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ABSTRACT The plant pathogen Botrytis cinerea is responsible for gray-mold disease,
which infects a wide variety of species. The outcome of this host-pathogen interac-
tion, a result of the interplay between plant defense and fungal virulence pathways,
can be modulated by various environmental factors. Among these, iron availability
and acquisition play a crucial role in diverse biological functions. How B. cinerea ob-
tains iron, an essential micronutrient, during infection is unknown. We set out to deter-
mine the role of the reductive iron assimilation (RIA) system during B. cinerea infection.
This system comprises the BcFET1 ferroxidase, which belongs to the multicopper oxi-
dase (MCO) family of proteins, and the BcFTR1 membrane-bound iron permease.
Gene knockout and complementation studies revealed that, compared to the wild
type, the bcfet1 mutant displays delayed conidiation, iron-dependent sclerotium pro-
duction, and significantly reduced whole-cell iron content. Remarkably, this mutant
exhibited a hypervirulence phenotype, whereas the bcftr1 mutant presents normal
virulence and unaffected whole-cell iron levels and developmental programs. Inter-
estingly, while in iron-starved plants wild-type B. cinerea produced slightly reduced
necrotic lesions, the hypervirulence phenotype of the bcfet1 mutant is no longer ob-
served in iron-deprived plants. This suggests that B. cinerea bcfet1 knockout mutants
require plant-derived iron to achieve larger necrotic lesions, whereas in planta analy-
ses of reactive oxygen species (ROS) revealed increased ROS levels only for infec-
tions caused by the bcfet1 mutant. These results suggest that increased ROS produc-
tion, under an iron sufficiency environment, at least partly underlie the observed
infection phenotype in this mutant.

IMPORTANCE The plant-pathogenic fungus B. cinerea causes enormous economic
losses, estimated at anywhere between $10 billion and $100 billion worldwide, under
both pre- and postharvest conditions. Here, we present the characterization of a loss-of-
function mutant in a component involved in iron acquisition that displays hyperviru-
lence. While in different microbial systems iron uptake mechanisms appear to be critical
to achieve full pathogenic potential, we found that the absence of the ferroxidase that
is part of the reductive iron assimilation system leads to hypervirulence in this fungus.
This is an unusual and rather underrepresented phenotype, which can be modulated by
iron levels in the plant and provides an unexpected link between iron acquisition, reac-
tive oxygen species (ROS) production, and pathogenesis in the Botrytis-plant interaction.

KEYWORDS Botrytis cinerea, ferroxidase, hypervirulence, iron uptake, multicopper
oxidases, reductive iron assimilation

The ascomycete Botrytis cinerea belongs to the Sclerotiniaceae family, which com-
prises several fungal necrotrophs. Pathogenicity across a broad host range charac-

terizes this mode of infection. Accordingly, the current survey of plants that can be
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infected by B. cinerea surpasses 1,000 hosts, and at least half of these are economically
important (1, 2). As such, B. cinerea is an agrorelevant fungus, considered to be the
second most crucial fungal phytopathogen worldwide (3). B. cinerea has caused enor-
mous economic losses and has also served as a fundamental biological model for
investigating the necrotrophic mechanisms of plant infection (4). Although intensively
studied, there are still significant challenges to understand B. cinerea infection strate-
gies (5). From a historical perspective, B. cinerea is considered a fearless and somewhat
“brutal” plant killer (6, 7). Nevertheless, current evidence indicates the opposite, since
subtle interactions between the pathogen and the host can occur (8), including the
demonstration that B. cinerea produces cross-kingdom small RNA (sRNA) that targets
plant immunity genes during infection (9–11). These and other newly revealed prop-
erties, such as the effect of light (reviewed in reference 12) and the circadian regulation
of fungal virulence (13–15), exemplify novel aspects of B. cinerea pathogenesis (2).

The sessile nature of plants restrains the environment in which a plant-pathogen
interaction develops. Thus, both the plant and the pathogen are confined to a specific
location during the infection, and their biology is actively regulated by a series of
environmental signals, including, but not limited to, light, temperature, pH, humidity,
and nutrients, among others (16). Not surprisingly, nutrients are strong environmental
cues. They play a key role in plant development and also in defense (17, 18). Among the
nutrients that can most significantly constrain plant defense (19), there is a micronu-
trient that can set the difference in the arms race between a pathogen and its host: that
environmental cue is iron.

Iron homeostasis is tightly linked to immunity and defense mechanisms in plants
and throughout the tree of life (20, 21). The metal is fundamental for virulence in many
microbial pathogens, including fungi (22, 23). Iron’s exceptional redox properties easily
allow its transition between Fe(II) and Fe(III) (and vice versa), permitting critical biolog-
ical functions within the cell that require electron transfer reactions, such as respiration
and photosynthesis, among (several) others. Nevertheless, iron has conflicting charac-
teristics. For instance, Fe(III) is insoluble in water, while Fe(II) is extremely soluble and
prone to generate highly toxic reactive oxygen species (ROS) through the Fenton
reaction (24). Although it is the second most abundant metal on the Earth’s crust, its
bioavailability is limited under most aerobic conditions, including alkaline soils (25).
Hence, organisms have evolved sophisticated methods to ensure homeostatic levels of
the metal to fulfill critical functions. These systems are, therefore, interesting targets
than can tilt the balance in the outcome of a plant-pathogen interaction.

Fungi can acquire iron using two strategies that can coexist in the same organism.
The first approach consists of a transporter-mediated acquisition system of low-
molecular-weight Fe(III)-siderophores and/or heme groups (26, 27), while the second
strategy, known as reductive iron assimilation (RIA), relies on the acquisition of the
metal through a plasma membrane system (28). B. cinerea is expected to produce at
least nine siderophores, with ferrirhodin being the most abundant. B. cinerea can also
take up five other known siderophores (29). Synthesized by complex nonribosomal
peptide synthetases (NRPSs), the genome of B. cinerea encodes 11 NRPSs that may
account for their synthesis. None of these have been experimentally validated but are
predicted from in silico studies (30). In the biotrophic fungal plant pathogens Ustilago
maydis and Microbotryum violaceum, the uptake of iron mediated by siderophores is
dispensable for virulence (31, 32). In contrast, for the necrotrophic corn pathogen
Cochliobolus heterostrophus, extracellular, but not intracellular, siderophores are re-
quired to display full virulence (33), highlighting the need of plant-derived iron to cause
disease. On the other hand, the RIA system is considered the canonical fungal reductive
pathway involved in iron assimilation (28). Initially described in Saccharomyces cerevi-
siae (34), RIA relies on the membrane-bound ferroxidase known as FET3, a member of
the widely distributed family of multicopper oxidase (MCO) proteins (35, 36) that
include four enzyme superfamilies: ascorbate oxidases, ceruloplasmins, laccases (phe-
nol oxidases), and ferroxidases. FET3 facilitates metal uptake through its functional
partner, FTR1 iron permease. In U. maydis, iron uptake via the combined action of the
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FET3 ferroxidase and the FTR1 permease that form the RIA system in this fungus (37)
is required for virulence. This observation sharply differs from what has been described
for C. heterostrophus, in which mutants lacking any of the RIA components do not
display virulence alterations (38). As in the case of the NRPS-dependent iron uptake
system that has not been studied in detail in B. cinerea, RIA has not been examined
either. This highlights that in this particular phytopathogen, the impact of iron acqui-
sition on virulence is unknown (39).

Although it has been suggested that iron content should be considered a strong
environmental cue that modifies plant-pathogen interactions from the host-defensive
perspective (20), iron uptake and traffic may also be important for the pathogen.
Because very little is known about how B. cinerea obtains iron during infection, and
considering that any significant perturbation in iron homeostasis will impact both plant
immunity and pathogen virulence, we altered, by genetic disruption, the B. cinerea RIA
system. Unexpectedly, although the ferroxidase (referred to here as BcFET1) mutant of
the RIA system resulted in an iron-dependent phenotype, exhibiting significantly
reduced whole-cell iron content during saprophytic growth, it was also found to exhibit
augmented virulence. In contrast, the mutant for the iron permease (BcFTR1) did not
reveal major iron-dependent phenotypes and displayed unaffected virulence. Our
results suggest a role for BcFET1 in modulating Fe-dependent ROS generation and the
effect of such regulation in impacting virulence.

RESULTS
Identification of an RIA-related ferroxidase-encoding gene (bcfet1) among

multicopper oxidases of B. cinerea. To explore the role of the reductive iron assim-
ilation (RIA) system in B. cinerea infection dynamics, we searched for genes that encode
orthologues of the FET3/FTR1 system in its genome database. As mentioned, both
proteins constitute the canonical fungal iron uptake complex (34). Employing the FET3
protein sequence from S. cerevisiae as bait, BLAST analysis retrieved 13 protein se-
quences containing multicopper oxidase (MCO) domains. The first hit identified was
bclcc13 (described below). Therefore, we further analyzed the identified MCO se-
quences to distinguish ferroxidases among all identified proteins.

As indicated in Table S1 in the supplemental material, the identified MCO sequences
possess annotated names that range from BcLcc1 to BcLcc13. A single MCO sequence
was additionally identified when BcLcc1 to BcLcc13 were used as a BLAST analysis
query (Bcin08g03600). The initials “Lcc” commonly refer to laccase enzymes, which are
phenol oxidases that belong to the large family of MCO proteins described in different
organisms, including plants and fungi (35, 36). Nevertheless, although similar, they are
distinct from ferroxidases. In the case of B. cinerea, only two laccases have been studied
in detail, BcLcc1 and BcLcc2, which were first described in this fungus several years ago
(40). Hence, all the mentioned proteins were inspected using multiple-sequence align-
ments. First, we analyzed previously defined laccase signatures (41) that differ in MCOs
with ferroxidase activity, such as FET3. As shown in Fig. S1, the L3 signature is
conserved across all analyzed sequences. In contrast, the L1 signature differs in the
cases of BcLcc6, BcLcc7, BcLcc8, BcLcc11, and BcLcc13, while L2 and L4 signatures were
more conserved among BcLcc sequences ranging from BcLcc1 to BcLcc12. Notably, for
BcLcc13, all signatures were more similar to those of the S. cerevisiae FET3 protein,
making this protein a suitable RIA-related ferroxidase (and not a laccase) candidate for
further inspection.

