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Abstract: A GATA zinc finger-containing repressor (AaSreA) suppresses siderophore biosynthesis in
the phytopathogenic fungus Alternaria alternata under iron-replete conditions. In this study, targeted
gene deletion revealed two bZIP-containing transcription factors (AaHapX and AaAtf1) and three
CCAAT-binding proteins (AaHapB, AaHapC, and AaHapE) that positively regulate gene expression
in siderophore production. This is a novel phenotype regarding Atf1 and siderophore biosynthesis.
Quantitative RT-PCR analyses revealed that only AaHapX and AaSreA were regulated by iron. AaSreA
and AaHapX form a transcriptional feedback negative loop to regulate iron acquisition in response to
the availability of environmental iron. Under iron-limited conditions, AaAtf1 enhanced the expression
of AaNps6, thus playing a positive role in siderophore production. However, under nutrient-rich
conditions, AaAtf1 plays a negative role in resistance to sugar-induced osmotic stress, and AaHapX
plays a negative role in resistance to salt-induced osmotic stress. Virulence assays performed on
detached citrus leaves revealed that AaHapX and AaAtf1 play no role in fungal pathogenicity.
However, fungal strains carrying the AaHapB, AaHapC, or AaHapE deletion failed to incite necrotic
lesions, likely due to severe growth deficiency. Our results revealed that siderophore biosynthesis
and iron homeostasis are regulated by a well-organized network in A. alternata.
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1. Introduction

Iron, often functioning as a cofactor of enzymes, is required for a variety of cellu-
lar processes, including deoxyribonucleotide synthesis, oxidative phosphorylation, ac-
tivities of several enzymes, and detoxification of hydroxyl radicals generated from the
Haber-Weiss/Fenton pathway [1,2]. However, excess iron in cells could cause cytotoxicity.
Despite the abundance of total iron in the environment, most iron sources are insoluble
ferric oxyhy-droxides, which are inaccessible to microorganisms [3]. It is estimated that
less than 10−18 M iron in the environment is bioavailable to microorganisms [4]. Thus,
microorganisms must have sophisticated mechanisms to acquire iron effectively from
their environment.

Fungi have evolved three strategies: acidification of the environment, reduction of
ferric iron (Fe3+) to a more soluble ferrous form (Fe2+) via the reductive iron assimila-
tion (RIA) systems, and secretion of soluble iron-chelators called siderophores to acquire
environmental iron [5,6]. The siderophore-Fe3+ complex is delivered into cells via spe-
cific transporters [7]. In fungal cells, ferric iron can be stored in the vacuoles and as the
siderophore-Fe3+ complex in the cytoplasm [5,8]. The siderophore-mediated iron acquisi-
tion has been shown to be required for virulence in many pathogenic fungi of humans and
plants [9–11].

Most fungi produce hydroxamate-type siderophores, classified into four groups:
rhodotorulic acid, fusarinines, coprogens, and ferrichromes [12]. Fungal siderophores
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are synthesized from L-ornithine catalyzed in order by ornithine-N5-monooxygenase,
transacylase, and nonribosomal peptide synthetase [5]. Deleting the nonribosomal peptide
synthetase-coding gene (Nps6) severely impacts siderophore production and virulence in
several plant pathogenic fungi, including Cochliobolus carbonum, C. miyabeanus, Fusarium
graminearum, and Alternaria brassicicola [13], indicating the important role of siderophore-
mediated iron acquisition in fungal invasion to their respective host plants.

