsci.2009.05.012
http://doi.org/10.1039/c2np20049j
http://doi.org/10.1021/jf030227o
http://www.ncbi.nlm.nih.gov/pubmed/12926902
http://doi.org/10.14601/Phytopathol_Mediterr-18681
http://doi.org/10.14601/Phytopathol_Mediterr-2879
http://doi.org/10.1093/jxb/erq214
http://doi.org/10.14601/Phytopathol_Mediterr-9720
http://doi.org/10.3390/metabo10060232
http://doi.org/10.1094/PHYTO-100-5-0424
http://doi.org/10.1007/s00709-017-1175-z
http://www.ncbi.nlm.nih.gov/pubmed/29043572
http://doi.org/10.1371/journal.pone.0188766
http://doi.org/10.1080/15572536.2005.11832926
http://doi.org/10.1128/genomeA.00061-17
http://www.ncbi.nlm.nih.gov/pubmed/28385831
http://doi.org/10.1016/j.mimet.2012.11.017
http://doi.org/10.1083/jcb.200611141
http://www.ncbi.nlm.nih.gov/pubmed/17420288
http://doi.org/10.1002/pmic.201300415
http://doi.org/10.1093/bioinformatics/btaa118
http://www.ncbi.nlm.nih.gov/pubmed/32096818
http://doi.org/10.1186/1471-2105-15-293


J. Fungi 2021, 7, 568 24 of 24

49. Li, C.; Lu, J.; Xu, X.; Hu, R.; Pan, Y. pH-switched HRP-catalyzed dimerization of resveratrol: A selective biomimetic synthesis.
Green Chem. 2012, 14, 3281–3284. [CrossRef]

50. Matsuura, B.S.; Keylor, M.; Li, B.; Lin, Y.; Allison, S.; Pratt, D.A.; Stephenson, C.R.J. A Scalable Biomimetic Synthesis of Resveratrol
Dimers and Systematic Evaluation of their Antioxidant Activities. Angew. Chem. Int. Ed. 2015, 54, 3754–3757. [CrossRef]

51. Ohyama, M.; Tanaka, T.; Iinuma, M. Five resveratrol oligomers from roots of Sophora leachiana. Phytochemistry 1995, 38, 733–740.
[CrossRef]

52. Nagel, J.; Wingfield, M.; Slippers, B. Abundant Secreted Hydrolytic Enzymes and Secondary Metabolite Gene Clusters in
Genomes of the Botryosphaeriaceae Reflect Their Role as Important Plant Pathogens. bioRxiv 2021. [CrossRef]

53. De Queiroz, C.B.; Santana, M.F. Prediction of the secretomes of endophytic and nonendophytic fungi reveals similarities in host
plant infection and colonization strategies. Mycologia 2020, 112, 491–503. [CrossRef]

54. Massonnet, M.; Morales-Cruz, A.; Figueroa-Balderas, R.; Lawrence, D.P.; Baumgartner, K.; Cantu, D. Condition-dependent
co-regulation of genomic clusters of virulence factors in the grapevine trunk pathogen Neofusicoccum parvum. Mol. Plant Pathol.
2018, 19, 21–34. [CrossRef] [PubMed]

55. Wang, H.; Liu, L.; Guo, Y.-X.; Dong, Y.-S.; Zhang, D.-J.; Xiu, Z.-L. Biotransformation of piceid in Polygonum cuspidatum to
resveratrol by Aspergillus oryzae. Appl. Microbiol. Biotechnol. 2007, 75, 763–768. [CrossRef]

56. Jin, S.; Luo, M.; Wang, W.; Zhao, C.; Gu, C.-B.; Li, C.-Y.; Zu, Y.-G.; Fu, Y.-J.; Guan, Y. Biotransformation of polydatin to resveratrol
in Polygonum cuspidatum roots by highly immobilized edible Aspergillus niger and Yeast. Bioresour. Technol. 2013, 136, 766–770.
[CrossRef]

57. Chen, M.; Li, D.; Gao, Z.; Zhang, C. Enzymatic transformation of polydatin to resveratrol by piceid-β-d-glucosidase from
Aspergillus oryzae. Bioprocess Biosyst. Eng. 2014, 37, 1411–1416. [CrossRef]

58. Milton, R.; Giroud, F.; Thumser, A.E.; Minteer, S.; Slade, R.C.T. Hydrogen peroxide produced by glucose oxidase affects the
performance of laccase cathodes in glucose/oxygen fuel cells: FAD-dependent glucose dehydrogenase as a replacement. Phys.
Chem. Chem. Phys. 2013, 15, 19371–19379. [CrossRef] [PubMed]