Accordingly, a phylogenetic analysis employing the one-click method of the Phy-
logeny.fr platform was conducted (42). As observed in Fig. 1a, the phylogenetic
reconstruction shows two major clades. In the first clade, all laccase MCO enzymes
(BcLccs) of B. cinerea were clustered. In contrast, in the second, only BcLcc13/
Bcin02g02780 (here termed BcFET1) grouped with the analyzed RIA-related ferroxi-
dases, including those from different filamentous fungal plant pathogens. Compared to
the FET3 protein from S. cerevisiae and Sclerotinia sclerotiorum, a closely related
necrotrophic plant-pathogenic fungus, BcFET1 shares 47.5 and 87.2% amino acid
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sequence identity, respectively. According to the Conserved Domain Database (CDD)
search (43), BcFET1 presents an MCO domain (COG2132) with three cupredoxin do-
mains between amino acid residues 22 and 500 (Fig. 1b). Manual inspection of the
alignment also allowed for the identification (in BcFET1) of a glutamic acid and a
tyrosine residue equivalent to that of the FET3 protein from S. cerevisiae (185 and 354,
equivalent to 189 and 357 in BcFET1; Fig. 1b). These two residues are critical for the
ferroxidase activity of the protein (44). Collectively, and considering that the latter
residues are absent from laccases, including BcLcc1 to BcLcc2, we conclude that bclcc13

FIG 1 Computational analysis of the components of the B. cinerea RIA system. (a) Phylogenetic reconstruction of MCO proteins obtained from the B. cinerea
genome. Amino acid sequences were acquired from different filamentous fungal pathogens, as mentioned in the text. The analysis was performed using the
maximum likelihood method on the Phylogeny.fr platform. The tree denotes MCO sequences as BcLcc1-12 and Bcin02g02780 (BcFET1), followed by their
corresponding unique IDs. S. cerevisiae and S. sclerotiorum FET3 sequences (ScFET3, EDN96701) are also indicated (in boldface; GenBank protein accession
number CAA89768). Accession numbers were also retrieved from protein FASTA files available at Ensembl Fungi. (b) Schematic representation of BcFET1 (top)
and BcFTR1 (bottom). The L1 to L4 signatures of BcFET1 (615 aa; see the text) are denoted in green boxes, while MCO domains 1, 2, and 3 (PFAM PF00394,
PF07731, and PF07732, respectively) are indicated in blue boxes. Predicted transmembrane domains (TMD) are also indicated. In the case of BcFTR1 (401 aa),
seven transmembrane helices (TMH) were predicted and are indicated in orange boxes. Each protein is depicted to scale.
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(referred to here as bcfet1) encodes an RIA-related ferroxidase, most likely involved in
iron acquisition.

Characterization of the RIA system of B. cinerea. The open reading frame (ORF)
of bcfet1 comprises 1,848 bp, is interrupted by four introns, and encodes a 615-amino
acid (aa) protein. Like its counterparts in many filamentous and nonfilamentous fungi
(39), bcfet1 is located in a genomic region close to its functional partner, here named
bcftr1, which encodes an iron permease protein (gene identifier [ID] Bcin02g02790). As
shown in Fig. S2, both bcfet1 and bcftr1 are 1,977 bp apart (between each translation
start codon) and are divergent in transcriptional orientation. Computational analysis
indicates the predicted BcFTR1 protein possesses 401 aa, shares 44% amino acid
sequence identity with the FTR1 protein from S. cerevisiae, and presents the expected
seven transmembrane helices (Fig. 1b, TMH; between aa residues 10 and 32, 53 and 75,
90 and 112, 153 and 175, 185 and 207, 214 and 236, and 295 and 317), as predicted by
the TMHMM software (45). This allows the protein to channel ferroxidase (FET)-derived
iron from the extracellular medium to the intracellular compartment. No paralog
sequences were identified in the genome database.

Altogether, the provided in silico evidence strongly suggest the presence of an RIA
system in B. cinerea that is encoded by gene IDs Bcin02g02780 and Bcin02g02790,
composed of a single MCO gene encoding a BcFET1 ferroxidase and a functionally
related gene encoding an iron permease, bcftr1.

Generation of bcfet1 deletion and complementation mutants. To assess the
influence of BcFET1 on B. cinerea iron responses and virulence, mutants with disrupted
bcfet1 activity were functionally characterized. For this purpose, we generated the
Δbcfet1 mutant strain employing a homologous recombination strategy, which is
illustrated in Fig. S3. Three independent Δbcfet1 deletion mutants with single integra-
tions of the hph replacement cassette, as determined by quantitative PCR (qPCR) (see
Table 2), were used. While all independent Δbcfet1 mutants exhibit equivalent pheno-
types, an arbitrarily chosen mutant was subjected to genetic complementation to
confirm the phenotypes associated with the deletion of bcfet1. Under the control of the
endogenous wild-type bcfet1-bcftr1 divergent promoter region (Fig. S2), bcfet1 was
targeted to the wild-type locus by homologous recombination. This yielded a
hygromycin-sensitive and nourseothricin-resistant homokaryotic complementation
mutant strain, termed Δbcfet1�bcfet1. As in the case of the Δbcfet1 mutant strain, the
homologous recombination of the complemented mutant was analyzed by PCR
(Fig. S4).

Deletion of bcfet1 affects regular conidium formation. As observed in Fig. 2, the
Δbcfet1 strain displays a reduced and delayed conidiation pattern compared to that of
the B05.10 wild-type strain (Fig. 2a to d), which was determined as early as 3 and 4 days
postinoculation (dpi) and also was supported by conidium quantification (Fig. S5). No
significant differences in growth rate were observed after 3 days of growth, as depicted
in Fig. S6. Interestingly, in addition to the reduced conidiation phenotype, at 4 dpi the
Δbcfet1 strain started displaying primordia of sclerotia, which was observed as small
white structures located near the inoculation site at the center of the petri dish (Fig. 2d).
These structures were clearly observed 7 dpi (Fig. 2f and h). After 7 days of cultivation
in regular PDA medium, the B05.10 wild-type strain presents the expected conidiation
pattern (Fig. 2e) covering the full cultivation area, while in the presence of plant-
supplemented PDA media (PDAB), the B05.10 strain displays the well-known profuse
conidiation pattern (Fig. 2g). In contrast, although the Δbcfet1 strain can produce
conidia under both culture conditions, primordia of sclerotium structures are still
observed. Notably, these structures were detected when employing the regular pho-
toperiod commonly used to grow B. cinerea (see Materials and Methods), a culture
condition that favors conidium, but not sclerotium formation, the latter being favored
in the absence of light (13).

The deletion of bcfet1 leads to sclerotium formation and reduces whole-cell
iron content. To investigate whether the white structures depicted in Fig. 2 lead to the
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development of regular dark-pigmented sclerotia, longer cultivation times were ana-
lyzed. As shown in Fig. 3, sclerotia were observed after 10 dpi for the Δbcfet1 mutant
but not the B05.10 wild-type strain. These structures are required for overwintering,
enabling the fungi to survive unfavorable conditions during extended periods of time
when temperatures and/or nutrient availability are low (46). This observation is con-
sistent with a mutant strain bearing a reduced/impaired acquisition of iron. Therefore,
we tested whether the supplementation of the culture media with this micronutrient
reduced sclerotium formation. Importantly, in the tested culture conditions, the wild-
type strain does not produce sclerotia (Fig. 3a, top). As shown in Fig. 3a, the Δbcfet1
strain showed a reduced number of sclerotia in the iron-supplemented PDA medium,
and these significant differences were dependent on iron concentration (Fig. 3b). As
definitive proof that the absence of bcfet1 produces iron scarcity, we measured fungal
iron content (see Materials and Methods). As shown in Fig. S7, after 3 dpi, the Δbcfet1
strain displayed a significantly reduced whole-cell iron content compared to that of the
B05.10 wild-type strain. Finally, as shown in Fig. S8, the expression of bcfet1 in the
Δbcfet1 genetic background reverted the sclerotium phenotype seen in the Δbcfet1
mutant strain, although the complemented mutant failed to display normal levels of
conidiation (see Discussion).

The absence of bcfet1 leads to a hypervirulence phenotype that depends on
the plant’s iron status. To determine the relevance of BcFET1 and the RIA system

FIG 2 Deletion of bcfet1 delays conidial production in B. cinerea. B05.10 and Δbcfet1 strains were
inoculated as mycelial agar plugs on PDA or PDA-planta solid medium for the indicated periods (left).
Primordia of sclerotia structures were observed only for the Δbcfet1 strain (black arrows in panels d, f, and
h). Representative pictures are shown.
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during B. cinerea infection, we assayed virulence of the Δbcfet1 strain on French bean
(Phaseolus vulgaris) and Arabidopsis thaliana Col-0 (Columbia 0) plants. These organisms
represent highly and moderately Botrytis-susceptible hosts, respectively. As observed in
Fig. 4, significantly increased necrotic lesions were found in both P. vulgaris and A.
thaliana plants that were incubated for 3 days with the Δbcfet1 strain compared to the
level for the B05.10 wild-type strain. In each case, plants were grown on a solid
substrate mixture (details are in Materials and Methods). To properly control plant
micronutrient availability, A. thaliana plants were grown hydroponically for 5 weeks and
contained 50 �M FeNa-EDTA as the only iron source, a strategy that has been previ-
ously reported (47). Consistent with the results obtained using French beans and A.
thaliana grown on a solid substrate, hydroponically grown Arabidopsis plants that were
grown under sufficient iron concentrations also displayed a significantly increased
necrotic lesion when inoculated with the Δbcfet1 strain (Fig. 4d).

Taking advantage of the aforementioned hydroponic culture conditions, A. thaliana
plants were subjected to an iron deprivation protocol (47) that used bathophenanth-
roline disulfonic acid (BPDS; see Materials and Methods), a highly specific iron chelator.
Importantly, this method allows for normal Arabidopsis development after 4 weeks of
cultivation; at this time, iron-deprived plants were obtained and used for virulence
assays. As shown in Fig. 5, the iron deprivation procedure did not significantly affect the
observed lesion area caused by the B05.10 wild-type strain. In contrast, when employ-
ing iron-starved plants, a significant reduction in the necrotic lesion caused by the

FIG 3 Deletion of bcfet1 leads to sclerotium formation in an iron-dependent manner. (a) The B05.10 wild-type
strain, as well as the Δbcfet1 strain, were inoculated on PDA or iron-supplemented (Fe3�) PDA medium for 10 days
(final concentration is indicated). Cultures were incubated as indicated in Materials and Methods. Representative
pictures are shown. (b) Quantification of sclerotia production by the Δbcfet1 strain (mean values � standard errors
[SE]). As expected, the wild-type strain did not produce sclerotia under the employed culture conditions. Statistical
differences (P � 0.05) are indicated with an asterisk after pairwise comparisons.
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Δbcfet1 strain was clearly observed, indicating that the hypervirulence phenotype
determined for this particular mutant strain depends on the plant’s iron availability.

The �bcftr1 strain displays a wild-type level of infection. According to the
Pathogen-Host Interaction (PHI) database (48), the majority of the B. cinerea mutant
strains that have been characterized display reduced or unaltered virulence. Increased
lesions are seldom observed, which makes the Δbcfet1 phenotype all the more inter-
esting. Thus, to better analyze this very rare infection phenotype, the RIA system of B.
cinerea was further characterized. To this end, two independent bcftr1 deletion mutants
(Fig. S9) containing a single integration of the homologous hph recombination cassette
(see Table 2) were obtained and characterized.

Similar to the Δbcfet1 strain, the bcftr1 mutant strain displays a reduced conidiation
pattern that was clearly observed at the petri dish inoculation site (at the center of the
plate). Nevertheless, no sclerotium formation was detected (Fig. 6a). Thus, this pheno-

FIG 4 B. cinerea virulence is enhanced in the Δbcfet1 genetic background. (a) Lesion spreading of the
Δbcfet1 mutant is significantly enhanced compared with that of the B05.10 wild-type strain. Primary
leaves of living P. vulgaris plants were inoculated with conidial suspensions (7 �l of conidial suspensions
of 2 � 105 spores/ml) and incubated for 3 days in a humid chamber. (b) Lesion area (mean values � SE;
orange lines) as well as each independent measurement (scatter dot plot) were calculated employing
three independent Δbcfet1 mutants. (c) Lesion spreading of Δbcfet1 mutants (inoculated as mentioned
for panel a) in A. thaliana living plants grown in a solid substrate. (d) Lesion areas (mean values � SE;
orange lines) as well as each independent measurement (scatter dot plot) were calculated from
Arabidopsis pathogenicity tests, employing both solid substrate and hydroponic cultures. At least four
plants were used in each case. Statistical differences (P � 0.05) are indicated with asterisks.
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type can be considered less severe than that observed from the �bcfet1 strain, although
the �bcftr1 mutant also shows reduced whole-cell iron content (Fig. S7). In contrast to
the Δbcfet1 strain, the Δbcftr1 mutant displayed a wild-type level of infection in P.
vulgaris plants (Fig. 6b). Taking advantage of the Arabidopsis iron deprivation procedure
mentioned above, we also analyzed the virulence of the Δbcftr1 mutant strain using
hydroponically grown plants. As observed in Fig. 4, a 2-fold increase in the necrotic
lesion area was observed for the Δbcfet1 mutant (Fig. 6c) only in Arabidopsis plants
obtained under sufficient iron concentrations, whereas the Δbcftr1 strain failed to do so.
In contrast, the Δbcftr1 strain was found to display a wild-type level of infection in the
case of iron-supplemented plants and resulted in significantly reduced lesions when
infecting iron-deprived plants (Fig. 6c).