Siderophore biosynthesis and iron acquisition must be tightly regulated to maintain
iron homeostasis and avoid iron toxicity. Saccharomyces cerevisiae utilizes two transcrip-
tion factors, Aft1 and Aft2, to regulate iron uptake, recycling, and mobilization [14–16].
Filamentous fungi utilize a GATA repressor (SreA) and a basic leucine zipper (bZIP)-
containing regulator (HapX) to control the expression of iron-acquisition genes and to
maintain siderophore production and iron homeostasis [17,18]. HapX has been shown to
interact with HapB and be recruited to bind to a CCAAT-binding complex (CBC) com-
posed of three proteins, HapB, HapC, and HapE, in Aspergillus nidulans [19,20]. Under
iron-depleted conditions, HapX promotes siderophore production and iron acquisition
by suppressing the expression of SreA [17]. HapX is also known to suppress the genes
involved in iron consumption, including heme cytochrome C, iron-sulfur cluster-containing
aconitase, and homoaconitase under iron-depleted conditions [21–24]. In contrast, under
iron-replete conditions, SreA suppresses the expression of HapX and many genes involved
in siderophore biosynthesis and iron uptake [25]. Although both SreA and HapX are re-
quired to regulate siderophore biosynthesis, their roles in fungal virulence vary in different
fungal species. SreA is not required for virulence in the human pathogens fumigatus [26]
and Candida albicans [27] but is required for full virulence in the human pathogen Cryp-
tococcus neoformans [28] and the maize pathogen C. heterostrophus [29]. HapX is required
for virulence in A. fumigatus, C. albicans, and C. neoformans [22,27,30], as well as the plant
pathogenic fungi Verticillium dahlia [24] and F. oxysporum [23].

The tangerine pathotype of A. alternata produces a host-selective toxin called ACT
to kill susceptible citrus cultivars before colonization and acquire nutrients from dead
tissues [31]. ACT is the primary pathogenicity determinant as the ∆AaACTT6 mutation
strain fails to accumulate ACT and induce necrotic lesions in the susceptible citrus cul-
tivar [32]. In addition, the detoxification of toxic reactive oxygen species (ROS) and the
production of cutinases and siderophores are required for virulence [10,32,33]. During the
invasion, A. alternata must overcome the toxicity of host-generated ROS and acquire iron
from host tissues to establish successful colonization. Iron can facilitate the detoxification
of hydrogen peroxide (H2O2), promote the activity of antioxidant enzymes (e.g., cata-
lase and superoxide dismutase), and assist fungal invasion [34]. Deleting an AaNps6
gene in the tangerine pathotype of A. alternata results in a mutant that fails to synthesize
siderophores, increases sensitivity to H2O2, and reduces virulence in citrus [10], indicating
that siderophore- mediated iron uptake plays a critical role in A. alternata pathogenesis.

A. alternata produces coprogens and hydroxycoprogens [35]. We have previously
demonstrated that the biosynthesis of siderophores is negatively regulated by AaSreA
under iron-replete conditions [36]. However, the AaSreA-deficient mutant displays wild-
type virulence in citrus. To better understand the regulatory pathways controlling the
biosynthesis of siderophores and iron uptake, we investigated the functions of AaHapX
and three CCAAT-binding proteins (AaHapB, AaHapC, and AaHapE) in siderophore
production, stress resistance, and virulence in A. alternata. Moreover, a yeast-activating
transcription factor 1 (Atf1) homolog containing a bZIP domain was found to play a role
in siderophore biosynthesis primarily by activating the expression of AaNps6. AaAtf1
was misidentified from the genome of A. alternata when searching for the yeast Aft1 and
Aft2 homologs. Transcriptional interactions among these regulators under iron-depleted
and replete conditions were established. This study demonstrated a complex regulatory
network, directly and indirectly controlling siderophore biosynthesis and iron acquisition
in the phytopathogenic fungus A. alternata.
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2. Materials and Methods
2.1. Fungal Strains and Growth Conditions

The wild-type EV-MIL-31 strain of A. alternata was isolated from a diseased leaf of
Minneola tangelo (Citrus x tangelo J.W. Ingram & H.E. Moore) and used in this study as a
recipient host for transformation and the mutagenesis experiments. The AaSreA-deficient
mutants (∆AaSreA_D6 and D12) carrying a deletion of the gene encoding a GATA-type
transcription suppressor were obtained from a separate study [36]. ∆AaNps6, a defective
strain for the biosynthesis of siderophores, was generated by Chen et al. (2013) [10].
∆AaACTT6 carrying a mutation of the ACT biosynthetic gene, AaACTT6, was generated by
Ma et al. (2019) [32]. Unless otherwise stated, fungal strains were grown on potato dextrose
agar (PDA; Difco, Sparks, MD, USA) or minimal medium (MM) [36] at 28 ◦C for 3 to 5 days.
For the isolation of nucleic acids, fungi were grown in a complete medium (MM+ 1 g/L
yeast extract and 1 g/L casein hydrolysate). For ACT toxin production, fungi were grown
in a modified Richard’s medium [37] for 21 days. A regeneration medium (RMM) [38] was
used to recover fungal transformants. For medium shift experiments, fungal strains were
grown in PDB for 2 to 3 days. Mycelium was collected through a sterile filter paper, washed
with sterile water, transferred to MM or MM amended with an appropriate compound,
and incubated for an additional 24 h.