59. Cichewicz, R.H.; Kouzi, S.A.; Hamann, M.T. Dimerization of Resveratrol by the Grapevine PathogenBotrytis cinerea. J. Nat. Prod.
2000, 63, 29–33. [CrossRef] [PubMed]

60. Breuil, A.-C.; Adrian, M.; Pirio, N.; Meunier, P.; Bessis, R.; Jeandet, P. Metabolism of stilbene phytoalexins by Botrytis cinerea: 1.
Characterization of a resveratrol dehydrodimer. Tetrahedron Lett. 1998, 39, 537–540. [CrossRef]

61. Pezet, R. Purification and Characterization of a 32-KDa Laccase-like Stilbene Oxidase Produced by Botrytis Cinerea Pers.:Fr.
FEMS Microbiol. Ecol. 1998, 167, 203–208. [CrossRef]

62. Beneventi, E.; Conte, S.; Cramarossa, M.R.; Riva, S.; Forti, L. Chemo-enzymatic synthesis of new resveratrol-related dimers
containing the benzo[b]furan framework and evaluation of their radical scavenger activities. Tetrahedron 2015, 71, 3052–3058.
[CrossRef]

63. Gindro, K.; Schnee, S.; Righi, D.; Marcourt, L.; Ebrahimi, S.N.; Massana-Codina, J.; Voinesco, F.; Michellod, E.; Wolfender, J.-L.;
Queiroz, E.F. Generation of Antifungal Stilbenes Using the Enzymatic Secretome of Botrytis cinerea. J. Nat. Prod. 2017, 80, 887–898.
[CrossRef] [PubMed]

64. Pezet, R.; Gindro, K.; Viret, O.; Spring, J.-L. Glycosylation and oxidative dimerization of resveratrol are respectively associated to
sensitivity and resistance of grapevine cultivars to downy mildew. Physiol. Mol. Plant Pathol. 2004, 65, 297–303. [CrossRef]

65. Khattab, I.M.; Sahi, V.P.; Baltenweck, R.; Maia-Grondard, A.; Hugueney, P.; Bieler, E.; Dürrenberger, M.; Riemann, M.; Nick, P.
Ancestral chemotypes of cultivated grapevine with resistance to Botryosphaeriaceae-related dieback allocate metabolism towards
bioactive stilbenes. New Phytol. 2021, 229, 1133–1146. [CrossRef] [PubMed]

http://doi.org/10.1039/c2gc36288k
http://doi.org/10.1002/anie.201409773
http://doi.org/10.1016/0031-9422(94)00722-6
http://doi.org/10.1101/2021.01.22.427741
http://doi.org/10.1080/00275514.2020.1716566
http://doi.org/10.1111/mpp.12491
http://www.ncbi.nlm.nih.gov/pubmed/27608421
http://doi.org/10.1007/s00253-007-0874-3
http://doi.org/10.1016/j.biortech.2013.03.027
http://doi.org/10.1007/s00449-013-1113-1
http://doi.org/10.1039/c3cp53351d
http://www.ncbi.nlm.nih.gov/pubmed/24121716
http://doi.org/10.1021/np990266n
http://www.ncbi.nlm.nih.gov/pubmed/10650073
http://doi.org/10.1016/S0040-4039(97)10622-0
http://doi.org/10.1111/j.1574-6968.1998.tb13229.x
http://doi.org/10.1016/j.tet.2014.11.012
http://doi.org/10.1021/acs.jnatprod.6b00760
http://www.ncbi.nlm.nih.gov/pubmed/28332842
http://doi.org/10.1016/j.pmpp.2005.03.002
http://doi.org/10.1111/nph.16919
http://www.ncbi.nlm.nih.gov/pubmed/32896925

	Introduction 
	Materials and Methods 
	Fungal Material 
	Extracellular Protein Extraction 
	Enzymatic Activity of Wood Degradation 
	MS-Based Proteomic Analysis 
	Sample Preparation 
	NanoLC-MS/MS Analysis 
	Protein Identification 

	Kinetic Monitoring of Stilbene Metabolization 
	Chemicals 
	Preparation of Solutions 
	HPLC-MS Analysis 


	Results 
	Extracellular Laccase and Mn Peroxidase Activities of N. parvum and D. seriata 
	N. parvum and D. seriata Extracellular Protein Content Investigation 
	Kinetics of Stilbene Metabolization by Botryosphaeriaceae 
	Kinetics of Stilbene Metabolization by Commercial Products 

	Discussion 
	Conclusions 
	References