Considering that the infection phenotypes displayed by both RIA mutants of B.
cinerea differ significantly, and because ROS is a hallmark of the plant defense re-
sponses, B. cinerea virulence (49), and iron homeostasis (50), we analyzed potential
differences in the ROS levels caused by these two mutants during infection. To observe
the oxidative burst (H2O2 production) generated on the plant tissue infected by B.
cinerea (51), DAB staining was performed. In addition, fungal structures were stained
using cotton blue, which allows for fungal chitin staining (52). As observed in Fig. 7, a
diminished level of DAB staining was found for all B. cinerea strains when infection
assays were carried out on iron-starved plants (Fig. 7a, bottom). In agreement with this
observation, in planta hyphal growth (determined with cotton blue staining) was also
strongly reduced in iron-deprived plants. In contrast, and consistent with the quanti-
fication of the necrotic lesion area determined above, both B05.10 and Δbcftr1 strains
developed a similar brown-stained area when infecting Arabidopsis plants obtained
under iron sufficiency conditions (Fig. 7b). On the other hand, the Δbcfet1 strain
consistently developed a larger area (2-fold increment; Fig. 7b) of DAB staining, but
only when infecting iron-supplemented Arabidopsis plants.

DISCUSSION

Iron and the acquisition systems of this micronutrient have been described as
modulators of infectious capacity. This includes different pathogens in general and
phytopathogens in particular, including various fungi (36). However, iron capture
systems in B. cinerea have not been studied in detail (39). The exceptions correspond

FIG 5 Δbcfet1 strain displays reduced virulence when infecting iron-deprived plants. The lesion spread-
ing of the Δbcfet1 mutant is significantly reduced under iron-deprived (plant) conditions. A. thaliana
living plants grown under sufficient iron conditions (control) or iron-starved conditions were inoculated
with conidial suspensions (as indicated in Fig. 4) and incubated for 3 days (see Materials and Methods for
details). The lesion area is depicted as mean values � SE (in orange lines) as well as each independent
measurement (scatter dot plot) calculated from at least 30 lesions per culture condition. Statistical
differences (P � 0.05) are indicated with letters (different letters indicate significant differences).
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to the results presented here and the identification of the major siderophores produced
by this fungus, which were described several years ago, as well as their putative
biosynthesis pathways, determined by computational predictions (29, 30). For these
reasons, at least from a fungal perspective, little is known about how this metal
modulates the virulence of this remarkable necrotrophic phytopathogen. While the
relevance of iron on plant defense responses has been investigated (see below), the
role of the metal on B. cinerea virulence is just beginning to emerge.

Iron significantly affects plant defense responses to bacterial and fungal necro-
trophic phytopathogens, including B. cinerea (21, 47). The metal is an active player that
participates in the defense response of A. thaliana, a plant that, when challenged with
a pathogen, modifies iron uptake and mobilization (53–55). In this regard, at least two
plant phytohormones, salicylic acid (SA) and jasmonic acid (JA), constitute major
signaling pathways involved in plant defense and have a substantial impact on the

FIG 6 Δbcftr1 strain displays reduced virulence in iron-deprived plants but not hypervirulence in the
presence of iron. (a) In vitro characterization of the �bcftr1 strain growing on PDA medium. (b) Lesion
spreading areas (mean values � SE) as well as each independent measurement (scatter dot plot) of the
Δbcftr1 mutant on bean primary leaves. P. vulgaris leaves were inoculated with conidial suspensions (as
indicated in Fig. 4) and incubated for 3 days, as indicated in Materials and Methods. (c) Lesion spreading
areas on A. thaliana leaves, depicted as mean values � SE (orange lines), as well as each independent
measurement (scatter dot plot) calculated from at least 30 lesions per culture condition. A. thaliana living
plants grown under sufficient iron conditions (Fe[�]) or iron-starved conditions (Fe[�]) were employed.
For comparative purposes, values are referred to as the lesion caused by the wild-type strain in plants
obtained under iron-sufficient conditions. Statistical differences (P � 0.05) are indicated with letters
(different letters indicate significant differences).
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plant’s iron homeostasis. Generally speaking, SA is involved in the signaling of defense
mechanisms against biotrophic pathogens (56), while JA is considered the main
phytohormone responsible for inducing the defense response to necrotrophs (57, 58).
The latter phytohormone, among the orchestrated plant defense responses, decreases
iron capture (at the rhizosphere level) in Arabidopsis by downregulating the expression
of FRO2 and IRT1, two genes that encode an iron uptake system. This strategy seeks to
reduce the amount of iron that the pathogen can potentially acquire during infection
(21, 54). Consistent with these investigations and others (47), we found a reduced
necrotic lesion when the B05.10 wild-type strain infects iron-starved plants, an obser-
vation that was even more pronounced (and statistically significant) in the case of both
RIA knockout mutants of B. cinerea (Fig. 6). These results indicate the metal and the RIA

FIG 7 Leaves of A. thaliana plants infected with the �bcfet1 strain, but not the �bcftr1 strain, display a
larger area of infection, indicative of ROS in the presence of iron. (a) Through DAB and cotton blue
staining, the formation of a brown precipitate (indicative of ROS) and fungal progress was monitored,
respectively. For comparative purposes, the lesion caused by the B05.10 wild-type strain was also
analyzed. Fe[�], leaves obtained from Arabidopsis plants grown under iron sufficiency; Fe[�], leaves
obtained from Arabidopsis plants grown under iron-limiting conditions. Infections were analyzed after 3
dpi. Representative pictures are shown. (b) Quantification of the area displaying DAB staining on
Arabidopsis leaves infected with B. cinerea, as depicted in panel a. Each analyzed fungal strain was
inoculated as indicated in the legend to Fig. 4. The area of the leaves exhibiting the formation of a brown
precipitate (indicative of ROS) was quantified as indicated in Materials and Methods. Mean values � SE
are shown, as well as each independent measurement (n � 5). Statistical differences (P � 0.05) are
indicated with letters (different letters indicate significant differences).
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system are necessary (from a fungal perspective) during plant infection. In agreement
with these observations, a reduction in the leaf area that displays the oxidative burst
during plant colonization was also determined but only in iron-deprived Arabidopsis.
When the metal is not limited, however, it is reasonable to expect that, from the Δbcfet1
strain that is deficient in iron acquisition (as demonstrated in vitro), there will be
reduced necrotic lesions compared to the wild-type strain or even similar necrotic
lesions, if the absence of bcfet1 is compensated (e.g., siderophores), but not increased
lesions, like those observed here.

Irrespective of the infection strategy employed by plant pathogens, both biotrophs
and necrotrophs need iron to grow and survive during the infection. If the host
withholds iron, virulence will decrease in both cases, although the plant needs iron to
create an oxidative defense burst. In fact, SA increases iron uptake in Arabidopsis (21).
However, necrotrophs like B. cinerea favor an oxidative environment, since it provides
them with an advantage over biotrophs (49, 59). In this regard, the mechanisms of iron
acquisition employed by different pathogenic fungi seem to be closely related to their
infection strategy, as previously noted (38). The uptake of iron mediated by sidero-
phores has been described as fundamental for virulence in necrotrophic phytopatho-
gens such as Alternaria brassicicola, Alternaria alternata, C. heterostrophus, F.
graminearum, and other opportunistic mammalian pathogens that destroy the host
cell, such as Aspergillus fumigatus (33, 38, 60–62), and even entomopathogenic fungi
(63). In contrast, biotrophic organisms that, unlike necrotrophs, require a living host cell
to infect have been found to need the RIA system for iron acquisition during plant
infection (see below), an observation that differs from the results reported here for B.
cinerea.

Importantly, the complemented Δbcfet1�bcfet1 mutant clearly indicates that the
expression of bcfet1 is required to inhibit sclerotium formation, structures that are no
longer developed in the Δbcfet1 genetic background when the metal is added to the
culture media. Nevertheless, the complemented mutant failed to restore regular conidi-
ation, indicating that proper bcfet1 expression also is required for fungal morphogen-
esis and development. Considering that iron acquisition in fungal biological systems is
delicately and tightly controlled at multiple levels, including the regulation of tran-
scription (28, 39), the strategy utilized to complement the wild-type copy back in the
mutant background may have altered this. Indeed, based on the divergent transcrip-
tional orientation of the two genes under analysis, it was not possible to employ the nat
resistance cassette upstream of the 5= recombinational flank of bcfet1, in which case the
divergent promoter region would have been interrupted. However, localizing the nat
resistance cassette in the 3= region of the introduced copy of bcfet1 may have altered
proper termination or mRNA accumulation. Nevertheless, the complementation strat-
egy did allow us to confirm the observed hypervirulence effect associated with the
absence of bcfet1 in the corresponding mutant.

The two most completely analyzed MCOs from B. cinerea are the laccases BcLcc1 and
BcLcc2 (40). These types of enzymes can detoxify plant-derived antifungal and antimi-
crobial compounds such as phytoalexins (64), although bclcc2 loss-of-function mutants
display wild-type levels of virulence (40), which sharply contrasts with the Δbcfet1
strain. The infection phenotype of this particular mutant strain also differs from those
of other fungal pathogens in which the RIA system has been studied. Components of
the RIA in different fungal pathogens have been described as crucial for observing their
full pathogenic potential, which contrasts with the hypervirulence phenotype de-
scribed here for the Δbcfet1 strain. This is the case for Candida albicans (65), in which
RIA mutants display reduced virulence. In the case of the maize-specific biotrophic
plant pathogen U. maydis, in the absence of the RIA system, it exhibited only a
reduction in symptoms and plant lesions (37). However, the fungus still manages to
cause disease, indicating that reductive iron assimilation is required to display full
virulence. The same observation is valid for the biotrophic plant smut fungi M.
violaceum (32). More recent investigations performed in the hemibiotrophic fungus
Colletotrichum graminicola support the idea that the ferroxidase/permease system is
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required for virulence in biotrophic infections. In this fungus, fet3 is dispensable for the
development of necrotic lesions on wounded plants, but the gene is required for the
appressoria function, a key virulence determinant required for penetration of healthy
plant tissue (66). This investigation and others (67) have provided evidence indicating
that during the biotrophic phase of infection, RIA is used. When the fungus switches to
the necrotrophic phase, siderophores are required for lesion development. Finally,
recent investigations have provided additional perspectives for RIA. In Paracoccidioides
species, whose genome does not encode an FTR1 iron permease, the authors sug-
gested that the fungus utilizes a nonclassical FTR1-independent RIA system that
requires Fe/Zn permeases, known as Zrts, that may account for iron uptake (68), adding
an additional layer of complexity.