2.2. Sensitivity Assays

Cellular sensitivity to chemicals was carried out on PDA or MM by transferring
fungal mycelia as a pipette-tip (10 µL) inoculation to a medium containing a test com-
pound at an appropriate concentration. Chemicals used for sensitivity tests included
ferric chloride (FeCl3, 0.2 mM), bathophenanthrolinedisulfonic acid (BPS, an iron chelator,
0.2 mM), hydrogen peroxide (H2O2, 5 to 15 mM), tert-butyl-hydroperoxide (tBHP, 1.5 and
3.75 mM), menadione (MD, 0.1 and 0.2 mM dissolved in dimethyl sulfoxide (DMSO)),
diethyl malonate (DEM, 2.5 mM dissolved in methanol (MeOH)), glucose (1 M), sucrose
(1 M), mannitol (1 M), sorbitol (1 M), sodium chloride (NaCl, 1 M), potassium chloride (KCl,
1 M), and Congo red (CR, 150 µM dissolved in ethanol (EtOH)). Unless otherwise indicated,
all chemicals were dissolved in Milli-Q water. The percentage of growth inhibition was
calculated by dividing the relative difference in the growth by the wild-type growth and
multiplying by 100.

2.3. Targeted Gene Deletion and Genetic Complementation in A. alternata

A split marker-mediated transformation [38] was used to delete AaHapX, AaHapB,
AaHapC, AaHapE, and AaAtf1 in A. alternata. A hygromycin phosphotransferase gene
cassette (HYG, 2.5 kb) was split into two overlapping fragments HYg and hYG, using PCR
with primer pairs M13F/hyg4 and hyg3/M13R, respectively, from an HYG-containing
plasmid. Two split marker fragments, HYg::5′ target gene DNA fragment and hYG::3′

target gene fragment, were generated by two-step fusion PCR with gene-specific primers
(Supplementary Materials Figures S1–S5) and directly transformed into protoplasts pre-
pared from wild type using polyethylene glycol and CaCl2 as previously described [39].
Fungal transformants were recovered from RMM amended with 200 µg/mL hygromycin
(Roche Applied Science, Indianapolis, IN, USA), examined by PCR with a gene-specific
primer pairing with a HYG primer (hyg3 or hyg4), and verified further by Southern blot
analyses using gene-specific and HYG probes or PCR-restriction enzyme length polymor-
phism (PCR-RFLP) patterns (Supplementary Materials Figures S1–S5). Two independent
mutants from each gene deletion were used for phenotypic analyses. Defective phenotypes
were restored by transforming a functional copy of the gene into a deletion mutant. Each
gene, including its endogenous promoter, was amplified by PCR with gene-specific primers
and cloned into pCB1532 carrying a sulfonylurea-resistance (Sur) gene [40]. To facilitate
cloning, recognition sequences of restriction endonucleases were incorporated into the
primers. Fungal transformants were selected on RMM amended with 5 g/mL sulfonylurea
(Chem Service, West Chester, PA, USA) and tested for restoration of radial growth on
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PDA or siderophore production. Oligonucleotide primers used for PCR and Southern blot
analyses are listed in Supplementary Materials Table S1.