In S. cerevisiae, the FET3 and FTR1 proteins are not independent. They physically
interact at the cytoplasmic level, forming a primary protein complex and subsequently
comigrating to the plasma membrane, as demonstrated using fluorescence-tagged
versions of each protein (69). In S. cerevisiae, it has been shown that the absence of the
FTR1 protein causes a decrease in the migration of FET3 to the membrane with a
fraction accumulating in cytoplasmic compartments. Similarly, in the absence of FET3,
a partial migration of the iron permease to the membrane has been described (69).
While this exemplifies the high level of functional interdependence necessary for metal
uptake, it also provides genetic evidence that the components of the RIA system of B.
cinerea are more autonomous than their yeast counterparts, since both RIA mutants
display distinct (infection) phenotypes. As a multicopper ferroxidase that requires three
Cu2� atoms (70), it has been reported that the yeast FET3 apoprotein is not adequately
assembled and is unable to migrate to the membrane (69). The copper atom donation
is carried out by the copper transport ATPase termed CCC2 (71), whose ortholog gene
in B. cinerea has been designated bcccc2. This gene is required for copper incorporation,
but importantly, the Δbcccc2 mutant is not found to be deficient in iron incorporation
(72), which strongly suggests that the fungus possesses functionally alternative mech-
anisms to acquire iron. However, the precise biochemical pathways involved have not
been experimentally validated yet (29, 30).

According to the Pathogen-Host Interaction (PHI) database, and since the first
successful genetic transformation in B. cinerea (73), about 150 loss-of-function mutants
have been characterized and systematically organized. According to the PHI database,
the vast majority (62.73%; 101 genes) of the available B. cinerea mutants lead to
loss-of-pathogenicity and reduced-virulence phenotypes, with 34.16% of the mutants
(55 genes) displaying unaffected pathogenicity and only 5 mutants (3.11%) having an
increased virulence (hypervirulence) phenotype (48), a rare but increasingly prevalent
infection phenotype among microbial pathogens (74). Any putative mechanistic con-
nection among these five genes (75–78) remains, until today, just speculation, although
four out of these five mutants exhibited reduced or impaired conidium production.
Interestingly, one of these genes (BcFKBP12) has been implicated in sulfur regulation
(75), but its connection with iron metabolism and/or uptake is unknown.

It is logical to expect from an iron acquisition mutant a defect in the incorporation
of this metal, as demonstrated here, and, concomitantly, reduced growth. If such a
growth defect is observed in a pathogen, it is not easy to distinguish between reduced
growth from decreased virulence, since the latter could be just the consequence of the
former. Although to extrapolate in vitro growth (not altered in this study, at least under
the conditions tested) to in planta growth behavior should be considered cautiously
(e.g., virulence factors are expressed during the infection), it is fascinating to imagine a
hypervirulence scenario caused by a growth-impaired mutant. In this regard, a reduc-
tion in the cotton blue staining was observed in iron-deprived plants for all three B.
cinerea strains. In comparison, the two RIA mutant strains developed similar cotton blue
staining when infecting replete iron plants (as seen in Fig. 7), reinforcing the interpre-
tation of the enhanced virulence phenotype displayed solely by the lack of one of the
RIA components. Thus, the key question is why does only the Δbcfet1 strain, and not the
Δbcftr1 strain, display a hypervirulence phenotype, producing larger necrotic lesions?
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Although RIA relies on and has been traditionally seen as an interdependent two-
component system (the ferroxidase and the iron permease) (28), ferric reductases are
needed to remove iron from siderophores (79), not only to provide Fe2�, especially
under aerobic conditions, to the FET3 ferroxidase that produces Fe3�, which is subse-
quently incorporated by the FTR1 iron permease (Fig. 8a). In the absence of bcfet1, one
or more iron reductases (the genome of B. cinerea encodes at least four of these
proteins that are membrane bound) could favor the iron chemical equilibrium toward
the reduced form of the metal, which may generate a stronger oxidative response due
to the Fenton reaction (24). In the context of the plant oxidative burst associated with
the defense response, this scenario may even be facilitated by the production of H2O2

in a fungal infection that can completely or partially overcome this oxidative response
(49, 59) to finally take advantage of ROS, facilitating the production of necrotic lesions
(Fig. 8c). In contrast, in the absence of bcftr1 ROS is not favored, since the ferroxidase

FIG 8 Model of Δbcfet1-dependent hypervirulence in B. cinerea. (a) The reductive iron assimilation (RIA)
system of B. cinerea is mainly composed of BcFET1 (brown membrane-anchor protein) and BcFTR1 (seven
transmembrane helices protein). Environmental (chelated) Fe3� (orange dots) is reduced by iron reduc-
tases (FREx; blue). The genome of B. cinerea encodes at least four of these membrane-bound proteins,
producing Fe2� that is subsequently oxidized by BcFET1 (Fe3�; yellow dots). Finally, BcFTR1 incorporates
iron into the intracellular compartment. A wild-type level of infection is depicted as a gray lesion over
the plant’s surface. (b) In the absence of BcFTR1, the ferroxidase BcFET1 produces Fe3� (yellow) that can
no longer be incorporated as described for panel a due to the absence of the iron permease. A wild-type
level of infection is observed. (c) In the context of the plant defensive oxidative burst and H2O2

generation, the absence of BcFET1 favors the iron chemical equilibrium toward the reduced form of the
metal, generating a stronger (Fenton) oxidative response and the hypervirulence phenotype of infection.
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still produces the oxidized form of the metal that can no longer be incorporated due
to the absence of the permease (Fig. 8b).

As demonstrated here, a loss-of-function mutant unexpectedly displays a signifi-
cantly increased virulence phenotype, providing us with a unique opportunity to
identify new virulence determinants in this genetic background. Genome-wide tran-
scriptomics experiments are being carried out that deal with both defense and infec-
tion strategies, as well as the analysis of other iron acquisition components, such as
membrane-bound iron reductases, to determine if this is the case.

MATERIALS AND METHODS
B. cinerea strain and culture conditions. B. cinerea Pers. Fr. (Botryotinia fuckeliana [de Bary] Whetzel)

strain B05.10 was isolated initially in Germany from a Vitis vinifera vineyard (80). This strain was used as
the recipient for genetic modification. Its genome sequence was initially published (4) and significantly
improved as a final gapless high-quality genome assembly (81).

The B. cinerea B05.10 wild-type strain, as well as genetically modified strains, were cultivated in petri
plates (100 mm in diameter) containing one of the following agar-containing media: potato dextrose
agar (PDA; Becton, Dickinson) with and without 10% homogenized bean leaves (termed PDAB; cultivated
in greenhouses) or Gamborg B5 (Duchefa Biochemie) supplemented with 2% glucose, employed during
the genetic transformation procedure (see below). Depending on specific culture conditions, PDA plates
were also supplemented with sterile FeCl3 (in a range between 100 and 750 �M). Since plants (see below)
were routinely cultivated by employing a defined photoperiod, B. cinerea strains were also incubated in
a 12:12-h light:dark regimen at 20°C using Percival incubators, as described previously (13).

Cloning of gene replacement and complementation cassettes. Two replacement cassettes (for
Δbcfet1 and �bcftr1) were assembled using yeast recombinational cloning (YRC), as described previously
(82). Accordingly, the 5=- and 3=-noncoding regions of bcfet1 and bcftr1 were PCR amplified from the
genomic DNA of B. cinerea B05.10 using the primer pairs indicated in Fig. S3 and S8. The hygromycin
(hph) resistance cassette was amplified from the pCSN44 plasmid (obtained from the Fungal Genetics
Stock Center [83]). Primers employed for these PCRs (indicated in the supplemental material) contained
30-bp 5=-overhang regions to allow homologous recombination by YRC. Fragments were cotransformed
with the linearized pRS426 vector (84) into uracil-auxotrophic S. cerevisiae strain BY4741 for assembly
(85). After YRC, each plasmid containing the desired genetic construct was recovered from individual
yeast colonies by Escherichia coli (DH5�) transformation. In the case of the bcfet1 gene complementation
construct (see below), the open reading frame (ORF) of the mentioned gene was amplified from genomic
DNA using the primer pair indicated in Fig. S4 (oligonucleotides pc05 and pc59), targeting the “wild-
type” Δbcfet1 locus and employing the nourseothricin (nat) resistance cassette (obtained from the pNR1
vector [86]). The entire genetic construct was sequenced to confirm the absence of mutations. Thereafter,
in each case, the replacement/complementation cassettes were PCR amplified using the external primers
flanking each construct and the Kapa HiFi DNA polymerase (Kapa Biosystems). These PCR products were
used for B. cinerea transformation.

Generation of B. cinerea deletion and complemented mutants. Protoplast generation and
transformation of B. cinerea were performed as described previously (87) based on the original trans-
formation protocol (73). In brief, B. cinerea conidia from a 1-week-old PDAB culture were incubated for
18 h at 20°C and 120 rpm in 100 ml malt extract medium (1.5%). After this period of cultivation,
protoplasts from the young mycelia were generated using an enzymatic mixture containing 100 mg of
lysing enzyme (Sigma) and 0.5 mg of yatalase (TaKaRa). The obtained protoplasts were mixed with 30 �l
of purified PCR products (mentioned above) in polyethylene glycol (PEG) solution (25% PEG 3350, 1 M
CaCl2, 1 M Tris-HCl, pH 7.5). After 20 to 24 h of fungal regeneration on SH agar, they were overlaid with
SH agar containing 70 �g/ml hygromycin B (Invitrogen). Homokaryotic derivates were achieved after
iterative steps of single-spore isolation on Gamborg B5–2% glucose supplemented with 70 �g/ml
hygromycin B and subsequent transfer of single colonies to new petri dishes. Following DNA extraction
(88), transformants that have undergone homologous integration were confirmed by PCR using locus-
specific primers (indicated in each corresponding figure in the supplemental material; mentioned above)
in combination with hph-specific primers. The absence of wild-type alleles was confirmed by using
“inner” primers designed to amplify the substituted genomic region, as depicted in Fig. S3, S4, and S8.
For bcfet1 complementation of the Δbcfet1 mutant strain, protoplasts of the deletion mutant were
transformed with the genetic construct depicted in Fig. S4 and overlaid with SH agar containing
140 �g/ml nourseothricin (Goldbio). Targeted integration of the construct at the bcfet1 locus was
detected using locus-specific primers, as well as nourseothricin (nat) resistance cassette-specific oligo-
nucleotides.

Virulence assays employing Arabidopsis thaliana and Phaseolus vulgaris. Virulence assays were
conducted as described previously (13). Essentially, conidia were suspended in Gamborg B5-2% glucose
medium (B5) and adjusted to a final concentration of 2 � 105 conidia/ml in B5 with 10 mM KH2PO4-
K2HPO4, pH 6.4. Conidial suspensions (7.0 �l) were used to inoculate leaves of Arabidopsis thaliana (Col-0)
or primary leaves of French bean (Phaseolus vulgaris cv. Venus from the Instituto Nacional de Investi-
gaciones Agropecuarias [INIA]-Chile). Approximately 5-week-old Arabidopsis plants were used. Arabidop-
sis plants were propagated in a 12:12-h light:dark regimen at 20°C using Percival incubators as described
previously (13), while P. vulgaris plants were grown for 8 days with artificial LED light employing the
mentioned photoperiod at 22°C inside a temperature-controlled growth chamber. For virulence assays,
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plants were incubated inside plastic boxes at 20°C under a humid environment within Percival incubators
for 3 days. When indicated, the commercial substrate green power complete mix (TopCrop) was used,
arranged in round plastic planters. This substrate is composed of 35% humus, 10% perlite, 10%
vermiculite, 30% coconut fiber, and 15% blond peat. The developed lesions were recorded with a digital
camera 72 h postinoculation (hpi) on both Arabidopsis and bean leaves. The size of each lesion was
calculated by employing a semiautomated procedure using the ImageJ software (89) and an external
calibration scale.