2.4. Miscellaneous Procedures for Manipulation of Nucleic Acids

Fungal genomic DNA was obtained using a Genomic DNA Mini Purification kit
(BioKit, Taipei, Taiwan) or a phenol/chloroform DNA extraction protocol. Fungal RNA
was isolated using TRI reagent (Sigma-Aldrich, St. Louis, MO, USA) and purified further
using PureLink RNA Mini Kit (Invitrogen, Carlsbad, CA, USA) following the manufac-
turer’s instructions. DNA digestion with restriction endonucleases, electrophoresis, DNA
ligation, bacterial transformation, Southern blot hybridizations, and post-hybridization
washing were carried out according to standard procedures. Digoxigenin (DIG)-11-dUTP
(Roche Applied Science, Indianapolis, IN, USA) was incorporated by PCR into a DNA
fragment with the gene-specific primers and used for Southern blot analyses. The probe
was detected by an immunological assay according to the manufacturer’s instructions
(Roche Applied Science, Indianapolis, IN, USA). The protein-coding genes were predicted
by GlimmerHMM [41,42]. Pairwise sequence comparison was performed using CLC Ge-
nomic Workbench 9.5.1 (CLC Bio, Qiagen, Aarhus, Denmark) to calculate genetic distance
using the Jukes–Cantor model and percent identity. Conserved domains were predicted
with the CD-search tool [43] available in the National Center for Biotechnology Information
(NCBI) and the MEME Suite server [44].

2.5. Assays for Siderophore Production

The production of siderophores was assayed on a Chrome azurol S (CAS)-containing
medium as described [45]. The formation of orange halos on the blue background around
the fungal colony indicated the production of siderophores. The plates were photographed,
and the radius of orange halos was determined using Image J software V. 1.54b (US National
Institutes of Health, Bethesda, MD, USA). Siderophores were further isolated from culture
filtrates of fungal strains cultured in MM for 5 to 7 days with Amberlite XAD-16 resin
(Sigma-Aldrich, St. Louis, MO, USA) and examined by thin-layer chromatography (TLC)
and high-performance liquid chromatography (HPLC) using mobile phases and conditions
as described [35].

2.6. Quantitative RT-PCR and Gene Expression Analyses

Gene expression was evaluated by quantitative real-time PCR (qRT-PCR) using gene-
specific primers (Supplementary Materials Table S1). All qRT-PCR reactions were set
up using iQ SYBR Green Supermix (Bio-Rad, Hercules, CA, USA) and performed in a
CFX Connect model of Real-Time PCR Detection System (Bio-Rad, Hercules, CA, USA).
Amplification of the β-tubulin coding gene was included as an internal control, and the
specific transcripts were assessed by the melting curve. The relative expression level was
determined by a comparative Ct method (∆∆CT). All treatments were conducted with three
biological replicates, and the significant difference was determined by statistical analysis.
Experiments were repeated at least two times.

2.7. Assays for Virulence and Toxin Production

A. alternata virulence was assessed on detached leaves of calamondin, a cross between
a mandarin orange (Citrus reticulata Blanco) and a kumquat (Fortunella margarita Swingle).
Leaves (6 to 8 days after emergence and approximately 3 to 4 cm in length) were harvested,
washed with water, and inoculated with agar plugs carrying fungal hyphae. Some leaf spots
were wounded by a fine needle before inoculation. Alternatively, leaves were inoculated
by placing 5 µL of conidia suspensions (2 × 105 conidia/mL) on each spot. Leaves treated
with water were used as mock controls. All leaves were kept in a plastic container for
3 to 5 days. ACT was purified with Amberlite XAD-2 resin (Sigma-Aldrich, St. Louis, MO,
USA), separated in a silica gel 60 F254 plate (Merck KGaA, Darmstadt, Germany) using
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methanol/acetic acid/water (4:1:5, v/v) as mobile phase, visualized under a hand-held UV
illuminator, and photographed.

2.8. Statistical Analysis

Unless stated otherwise, all experiments with multiple replicates were conducted at
least two times. The significance of treatments was analyzed by one-way ANOVA and
separated by Tukey’s HSD post hoc test (p < 0.05).

3. Results
3.1. Identification and Characterization of Five Transcription Regulators

Sequences of five DNA-binding proteins, AaHapX (528 a.a., OP828655), AaHapB (343 a.a.,
OP828656), AaHapC (188 a.a., OP828657), AaHapE (313 a.a., OP828658), and AaAtf1 (545 a.a.,
OP828654), were obtained from the complete genome sequence of A. alternata.

AaHapX is a bZIP protein, which contains a Hap4-like CCAAT-binding complex
(CBC) domain, a coiled-coil DNA binding domain, and three cysteine-rich regions (CRR)
(Figure 1). AaHapB is a CCAAT-binding transcription factor subunit B (CBF-B), also
known as nuclear transcription factor Y alpha (NF-YA). AaHapC is a CCAAT-binding
factor (CBF/NF-YB) belonging to a histone-like transcription factor. AaHapE is a CCAAT-
binding factor subunit C belonging to the HAP5 superfamily. AaAtf1 contains an Aft1
osmotic stress response (OSM) domain, Aft1 homologous recombination activation (HRA;
IPR021755) and repression (HRR; IPR021755) domains involved in meiotic recombination,
a coiled-coil DNA-binding domain, and a bZIP_ATF2 domain. AaAtf1, AaHapX, AaHapB,
AaHapC, and AaHapE of A. alternata shared low overall identities (less than 55%) with
their corresponding orthologs of fungi (Supplementary Materials Figures S6–S10).
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Figure 1. Schematics showing the functional domains of five transcription regulators associated with
siderophore production in A. alternata. Both AaHapX and AaAtf1 are bZIP-containing transcription
factors. Three cysteine-rich regions conserved in the AaHapX are also indicated. AaHapB, AaHapC,
and AaHapE are CCAAT-binding proteins.
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3.2. Transcription Regulators Are Required for Growth and Iron Homeostasis

Two split HYG marker gene fragments were generated from each of the five genes and
used for targeted gene deletion in the wild-type strain of A. alternata. As a result, at least
two mutants were identified from each gene after verification by Southern blot analyses
or RFLP patterns. Only mutants carrying a single HYG insertion were selected for further
analyses. The AaHapX deficient mutants (∆AaHapX_X6 and X10) produced fewer aerial
hyphae than the wild type on PDA and MM (Figure 2). Adding BPS (an iron chelator) into
PDA or MM reduced ∆AaHapX growth considerably. Adding FeCl3 into MM but not PDA
also reduced ∆AaHapX growth. The growth of fungal strains carrying gene deletion in
AaHapB (∆AaHapB_B7 and B8), AaHapC (∆AaHapC_C12 and C45), or AaHapE (∆AaHapE_E1
and E2) was severely impaired, especially on MM amended with BPS (Figure 2). Compared
to the wild type, AaAtf1 deficient mutants (∆AaAtf1_A2 and A3) reduced growth on PDA
by 31%. In contrast, ∆AaAtf1 grew slightly better than the wild type on MM. Adding BPS
or FeCl3 into PDA or MM did not affect ∆AaAtf1 growth. Compared to the wild type, the
AaSreA deficient mutants reduced growth on PDA and MM by 80% and 40%, respectively.
Adding BPS into PDA greatly enhanced ∆AaSreA growth, whereas adding FeCl3 into MM
reduced ∆AaSreA growth. Defective growth in each gene mutation was restored to the
wild-type level after re-expressing a functional copy of the gene in the respective mutant
(Figure 2).
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Figure 2. Transcription regulators involved in iron homeostasis and growth in A. alternata under
iron-replete (PDA) and iron-depleted (MM) conditions. Fungal strains, including wild type (WT),
deletion mutants (∆), and complementation strains (CP) were transferred by pipette tips to PDA
and MM amended with or without 0.2 mM FeCl3 or 0.2 mM bathophenanthrolinedisulfonic acid
(BPS) and incubated at 28 ◦C for 3 to 5 days. ∆AaHapX grew poorly on a medium amended with
BPS (indicated by yellow rectangles). However, ∆AaSreA grew poorly under iron-rich conditions
(indicated by a red rectangle), and exhibited wild-type growth in the presence of BPS (indicated by a
green rectangle). ∆AaHapB, ∆AaHapC, and ∆AaHapE grew poorly on either medium. Experiments
were tested at least two times with two replicates for each treatment.