To assess the influence of iron on the infection caused by B. cinerea, A. thaliana plants were grown
hydroponically to properly control iron availability. For this purpose, Arabidopsis plants were grown in a
hydroponic medium for 5 weeks (50 �M FeNa-EDTA) to allow normal development and then washed
with 0.30 mM BPDS (bathophenanthroline disulfonic acid). The details of the mentioned strategy were
previously described and were performed accordingly (47). In short, 5-day-old seedlings of A. thaliana
were transplanted from petri dishes containing solid MS medium to an inert substrate (wool rock;
GRO-SLAB) moistened with the following hydroponic medium: 0.25 mM Ca(NO3)2 � 4H2O, 1 mM KH2PO4,
0.5 mM KNO3, 1 mM MgSO4 � 7H2O, 50 �M H3BO3, 19 �M MnCl2 � 4H2O, 10 �M ZnCl2, 1 �M CuSO4 �
5H2O, 0.02 �M Na2MoO4 � 2H2O, and 50 �M FeNa-EDTA. After 5 weeks, roots were washed with distilled
water and BPDS as described previously (47) and transferred back to a fresh hydroponic medium without
iron. On the other hand, the control group was subjected to the same washing treatment but without
BPDS, transferring these plants to fresh hydroponic medium containing 50 �M FeNa-EDTA. Plants were
incubated for 4 days under the conditions just described before performing virulence assays.

Real-time qPCR. PCR-verified mutants were further analyzed by qPCR to determine the number of
hph cassette insertions. For this purpose, two pairs of primers were used (Table 1) that amplify a defined
and specific segment of the bcfrq1 gene of B. cinerea and hph. The B. cinerea bcfrq1 gene was chosen
because it is a single-copy gene in the genome whose qPCR primers display very high qPCR amplification
efficiency, as previously demonstrated (13) and validated here (Table 1). For both pairs of primers, each
corresponding PCR amplicon was synthesized in vitro as a single-strand DNA molecule (Table 1; denoted
amp97-98 and amp32-687). Employing known concentrations of these single-strand DNA templates (or
amplicons) and 1:10 serial dilutions, the qPCR calibration curves were constructed as recommended (90),
starting in each case from 500,000 molecules/�l. Parallel qPCRs, employing genomic DNA derived from
each analyzed mutant strain, were also performed. The qPCR crossing point (Cp) values obtained for the
genomic DNA samples of each mutant isolate were interpolated into the mentioned calibration curves
to determine the number of amplified DNA molecules, thereby defining the hph/bcfrq1 ratio (Table 2).
For the qPCRs, the commercial SYBR FAST qPCR system (Kapa Biosystems) was used according to the
manufacturer’s directions. The qPCRs were carried out in the AriaMx real-time PCR system (Stratagene)

TABLE 1 Oligonucleotides employed in qPCR analysis

Target or
qPCR amplicon Primera (5=–3=)

Primer
name

Amplicon
size (bp)

Cq Efficiency

Lower
level

Higher
level %

Curve
(R2)

Curve order
of magnitude

bcfrq1 FW, ACCCAGGAGGAAAGGTACGAA oL97 86 13.44 � 0.01 26.39 � 0.76 98.33 0.995 6
RC, GGGAGCGGAAGGACAGATTT oL98

hph RC, GATTTCAGTAACGTTAAGTGG oL687 111 14.12 � 0.01 30.64 � 0.34 98.95 0.997 6
FW, ATGGCTGTGTAGAAGTACTC oL32

bcfrq1
amplicon

ACCCAGGAGGAAAGGTACGAAATGGAAGC
CAGCGACAAGAGTGTTCAGTTGGGGAGTG
CGGCGAGTAAATCTGTCCTTCCGCTCCC

amp97-98

hph
amplicon

GATTTCAGTAACGTTAAGTGGATCCCGG
TCGGCATCTACTCTATTCCTTTGCCCTCG
GACGAGTGCTGGGGCGTCGGTTTCCACT
ATCGGCGAGTACTTCTACACAGCCAT

amp687-32

aFW, forward orientation; RC, reverse orientation.

TABLE 2 Determination of copy insertions of the hph cassette in each analyzed mutant
straina

B. cinerea mutant isolate hph/scg ratio (molecules)

Δbcfet1-1 1.11 � 0.09
Δbcfet1-2 1.30 � 0.08
Δbcfet1-3 1.09 � 0.04
Δbcftr1-1 1.10 � 0.06
Δbcftr1-2 1.04 � 0.04
aShown is the copy number of hph referring to the single-copy gene (scg) bcfrq1.
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using the following amplification profile: initial denaturation at 95°C during 60 s, followed by 40 two-step
qPCR of 5 s at 95°C and 15 s at 62°C.

Determination of iron content in whole-cell fungal tissue. To determine the iron content in
whole-cell fungal tissue, B05.10, Δbcfet1, and Δbcftr1 strains were grown on petri dishes containing PDA
medium covered with cellophane paper to allow easy recovery of the fungal material. Tissue was
collected in 2.0-ml Eppendorf tubes after 3 dpi. The fungal tissue was lyophilized until fully dried at
�44°C and 9 Pa and subjected to weight determination. Completely dehydrated samples were digested
and homogenized in 1.0 ml of 3% nitric acid during 16 h at 95°C by following the previously described
procedure (91). The iron content present in the solution was subsequently determined by an atomic
absorption spectrometer (Shimadzu AA-7000) employing an iron(III) (FeCl3) calibration curve
(Sigma).

DAB and cotton blue staining. H2O2 levels in planta were determined by applying 3,3=-
diaminobenzidine (DAB) staining as described previously (51). Briefly, detached leaves were incubated in
a 2 mM EDTA solution, pH 5.5, and subsequently incubated in a 5 mM DAB solution, pH 3.8, during 2 h
with agitation. Leaves were destained in lactophenol. An additional cotton blue staining then was
performed, allowing the detection of chitin, a polysaccharide that is present in the fungal cell wall (52,
92). After that, images were acquired using an Olympus CX21 microscope attached to a digital camera.

Computational and statistical analyses. Phylogenetic reconstruction of MCO proteins encoded by
the B. cinerea genome was performed by employing the one-click method of the Phylogeny.fr platform,
applying default settings (42). For comparative purposes, several filamentous fungal RIA-related MCO
ferroxidases were obtained from the fungal genomes of Aspergillus flavus, Claviceps purpurea, Colletotri-
chum orbiculare, Fusarium graminearum, Magnaporthe oryzae, Penicillium digitatum, Sclerotinia sclerotio-
rum, Trichoderma reesei, U. maydis, Verticillium dahliae, and Zymoseptoria tritici, available from FASTA files
at Ensembl Fungi (93). Manual analysis and inspection of sequences were performed using ClustalW (94).
GraphPad Prism software (version 8.3.0) was used for statistical analysis and data representation. Analysis
of variance and Tukey’s post test were performed (P � 0.05). A working model (depicted in Fig. 8) was
constructed with the BioRender.com software.

SUPPLEMENTAL MATERIAL
Supplemental material is available online only.
FIG S1, TIF file, 2.3 MB.
FIG S2, TIF file, 0.6 MB.
FIG S3, TIF file, 1.7 MB.
FIG S4, TIF file, 1.7 MB.
FIG S5, TIF file, 1.7 MB.
FIG S6, TIF file, 1.5 MB.
FIG S7, TIF file, 1.6 MB.
FIG S8, TIF file, 2.4 MB.
FIG S9, TIF file, 2.5 MB.
TABLE S1, DOCX file, 0.01 MB.

ACKNOWLEDGMENTS
This research was funded by the iBio Institute, Iniciativa Científica Milenio-MINECON,

to P.C. and ANID/FONDECYT 1190611 and 1171631 to P.C. and A.V., respectively. C.O.-Y.
was supported by ANID FONDECYT POSTDOCTORADO grant no. 3190628.

P.C., E.V.-M., and A.V. originated the idea and designed the research; E.V.-M. and P.C.
performed major experiments; all authors analyzed the experimental data; G.H., E.V.-M.,
and P.C. performed complementation experiments; P.C., A.V., and C.O.-Y. discussed and
wrote the manuscript with insight from all authors. P.C. and A.V. provided equipment
and funding.

REFERENCES
1. Elad Y, Pertot I, Prado AMC, Stewart A. 2015. Plant hosts of Botrytis, p

413– 486. In Fillinger S, Elad Y (ed), Botrytis—the fungus the pathogen
and its management in agricultural systems. Springer International Pub-
lishing, New York, NY.

2. Veloso J, van K. 2018. Many shades of grey in botrytis-host plant
interactions. Trends Plant Sci 23:613– 622. https://doi.org/10.1016/j.
tplants.2018.03.016.

3. Dean R, Van KJA, Pretorius ZA, Hammond-Kosack KE, Di PA, Spanu PD,
Rudd JJ, Dickman M, Kahmann R, Ellis J, Foster GD. 2012. The top 10
fungal pathogens in molecular plant pathology. Mol Plant Pathol 13:
414 – 430. https://doi.org/10.1111/j.1364-3703.2011.00783.x.

4. Amselem J, Cuomo CA, van KJA, Viaud M, Benito EP, Couloux A,
Coutinho PM, de VRP, Dyer PS, Fillinger S, Fournier E, Gout L, Hahn M,
Kohn L, Lapalu N, Plummer KM, Pradier JM, Quévillon E, Sharon A, Simon
A, ten HA, Tudzynski B, Tudzynski P, Wincker P, Andrew M, Anthouard V,
Beever RE, Beffa R, Benoit I, Bouzid O, Brault B, Chen Z, Choquer M,
Collémare J, Cotton P, Danchin EG, Da SC, Gautier A, Giraud C, Giraud T,
Gonzalez C, Grossetete S, Güldener U, Henrissat B, Howlett BJ, Kodira C,
Kretschmer M, Lappartient A, Leroch M, Levis C, Mauceli E, Neuvéglise C,
Oeser B, Pearson M, Poulain J, Poussereau N, Quesneville H, Rascle C,
Schumacher J, Ségurens B, Sexton A, Silva E, Sirven C, Soanes DM, Talbot
NJ, Templeton M, Yandava C, Yarden O, Zeng Q, Rollins JA, Lebrun MH,

Hypervirulence in Botrytis cinerea ®

July/August 2020 Volume 11 Issue 4 e01379-20 mbio.asm.org 17

https://doi.org/10.1016/j.tplants.2018.03.016
https://doi.org/10.1016/j.tplants.2018.03.016
https://doi.org/10.1111/j.1364-3703.2011.00783.x
https://mbio.asm.org


Dickman M. 2011. Genomic analysis of the necrotrophic fungal patho-
gens Sclerotinia sclerotiorum and Botrytis cinerea. PLoS Genet
7:e1002230. https://doi.org/10.1371/journal.pgen.1002230.

5. Dong S, Raffaele S, Kamoun S. 2015. The two-speed genomes of fila-
mentous pathogens: waltz with plants. Curr Opin Genet Dev 35:57– 65.
https://doi.org/10.1016/j.gde.2015.09.001.

6. van Kan JAL. 2006. Licensed to kill: the lifestyle of a necrotrophic plant
pathogen. Trends Plant Sci 11:247–253. https://doi.org/10.1016/j.tplants
.2006.03.005.

7. Choquer M, Fournier E, Kunz C, Levis C, Pradier JM, Simon A, Viaud M.
2007. Botrytis cinerea virulence factors: new insights into a necrotrophic
and polyphageous pathogen. FEMS Microbiol Lett 277:1–10. https://doi
.org/10.1111/j.1574-6968.2007.00930.x.

8. Hahn M, Viaud M, van Kan J. 2014. The genome of Botrytis cinerea a
ubiquitous broad host range necrotroph, p 19 – 44. In Dean RA, Lichens-
Park A, Kole C (ed), Genomics of plant-associated fungi and oomycetes:
dicot pathogens. Springer, Berlin, Germany.

9. Weiberg A, Wang M, Lin FM, Zhao H, Zhang Z, Kaloshian I, Huang HD, Jin
H. 2013. Fungal small RNAs suppress plant immunity by hijacking host
RNA interference pathways. Science 342:118 –123. https://doi.org/10
.1126/science.1239705.

10. Wang M, Weiberg A, Dellota EJ, Yamane D, Jin H. 2017. Botrytis small
RNA Bc-siR37 suppresses plant defense genes by cross-kingdom RNAi.
RNA Biol 14:421– 428. https://doi.org/10.1080/15476286.2017.1291112.

11. Wu F, Chen Y, Tian X, Zhu X, Jin W. 2017. Genome-wide identification
and characterization of phased small interfering RNA genes in response
to Botrytis cinerea infection in Solanum lycopersicum. Sci Rep 7:3019.
https://doi.org/10.1038/s41598-017-02233-x.

12. Schumacher J. 2017. How light affects the life of Botrytis. Fungal Genet
Biol 106:26 – 41. https://doi.org/10.1016/j.fgb.2017.06.002.

13. Canessa P, Schumacher J, Hevia MA, Tudzynski P, Larrondo LF. 2013. As-
sessing the effects of light on differentiation and virulence of the plant
pathogen Botrytis cinerea: characterization of the White Collar Complex.
PLoS One 8:e84223. https://doi.org/10.1371/journal.pone.0084223.

14. Hevia MA, Canessa P, Müller-Esparza H, Larrondo LF. 2015. A circadian
oscillator in the fungus Botrytis cinerea regulates virulence when infect-
ing Arabidopsis thaliana. Proc Natl Acad Sci U S A 112:8744 – 8749.
https://doi.org/10.1073/pnas.1508432112.

15. Hevia MA, Canessa P, Larrondo LF. 2016. Circadian clocks and the
regulation of virulence in fungi: getting up to speed. Semin Cell Dev Biol
57:147–155. https://doi.org/10.1016/j.semcdb.2016.03.021.

16. Ramegowda V, Senthil-Kumar M. 2015. The interactive effects of simul-
taneous biotic and abiotic stresses on plants: mechanistic understanding
from drought and pathogen combination. J Plant Physiol 176:47–54.
https://doi.org/10.1016/j.jplph.2014.11.008.

17. Lecompte F, Abro MA, Nicot PC. 2013. Can plant sugars mediate the
effect of nitrogen fertilization on lettuce susceptibility to two necro-
trophic pathogens: Botrytis cinerea and Sclerotinia sclerotiorum? Plant
Soil 369:387– 401. https://doi.org/10.1007/s11104-012-1577-9.

18. Fagard M, Launay A, Clément G, Courtial J, Dellagi A, Farjad M, Krapp A,
Soulié MC, Masclaux-Daubresse C. 2014. Nitrogen metabolism meets
phytopathology. J Exp Bot 65:5643–5656. https://doi.org/10.1093/jxb/
eru323.

19. Koen E, Trapet P, Brulé D, Kulik A, Klinguer A, Atauri-Miranda L, Meunier-
Prest R, Boni G, Glauser G, Mauch-Mani B, Wendehenne D, Besson-Bard
A. 2014. �-Aminobutyric acid (BABA)-induced resistance in Arabidopsis
thaliana: link with iron homeostasis. Mol Plant Microbe Interact 27:
1226 –1240. https://doi.org/10.1094/MPMI-05-14-0142-R.

20. Aznar A, Chen NW, Thomine S, Dellagi A. 2015. Immunity to plant
pathogens and iron homeostasis. Plant Sci 240:90 –97. https://doi.org/
10.1016/j.plantsci.2015.08.022.

21. Verbon EH, Trapet PL, Stringlis IA, Kruijs S, Bakker P, Pieterse C. 2017. Iron
and immunity. Annu Rev Phytopathol 55:355–375. https://doi.org/10
.1146/annurev-phyto-080516-035537.

22. Haas H. 2014. Fungal siderophore metabolism with a focus on Asper-
gillus fumigatus. Nat Prod Rep 31:1266 –1276. https://doi.org/10.1039/
c4np00071d.

23. Choi J, Jung WH, Kronstad JW. 2015. The cAMP/protein kinase A signal-
ing pathway in pathogenic basidiomycete fungi: connections with iron
homeostasis. J Microbiol 53:579 –587. https://doi.org/10.1007/s12275
-015-5247-5.

24. Pierre JL, Fontecave M. 1999. Iron and activated oxygen species in
biology: the basic chemistry. Biometals 12:195–199. https://doi.org/10
.1023/a:1009252919854.

25. Crichton R. 2016. Iron metabolism. John Wiley & Sons Ltd, New York, NY.
26. Bairwa G, Hee JW, Kronstad JW. 2017. Iron acquisition in fungal pathogens

of humans. Metallomics 9:215–227. https://doi.org/10.1039/c6mt00301j.
27. Forester NT, Lane GA, Steringa M, Lamont IL, Johnson LJ. 2018. Con-

trasting roles of fungal siderophores in maintaining iron homeostasis in
Epichloë festucae. Fungal Genet Biol 111:60 –72. https://doi.org/10.1016/
j.fgb.2017.11.003.

28. Kosman DJ. 2013. Iron metabolism in aerobes: managing ferric iron
hydrolysis and ferrous iron autoxidation. Coord Chem Rev 257:210 –217.
https://doi.org/10.1016/j.ccr.2012.06.030.

29. Konetschny-Rapp S, Jung G, Huschka H-G, Winkelmann G. 1988. Isolation
and identification of the principal siderophore of the plant pathogenic
fungus Botrytis cinerea. Biol Metals 1:90 –98. https://doi.org/10.1007/
BF01138066.

30. Bushley KE, Turgeon BG. 2010. Phylogenomics reveals subfamilies of
fungal nonribosomal peptide synthetases and their evolutionary rela-
tionships. BMC Evol Biol 10:26. https://doi.org/10.1186/1471-2148-10-26.

31. Mei B, Budde AD, Leong SA. 1993. sid1, a gene initiating siderophore
biosynthesis in Ustilago maydis: molecular characterization, regulation
by iron, and role in phytopathogenicity. Proc Natl Acad Sci U S A
90:903–907. https://doi.org/10.1073/pnas.90.3.903.

32. Birch LE, Ruddat M. 2005. Siderophore accumulation and phytopatho-
genicity in Microbotryum violaceum. Fungal Genet Biol 42:579 –589.
https://doi.org/10.1016/j.fgb.2004.11.001.

33. Oide S, Moeder W, Krasnoff S, Gibson D, Haas H, Yoshioka K, Turgeon BG.
2006. NPS6, encoding a nonribosomal peptide synthetase involved in
siderophore-mediated iron metabolism, is a conserved virulence deter-
minant of plant pathogenic ascomycetes. Plant Cell 18:2836 –2853.
https://doi.org/10.1105/tpc.106.045633.

34. Askwith C, Eide D, Van HA, Bernard PS, Li L, Davis-Kaplan S, Sipe DM,
Kaplan J. 1994. The FET3 gene of S. cerevisiae encodes a multicopper
oxidase required for ferrous iron uptake. Cell 76:403– 410. https://doi
.org/10.1016/0092-8674(94)90346-8.

35. Hoegger PJ, Kilaru S, James TY, Thacker JR, Kües U. 2006. Phylogenetic
comparison and classification of laccase and related multicopper oxi-
dase protein sequences. FEBS J 273:2308 –2326. https://doi.org/10.1111/
j.1742-4658.2006.05247.x.

36. Kaur K, Sharma A, Capalash N, Sharma P. 2019. Multicopper oxidases:
biocatalysts in microbial pathogenesis and stress management. Micro-
biol Res 222:1–13. https://doi.org/10.1016/j.micres.2019.02.007.

37. Eichhorn H, Lessing F, Winterberg B, Schirawski J, Kämper J, Müller P,
Kahmann R. 2006. A ferroxidation/permeation iron uptake system is
required for virulence in Ustilago maydis. Plant Cell 18:3332–3345.
https://doi.org/10.1105/tpc.106.043588.

38. Condon BJ, Oide S, Gibson DM, Krasnoff SB, Turgeon BG. 2014. Reductive
iron assimilation and intracellular siderophores assist extracellular
siderophore-driven iron homeostasis and virulence. Mol Plant Microbe
Interact 27:793– 808. https://doi.org/10.1094/MPMI-11-13-0328-R.

39. Canessa P, Larrondo LF. 2013. Environmental responses and the control
of iron homeostasis in fungal systems. Appl Microbiol Biotechnol 97:
939 –955. https://doi.org/10.1007/s00253-012-4615-x.

40. Schouten A, Wagemakers L, Stefanato FL, van der Kaaij RM, van Kan JAL.
2002. Resveratrol acts as a natural profungicide and induces self-
intoxication by a specific laccase. Mol Microbiol 43:883– 894. https://doi
.org/10.1046/j.1365-2958.2002.02801.x.

41. Kumar SV, Phale PS, Durani S, Wangikar PP. 2003. Combined sequence
and structure analysis of the fungal laccase family. Biotechnol Bioeng
83:386 –394. https://doi.org/10.1002/bit.10681.

42. Dereeper A, Guignon V, Blanc G, Audic S, Buffet S, Chevenet F, Dufayard
JF, Guindon S, Lefort V, Lescot M, Claverie JM, Gascuel O. 2008.
Phylogeny.fr: robust phylogenetic analysis for the non-specialist. Nucleic
Acids Res 36:W465–W469. https://doi.org/10.1093/nar/gkn180.

43. Marchler-Bauer A, Lu S, Anderson JB, Chitsaz F, Derbyshire MK,
DeWeese-Scott C, Fong JH, Geer LY, Geer RC, Gonzales NR, Gwadz M,
Hurwitz DI, Jackson JD, Ke Z, Lanczycki CJ, Lu F, Marchler GH, Mullokan-
dov M, Omelchenko MV, Robertson CL, Song JS, Thanki N, Yamashita RA,
Zhang D, Zhang N, Zheng C, Bryant SH. 2011. CDD: a Conserved Domain
Database for the functional annotation of proteins. Nucleic Acids Res
39:D225–D229. https://doi.org/10.1093/nar/gkq1189.

44. Bonaccorsi di Patti MC, Felice MR, Camuti AP, Lania A, Musci G. 2000. The
essential role of Glu-185 and Tyr-354 residues in the ferroxidase activity
of Saccharomyces cerevisiae Fet3. FEBS Lett 472:283–286. https://doi
.org/10.1016/S0014-5793(00)01435-6.