3.3. Biosynthesis of Siderophores Is Positively and Negatively Regulated by Multiple
Transcription Factors

CAS and TLC assays of siderophores revealed that the production of siderophores was
severely impaired in the ∆AaHapX, ∆AaHapB, ∆AaHapC, ∆AaHapE, and ∆AaAtf1 strains
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(Figure 3). In contrast, the production of siderophores was greatly increased in ∆AaSreA.
The complementation strains in each of the gene mutations had the wild-type level of
siderophore production. Siderophores produced by the wild-type, the mutants (∆AaHapX
and ∆AaAtf1), and their complementation strains were also confirmed by HPLC analyses
(Supplementary Materials Figure S11).
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3.4. Cross-Interactions between Transcriptional Regulators under Different Iron Conditions 
Quantitative RT-PCR analyses revealed that AaHapX was preferably expressed under 

iron-depleted conditions, whereas AaSreA was highly expressed under iron-replete 
conditions (Figure 4). Iron had little or no effect on the expression of AaAtf1, AaHapB, 
AaHapC, and AaHapE (Figures 4 and S12). Deleting AaHapX increased the expression of 

Figure 3. Siderophore production by A. alternata strains. (A) Fungal strains, including wild type (WT),
deletion mutants (∆), and complementation strains (CP), were transferred by a pipette tip (10 µL) to
chromeazurol S-containing agar medium and incubated at 28 ◦C for 3 to 5 days. The formation of an
orange halo around the fungal colony indicates the production of siderophores. (B) TLC analyses
of siderophores. Fungal strains were cultured in liquid MM for 5 to 7 days, and culture filtrates
were mixed with FeCl3 and Amberlite XAD-16 resin. Siderophores were eluted from the resin with
methanol and analyzed by TLC. Relative abundance of the brown spots (Rf∼0.75, indicated by red
arrowhead) were analyzed by Image J software V 1.54b by referring to the wild type.

3.4. Cross-Interactions between Transcriptional Regulators under Different Iron Conditions

Quantitative RT-PCR analyses revealed that AaHapX was preferably expressed under
iron-depleted conditions, whereas AaSreA was highly expressed under iron-replete condi-
tions (Figure 4). Iron had little or no effect on the expression of AaAtf1, AaHapB, AaHapC,
and AaHapE (Figures 4 and S12). Deleting AaHapX increased the expression of AaSreA
under iron-depleted conditions. Under iron-rich conditions, deleting AaHapX had little or
no effect on the expression of AaSreA. Deleting AaHapX slightly increased the expression
of AaAtf1, particularly under iron-depleted conditions. Deleting AaSreA significantly 245
increased the expression of AaHapX and AaAtf1, primarily under iron-replete conditions.
Deleting AaAtf1 had little or no effect on the expression of AaHapX and AaSreA under either
iron-depleted or replete conditions.
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Figure 4. Quantitative real-time PCR analyses of the expression of the AaSreA (A–C), AaHapX (D–F),
and AaAtf1 (G–I) genes in A. alternata strains grown in the presence or absence of iron. Wild type,
∆AaHapX (X6 and X10), ∆AaSreA (D6 and D12), and ∆AaAtf1 (A2 and A3) were grown in PDB at
28 ◦C for 2 to 3 days. Mycelium was harvested, washed with water, transferred into liquid MM or
MM amended with 0.2 mM FeCl3, and incubated for an additional 24 h. RNA was purified from
mycelium and used for first-strand cDNA synthesis. Quantitative RT-PCR was performed using
gene-specific primers. The relative expression level from three independent reactions was calculated
by a comparative Ct method (∆∆CT) in relation to the expression of the fungal β-tubulin-coding gene.
In each assay, the expression level in the wild type grown in MM was set to 1. Means indicated by
the same letter are not significantly different, p < 0.05. All experiments were repeated at least two
times, showing similar trends.