45. Krogh A, Larsson B, von HG, Sonnhammer EL. 2001. Predicting trans-

Vasquez-Montaño et al. ®

July/August 2020 Volume 11 Issue 4 e01379-20 mbio.asm.org 18

https://doi.org/10.1371/journal.pgen.1002230
https://doi.org/10.1016/j.gde.2015.09.001
https://doi.org/10.1016/j.tplants.2006.03.005
https://doi.org/10.1016/j.tplants.2006.03.005
https://doi.org/10.1111/j.1574-6968.2007.00930.x
https://doi.org/10.1111/j.1574-6968.2007.00930.x
https://doi.org/10.1126/science.1239705
https://doi.org/10.1126/science.1239705
https://doi.org/10.1080/15476286.2017.1291112
https://doi.org/10.1038/s41598-017-02233-x
https://doi.org/10.1016/j.fgb.2017.06.002
https://doi.org/10.1371/journal.pone.0084223
https://doi.org/10.1073/pnas.1508432112
https://doi.org/10.1016/j.semcdb.2016.03.021
https://doi.org/10.1016/j.jplph.2014.11.008
https://doi.org/10.1007/s11104-012-1577-9
https://doi.org/10.1093/jxb/eru323
https://doi.org/10.1093/jxb/eru323
https://doi.org/10.1094/MPMI-05-14-0142-R
https://doi.org/10.1016/j.plantsci.2015.08.022
https://doi.org/10.1016/j.plantsci.2015.08.022
https://doi.org/10.1146/annurev-phyto-080516-035537
https://doi.org/10.1146/annurev-phyto-080516-035537
https://doi.org/10.1039/c4np00071d
https://doi.org/10.1039/c4np00071d
https://doi.org/10.1007/s12275-015-5247-5
https://doi.org/10.1007/s12275-015-5247-5
https://doi.org/10.1023/a:1009252919854
https://doi.org/10.1023/a:1009252919854
https://doi.org/10.1039/c6mt00301j
https://doi.org/10.1016/j.fgb.2017.11.003
https://doi.org/10.1016/j.fgb.2017.11.003
https://doi.org/10.1016/j.ccr.2012.06.030
https://doi.org/10.1007/BF01138066
https://doi.org/10.1007/BF01138066
https://doi.org/10.1186/1471-2148-10-26
https://doi.org/10.1073/pnas.90.3.903
https://doi.org/10.1016/j.fgb.2004.11.001
https://doi.org/10.1105/tpc.106.045633
https://doi.org/10.1016/0092-8674(94)90346-8
https://doi.org/10.1016/0092-8674(94)90346-8
https://doi.org/10.1111/j.1742-4658.2006.05247.x
https://doi.org/10.1111/j.1742-4658.2006.05247.x
https://doi.org/10.1016/j.micres.2019.02.007
https://doi.org/10.1105/tpc.106.043588
https://doi.org/10.1094/MPMI-11-13-0328-R
https://doi.org/10.1007/s00253-012-4615-x
https://doi.org/10.1046/j.1365-2958.2002.02801.x
https://doi.org/10.1046/j.1365-2958.2002.02801.x
https://doi.org/10.1002/bit.10681
https://doi.org/10.1093/nar/gkn180
https://doi.org/10.1093/nar/gkq1189
https://doi.org/10.1016/S0014-5793(00)01435-6
https://doi.org/10.1016/S0014-5793(00)01435-6
https://mbio.asm.org


membrane protein topology with a hidden Markov model: application
to complete genomes. J Mol Biol 305:567–580. https://doi.org/10.1006/
jmbi.2000.4315.

46. Hsiang T, Chastagner GA. 2007. Production and viability of sclerotia from
fungicide-resistant and fungicide-sensitive isolates of Botrytis cinerea B.
elliptica and B, tulipae. Plant Pathol 41:600 – 605. https://doi.org/10
.1111/j.1365-3059.1992.tb02459.x.

47. Kieu NP, Aznar A, Segond D, Rigault M, Simond-Côte E, Kunz C, Soulie
MC, Expert D, Dellagi A. 2012. Iron deficiency affects plant defence
responses and confers resistance to Dickeya dadantii and Botrytis ci-
nerea. Mol Plant Pathol 13:816 – 827. https://doi.org/10.1111/j.1364-3703
.2012.00790.x.

48. Urban M, Cuzick A, Rutherford K, Irvine A, Pedro H, Pant R, Sadanadan V,
Khamari L, Billal S, Mohanty S, Hammond-Kosack KE. 2017. PHI-base: a
new interface and further additions for the multi-species pathogen-host
interactions database. Nucleic Acids Res 45:D604 –D610. https://doi.org/
10.1093/nar/gkw1089.

49. Govrin EM, Levine A. 2000. The hypersensitive response facilitates plant
infection by the necrotrophic pathogen Botrytis cinerea. Curr Biol 10:
751–757. https://doi.org/10.1016/s0960-9822(00)00560-1.

50. Brandon M, Howard B, Lawrence C, Laubenbacher R. 2015. Iron acqui-
sition and oxidative stress response in aspergillus fumigatus. BMC Syst
Biol 9:19. https://doi.org/10.1186/s12918-015-0163-1.

51. Daudi A, Cheng Z, O’Brien JA, Mammarella N, Khan S, Ausubel FM,
Bolwell GP. 2012. The apoplastic oxidative burst peroxidase in Arabi-
dopsis is a major component of pattern-triggered immunity. Plant Cell
24:275–287. https://doi.org/10.1105/tpc.111.093039.

52. Leck A. 1999. Preparation of lactophenol cotton blue slide mounts.
Community Eye Health 12:24.

53. Segond D, Dellagi A, Lanquar V, Rigault M, Patrit O, Thomine S, Expert D.
2009. NRAMP genes function in Arabidopsis thaliana resistance to Er-
winia chrysanthemi infection. Plant J 58:195–207. https://doi.org/10
.1111/j.1365-313X.2008.03775.x.

54. Maurer F, Müller S, Bauer P. 2011. Suppression of Fe deficiency gene
expression by jasmonate. Plant Physiol Biochem 49:530 –536. https://doi
.org/10.1016/j.plaphy.2011.01.025.

55. Aznar A, Patrit O, Berger A, Dellagi A. 2015. Alterations of iron distribu-
tion in Arabidopsis tissues infected by Dickeya dadantii. Mol Plant Pathol
16:521–528. https://doi.org/10.1111/mpp.12208.

56. Vlot AC, Dempsey DA, Klessig DF. 2009. Salicylic Acid, a multifaceted
hormone to combat disease. Annu Rev Phytopathol 47:177–206. https://
doi.org/10.1146/annurev.phyto.050908.135202.

57. Pieterse CM, Leon-Reyes A, Van der Ent S, Van Wees SC. 2009. Network-
ing by small-molecule hormones in plant immunity. Nat Chem Biol
5:308 –316. https://doi.org/10.1038/nchembio.164.

58. Caarls L, Pieterse CM, Van Wees SC. 2015. How salicylic acid takes
transcriptional control over jasmonic acid signaling. Front Plant Sci
6:170. https://doi.org/10.3389/fpls.2015.00170.

59. Temme N, Tudzynski P. 2009. Does botrytis cinerea ignore H(2)O(2)-
induced oxidative stress during infection? Characterization of botrytis
activator protein 1. Mol Plant Microbe Interact 22:987–998. https://doi
.org/10.1094/MPMI-22-8-0987.

60. Schrettl M, Bignell E, Kragl C, Joechl C, Rogers T, Arst HNJ, Haynes K, Haas
H. 2004. Siderophore biosynthesis but not reductive iron assimilation is
essential for Aspergillus fumigatus virulence. J Exp Med 200:1213–1219.
https://doi.org/10.1084/jem.20041242.

61. Greenshields DL, Liu G, Feng J, Selvaraj G, Wei Y. 2007. The siderophore
biosynthetic gene SID1, but not the ferroxidase gene FET3, is required
for full Fusarium graminearum virulence. Mol Plant Pathol 8:411– 421.
https://doi.org/10.1111/j.1364-3703.2007.00401.x.

62. Voß B, Kirschhöfer F, Brenner-Weiß G, Fischer R. 2020. Alternaria alter-
nata uses two siderophore systems for iron acquisition. Sci Rep 10:3587.
https://doi.org/10.1038/s41598-020-60468-7.

63. Donzelli BGG, Gibson DM, Krasnoff SB. 2015. Intracellular siderophore
but not extracellular siderophore is required for full virulence in Metar-
hizium robertsii. Fungal Genet Biol 82:56 – 68. https://doi.org/10.1016/j
.fgb.2015.06.008.

64. Claus H. 2017. Laccases of Botrytis cinerea, p 339 –356. In Konig H, Unden
G, Frohlich J (ed), Biology of microorganisms on grapes in must and in
wine. Springer International Publishing, Berlin, Germany.

65. Almeida RS, Brunke S, Albrecht A, Thewes S, Laue M, Edwards JE, Filler
SG, Hube B. 2008. The hyphal-associated adhesin and invasin Als3 of
Candida albicans mediates iron acquisition from host ferritin. PLoS
Pathog 4:e1000217. https://doi.org/10.1371/journal.ppat.1000217.

66. Albarouki E, Deising HB. 2013. Infection structure-specific reductive iron
assimilation is required for cell wall integrity and full virulence of the
maize pathogen Colletotrichum graminicola. Mol Plant Microbe Interact
26:695–708. https://doi.org/10.1094/MPMI-01-13-0003-R.

67. Albarouki E, Schafferer L, Ye F, von Wirén N, Haas H, Deising HB. 2014.
Biotrophy-specific downregulation of siderophore biosynthesis in Colle-
totrichum graminicolais required for modulation of immune responses
of maize. Mol Microbiol 92:338 –355. https://doi.org/10.1111/mmi.12561.

68. Bailão EF, Lima PS, Silva-Bailão MG, Bailão AM, Fernandes GR, Kosman
DJ, Soares CM. 2015. Paracoccidioides spp. ferrous and ferric iron assim-
ilation pathways. Front Microbiol 6:821. https://doi.org/10.3389/fmicb
.2015.00821.

69. Singh A, Severance S, Kaur N, Wiltsie W, Kosman DJ. 2006. Assembly,
activation, and trafficking of the Fet3p.Ftr1p high affinity iron permease
complex in Saccharomyces cerevisiae. J Biol Chem 281:13355–13364.
https://doi.org/10.1074/jbc.M512042200.

70. Blackburn NJ, Ralle M, Hassett R, Kosman DJ. 2000. Spectroscopic anal-
ysis of the trinuclear cluster in the Fet3 protein from yeast, a multinu-
clear copper oxidase. Biochemistry 39:2316 –2324. https://doi.org/10
.1021/bi992334a.

71. Yuan DS, Stearman R, Dancis A, Dunn T, Beeler T, Klausner RD. 1995. The
Menkes/Wilson disease gene homologue in yeast provides copper to a
ceruloplasmin-like oxidase required for iron uptake. Proc Natl Acad Sci
U S A 92:2632–2636. https://doi.org/10.1073/pnas.92.7.2632.

72. Saitoh Y, Izumitsu K, Morita A, Tanaka C. 2010. A copper-transporting
ATPase BcCCC2 is necessary for pathogenicity of Botrytis cinerea. Mol
Genet Genomics 284:33– 43. https://doi.org/10.1007/s00438-010-0545-4.

73. Hamada W, Reignault P, Bompeix G, Boccara M. 1994. Transformation of
Botrytis cinerea with the hygromycin B resistance gene, hph. Curr Genet
26:251–255. https://doi.org/10.1007/BF00309556.

74. Brown NA, Urban M, Hammond-Kosack KE. 2016. The trans-kingdom
identification of negative regulators of pathogen hypervirulence. FEMS
Microbiol Rev 40:19 – 40. https://doi.org/10.1093/femsre/fuv042.