3.5. The Genes Involved in Siderophore Biosynthesis and Iron Acquisition Are Differentially
Regulated by AaHapX and AaAtf1

Under iron-depleted conditions, deleting AaHapX decreased the expression of AaNps6
(encoding a nonribosomal peptide synthetase) (Figure 5). In contrast, under iron-replete con-
ditions, deleting AaHapX increased the expression of AaNps6, AaSit1 (encoding a siderophore
iron transporter), and AaMirB (encoding a siderophore iron transporter). Deleting AaAtf1
decreased the expression of AaNps6 under iron-depleted conditions; however, this had no
effect on the expression of AaNps6, AaSit1, and AaMirB under iron-replete conditions.
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Figure 5. Quantitative real-time PCR analyses of the expression of siderophore biosynthesis- and
transport-related genes in A. alternata strains grown in the presence or absence of iron. Wild type,
∆AaHapX (X6 and X10), and ∆AaAtf1 (A2 and A3) were grown in PDB at 28 ◦C for 2 to 3 days.
Mycelium was harvested, washed with water, transferred into liquid MM or MM amended with
0.2 mM FeCl3, and incubated for an additional 24 h. RNA was purified from mycelium and used for
first-strand cDNA synthesis. Quantitative RT-PCR was performed using primers targeting AaNps6
(A,B), AaSit1 (C,D), or AaMirB (E,F). The relative expression level from three independent reactions
was calculated by a comparative Ct method (∆∆CT) in relation to the expression of the fungal
β-tubulin-coding gene. In each assay, the expression level in the wild type grown in MM was set to
1. Means indicated by the same letter are not significantly different, p < 0.05. All experiments were
repeated at least two times, showing similar trends.

3.6. AaAtf1 and AaHapX Play a Negative Role in Osmotic Stress under Nutrient-Rich Conditions

Sensitivity tests assayed on PDA revealed that deleting AaAtf1 increased resistance
to high glucose, sucrose, mannitol, and sorbitol but not NaCl and KCl (Figure 6A). Com-
pared to the wild type, ∆AaAtf1 reduced radial growth by 31% on PDA, whereas ∆AaAtf1
exhibited growth similar to wild type on PDA amended with a sugar osmoticant. In con-
trast, deleting AaHapX increased resistance to NaCl and KCl but not sugar osmoticants
(Figure 6B). ∆AaAtf1 showed no significant difference in growth inhibition on MM amended
with or without osmoticants (Supplementary Materials Figure S13). When assayed on PDA
and MM, deleting AaAtf1 did not affect resistance or sensitivity to H2O2, tBHP, menadione,
diethyl maleate, and Congo red. Deleting AaHapX also unchanged sensitivity to H2O2
(Supplementary Materials Figure S13).
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Figure 6. AaAtf1 and AaHapX play different roles in stress resistance. (A) Sensitivity tests assayed
on PDA revealed that, compared to wild type, ∆AaAtf1 increased resistance to glucose, sucrose,
mannitol, and sorbitol. (B) ∆AaHapX increased resistance to KCl and NaCl. The percent of growth
inhibition (%) is shown on the right side. Means indicated by the same letter are not significantly
different, p < 0.05. All experiments were repeated at least two times, showing similar trends.

3.7. Siderophore-Related Regulators Play No Role in Toxin Production and A. alternata Virulence

Pathogenicity assays were conducted on detached calamondin leaves, revealing that
∆AaAtf1 and ∆AaHapX induced necrotic lesions at rates and magnitudes similar to the wild
type 3 days post inoculation (dpi) (Figure 7A). Because ∆AaHapB, ∆AaHapC, and ∆AaHapE
grew slowly and produced few conidia, their pathogenicity was assessed on detached
leaves using mycelial mass. The results revealed that ∆AaHapB, ∆AaHapC, and ∆AaHapE
were unable to induce necrotic lesions 3 dpi, even when the leaves were wounded before
inoculation. ACT was isolated from culture filtrates of the wild-type, the ∆AaAtf1, and the
CPA1 complementation strains and analyzed by TLC, revealing no significant difference in
the level of ACT (Figure 7B). As mock controls, no ACT was detected from medium-only
or culture filtrates of an ACT deficient strain (∆AaACTT6).
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(B7 and B8), ∆AaHapC (C12 and C45), and ∆AaHapE (E1 and E2) barely induced necrotic lesions. (B) 
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must have elaborate systems to maintain iron homeostasis [47,48]. Previously, we have 
demonstrated that, under iron-replete conditions, A. alternata utilizes AaSreA to suppress 
the production and transport of siderophores to avoid iron toxicity [36]. In the present study, 
we characterized five transcription regulators that positively controlled the biosynthesis 
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Figure 7. AaHapX and AaAtf1 play no role in A. alternata pathogenesis. (A) Pathogenicity tests
assayed on detached calamondin leaves revealed that ∆AaHapX (X6 and X10) and ∆AaAtf1 (A2 and
A3) induced necrotic lesions at rates and magnitudes similar to the wild type and their respective
complementation (CP) strains in pre-wounded (W) or un-wounded (Un) leaves. In contrast, ∆AaHapB
(B7 and B8), ∆AaHapC (C12 and C45), and ∆AaHapE (E1 and E2) barely induced necrotic lesions.
(B) TLC analysis of toxin purified from wild type, ∆AaAtf1 (A2 and A3), and the complementation
strain (CPA1) revealed that deleting AaAtf1 had no effects on ACT production. No ACT was detected
from medium only or culture filtrates of ∆AaACTT6 (an ACT deficient strain). The arrow indicates
the direction of the mobile phase (solvent).