75. Meléndez HG, Billon-Grand G, Fèvre M, Mey G. 2009. Role of the Botrytis
cinerea FKBP12 ortholog in pathogenic development and in sulfur
regulation. Fungal Genet Biol 46:308 –320. https://doi.org/10.1016/j.fgb
.2008.11.011.

76. Temme N, Oeser B, Massaroli M, Heller J, Simon A, Collado IG, Viaud M,
Tudzynski P. 2012. BcAtf1, a global regulator, controls various differentiation
processes and phytotoxin production in Botrytis cinerea. Mol Plant Pathol
13:704–718. https://doi.org/10.1111/j.1364-3703.2011.00778.x.

77. Zhang C, He Y, Zhu P, Chen L, Wang Y, Ni B, Xu L. 2015. Loss of bcbrn1
and bcpks13 in Botrytis cinerea not only blocks melanization but also
increases vegetative growth and virulence. Mol Plant Microbe Interact
28:1091–1101. https://doi.org/10.1094/MPMI-04-15-0085-R.

78. Zhang K, Yuan X, Zang J, Wang M, Zhao F, Li P, Cao H, Han J, Xing J,
Dong J. 2018. The kynurenine 3-monooxygenase encoding gene,
BcKMO, is involved in the growth, development, and pathogenicity of
Botrytis cinerea. Front Microbiol 9:1039. https://doi.org/10.3389/fmicb
.2018.01039.

79. Yun CW, Bauler M, Moore RE, Klebba PE, Philpott CC. 2001. The role of
the FRE family of plasma membrane reductases in the uptake of
siderophore-iron in Saccharomyces cerevisiae. J Biol Chem 276:
10218 –10223. https://doi.org/10.1074/jbc.M010065200.

80. Büttner P, Koch F, Voigt K, Quidde T, Risch S, Blaich R, Brückner B,
Tudzynski P. 1994. Variations in ploidy among isolates of Botrytis
cinerea: implications for genetic and molecular analyses. Curr Genet
25:445– 450. https://doi.org/10.1007/BF00351784.

81. Van KJA, Stassen JH, Mosbach A, Van D, Faino L, Farmer AD, Papasotiriou
DG, Zhou S, Seidl MF, Cottam E, Edel D, Hahn M, Schwartz DC, Dietrich
RA, Widdison S, Scalliet G. 2017. A gapless genome sequence of the
fungus Botrytis cinerea. Mol Plant Pathol 18:75– 89. https://doi.org/10
.1111/mpp.12384.

82. Oldenburg KR, Vo KT, Michaelis S, Paddon C. 1997. Recombination-
mediated PCR-directed plasmid construction in vivo in yeast. Nucleic
Acids Res 25:451– 452. https://doi.org/10.1093/nar/25.2.451.

83. Staben C, Jensen B, Singer M, Pollock J, Schechtman M, Kinsey J, Selker
E. 1989. Use of a bacterial hygromycin B resistance gene as a dominant
selectable marker in Neurospora crassa transformation. Fungal Genetics
Rep 36:79. https://doi.org/10.4148/1941-4765.1519.

84. Christianson TW, Sikorski RS, Dante M, Shero JH, Hieter P. 1992. Multi-
functional yeast high-copy-number shuttle vectors. Gene 110:119 –122.
https://doi.org/10.1016/0378-1119(92)90454-w.

85. Winston F, Dollard C, Ricupero-Hovasse SL. 1995. Construction of a set of

Hypervirulence in Botrytis cinerea ®

July/August 2020 Volume 11 Issue 4 e01379-20 mbio.asm.org 19

https://doi.org/10.1006/jmbi.2000.4315
https://doi.org/10.1006/jmbi.2000.4315
https://doi.org/10.1111/j.1365-3059.1992.tb02459.x
https://doi.org/10.1111/j.1365-3059.1992.tb02459.x
https://doi.org/10.1111/j.1364-3703.2012.00790.x
https://doi.org/10.1111/j.1364-3703.2012.00790.x
https://doi.org/10.1093/nar/gkw1089
https://doi.org/10.1093/nar/gkw1089
https://doi.org/10.1016/s0960-9822(00)00560-1
https://doi.org/10.1186/s12918-015-0163-1
https://doi.org/10.1105/tpc.111.093039
https://doi.org/10.1111/j.1365-313X.2008.03775.x
https://doi.org/10.1111/j.1365-313X.2008.03775.x
https://doi.org/10.1016/j.plaphy.2011.01.025
https://doi.org/10.1016/j.plaphy.2011.01.025
https://doi.org/10.1111/mpp.12208
https://doi.org/10.1146/annurev.phyto.050908.135202
https://doi.org/10.1146/annurev.phyto.050908.135202
https://doi.org/10.1038/nchembio.164
https://doi.org/10.3389/fpls.2015.00170
https://doi.org/10.1094/MPMI-22-8-0987
https://doi.org/10.1094/MPMI-22-8-0987
https://doi.org/10.1084/jem.20041242
https://doi.org/10.1111/j.1364-3703.2007.00401.x
https://doi.org/10.1038/s41598-020-60468-7
https://doi.org/10.1016/j.fgb.2015.06.008
https://doi.org/10.1016/j.fgb.2015.06.008
https://doi.org/10.1371/journal.ppat.1000217
https://doi.org/10.1094/MPMI-01-13-0003-R
https://doi.org/10.1111/mmi.12561
https://doi.org/10.3389/fmicb.2015.00821
https://doi.org/10.3389/fmicb.2015.00821
https://doi.org/10.1074/jbc.M512042200
https://doi.org/10.1021/bi992334a
https://doi.org/10.1021/bi992334a
https://doi.org/10.1073/pnas.92.7.2632
https://doi.org/10.1007/s00438-010-0545-4
https://doi.org/10.1007/BF00309556
https://doi.org/10.1093/femsre/fuv042
https://doi.org/10.1016/j.fgb.2008.11.011
https://doi.org/10.1016/j.fgb.2008.11.011
https://doi.org/10.1111/j.1364-3703.2011.00778.x
https://doi.org/10.1094/MPMI-04-15-0085-R
https://doi.org/10.3389/fmicb.2018.01039
https://doi.org/10.3389/fmicb.2018.01039
https://doi.org/10.1074/jbc.M010065200
https://doi.org/10.1007/BF00351784
https://doi.org/10.1111/mpp.12384
https://doi.org/10.1111/mpp.12384
https://doi.org/10.1093/nar/25.2.451
https://doi.org/10.4148/1941-4765.1519
https://doi.org/10.1016/0378-1119(92)90454-w
https://mbio.asm.org


convenient Saccharomyces cerevisiae strains that are isogenic to S288C.
Yeast 11:53–55. https://doi.org/10.1002/yea.320110107.

86. Malonek S, Rojas MC, Hedden P, Gaskin P, Hopkins P, Tudzynski B. 2004.
The NADPH-cytochrome P450 reductase gene from Gibberella fujikuroi
is essential for gibberellin biosynthesis. J Biol Chem 279:25075–25084.
https://doi.org/10.1074/jbc.M308517200.

87. Schumacher J. 2012. Tools for Botrytis cinerea: new expression vectors
make the gray mold fungus more accessible to cell biology approaches.
Fungal Genet Biol 49:483– 497. https://doi.org/10.1016/j.fgb.2012.03
.005.

88. Cenis JL. 1992. Rapid extraction of fungal DNA for PCR amplification.
Nucleic Acids Res 20:2380. https://doi.org/10.1093/nar/20.9.2380.

89. Schneider CA, Rasband WS, Eliceiri KW. 2012. NIH Image to ImageJ: 25
years of image analysis. Nat Methods 9:671– 675. https://doi.org/10
.1038/nmeth.2089.

90. Johnson G, Nour AA, Nolan T, Huggett J, Bustin S. 2014. Minimum
information necessary for quantitative real-time PCR experiments. Meth-
ods Mol Biol 1160:5–17. https://doi.org/10.1007/978-1-4939-0733-5_2.

91. Tamarit J, Irazusta V, Moreno-Cermeño A, Ros J. 2006. Colorimetric assay

for the quantitation of iron in yeast. Anal Biochem 351:149 –151. https://
doi.org/10.1016/j.ab.2005.12.001.

92. Roncero C. 2002. The genetic complexity of chitin synthesis in fungi. Curr
Genet 41:367–378. https://doi.org/10.1007/s00294-002-0318-7.

93. Howe KL, Contreras-Moreira B, De SN, Maslen G, Akanni W, Allen J,
Alvarez-Jarreta J, Barba M, Bolser DM, Cambell L, Carbajo M, Chakiachvili
M, Christensen M, Cummins C, Cuzick A, Davis P, Fexova S, Gall A, George
N, Gil L, Gupta P, Hammond-Kosack KE, Haskell E, Hunt SE, Jaiswal P,
Janacek SH, Kersey PJ, Langridge N, Maheswari U, Maurel T, McDowall
MD, Moore B, Muffato M, Naamati G, Naithani S, Olson A, Papatheodorou
I, Patricio M, Paulini M, Pedro H, Perry E, Preece J, Rosello M, Russell M,
Sitnik V, Staines DM, Stein J, Tello-Ruiz MK, Trevanion SJ, Urban M, Wei
S, Ware D, Williams G, Yates AD, Flicek P. 2020. Ensembl Genomes
2020-enabling non-vertebrate genomic research. Nucleic Acids Res 48:
D689 –D695. https://doi.org/10.1093/nar/gkz890.

94. Thompson JD, Higgins DG, Gibson TJ. 1994. CLUSTAL W: improving the
sensitivity of progressive multiple sequence alignment through se-
quence weighting, position-specific gap penalties and weight matrix
choice. Nucleic Acids Res 22:4673– 4680. https://doi.org/10.1093/nar/22
.22.4673.

Vasquez-Montaño et al. ®

July/August 2020 Volume 11 Issue 4 e01379-20 mbio.asm.org 20

https://doi.org/10.1002/yea.320110107
https://doi.org/10.1074/jbc.M308517200
https://doi.org/10.1016/j.fgb.2012.03.005
https://doi.org/10.1016/j.fgb.2012.03.005
https://doi.org/10.1093/nar/20.9.2380
https://doi.org/10.1038/nmeth.2089
https://doi.org/10.1038/nmeth.2089
https://doi.org/10.1007/978-1-4939-0733-5_2
https://doi.org/10.1016/j.ab.2005.12.001
https://doi.org/10.1016/j.ab.2005.12.001
https://doi.org/10.1007/s00294-002-0318-7
https://doi.org/10.1093/nar/gkz890
https://doi.org/10.1093/nar/22.22.4673
https://doi.org/10.1093/nar/22.22.4673
https://mbio.asm.org

	RESULTS
	Identification of an RIA-related ferroxidase-encoding gene (bcfet1) among multicopper oxidases of B. cinerea. 
	Characterization of the RIA system of B. cinerea. 
	Generation of bcfet1 deletion and complementation mutants. 
	Deletion of bcfet1 affects regular conidium formation. 
	The deletion of bcfet1 leads to sclerotium formation and reduces whole-cell iron content. 
	The absence of bcfet1 leads to a hypervirulence phenotype that depends on the plant’s iron status. 
	The bcftr1 strain displays a wild-type level of infection. 

	DISCUSSION
	MATERIALS AND METHODS
	B. cinerea strain and culture conditions. 
	Cloning of gene replacement and complementation cassettes. 
	Generation of B. cinerea deletion and complemented mutants. 
	Virulence assays employing Arabidopsis thaliana and Phaseolus vulgaris. 
	Real-time qPCR. 
	Determination of iron content in whole-cell fungal tissue. 
	DAB and cotton blue staining. 
	Computational and statistical analyses. 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