4. Discussion

Iron is an essential trace element required for metabolic, enzymatic, and regulatory
functions in all living cells [46]. In contrast, excess iron could be toxic. Thus, all cells
must have elaborate systems to maintain iron homeostasis [47,48]. Previously, we have
demonstrated that, under iron-replete conditions, A. alternata utilizes AaSreA to suppress
the production and transport of siderophores to avoid iron toxicity [36]. In the present study,
we characterized five transcription regulators that positively controlled the biosynthesis
of siderophores in the phytopathogenic fungus A. alternata. Our results indicated that
A. alternata mainly relies on a transcriptional feedback inhibition between the AaSreA
iron repressor and the AaHapX transcription factor to regulate iron acquisition (Figure 8).
AaHapX mainly functions under iron-depleted conditions, whereas AaSreA functions
under iron-replete conditions.
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Figure 8. Schematic diagram illustrating the interaction of AaSreA, AaHapX, three CCAAT-binding
proteins (AaHapB, AaHapC, and AaHapE), and AaAtf1 in relation to siderophore biosynthesis and
iron uptake in A. alternata. Under low-iron conditions, the expression of AaHapX was upregulated.
AaHapX was recruited to bind to the AaHapB/AaHapC/AaHapE complex, which in turn suppressed
the expression of AaSreA encoding a repressor against siderophore biosynthesis. Without AaSreA, the
genes involved in siderophore biosynthesis, transport, and iron uptake were de-repressed. As such,
siderophores were produced to chelate iron from the environment. AaAtf1 enhanced the expression
of AaNps6, thus playing a positive role in siderophore production. Under high-iron conditions, the
expression of AaSreA was upregulated, which in turn suppressed the expression of AaHapX, AaAtf1,
and genes involved in siderophore biosynthesis, thus preventing siderophore production.

The A. alternata SreA encodes a polypeptide containing two conserved GATA-type zinc
finger domains and plays a determinant role in the biosynthesis of siderophores [36]. The
expression of AaSreA was upregulated under iron-rich conditions and downregulated under
iron-depleted conditions. In contrast, the expression of AaHapX was downregulated under
iron-rich conditions and upregulated under iron-depleted conditions. Thus, AaSreA serves
as a repressor under iron-replete conditions, and the bZIP transcription regulator AaHapX
acts as an activator under iron-depleted conditions. When environmental iron is scarce,
the expression of AaSreA is inhibited by AaHapX (Figure 8). AaHapX may also directly
upregulates the gene (AaNps6) involved in the biosynthesis of siderophores under iron-
depleted conditions. When environmental iron is abundant, AaSreA is highly expressed,
and the AaSreA protein suppresses the expression of the genes involved in the biosynthesis
and transportation of siderophores. AaSreA also suppressed the expression of the AaHapX
gene under iron-rich conditions. The results indicated that AaSreA and AaHapX are the
major siderophore regulators by forming a negative feedback loop to 305 regulate iron
acquisition in response to the availability of environmental iron in A. alternata. A similar
transcriptional feedback inhibition between SreA and HapX has been reported in Aspergillus
nidulans [17], confirming the important role of SreA and HapX in siderophore production
in filamentous fungi.

HapX interacts with the CCAAT binding proteins (HapB, HapC, and HapE) and
forms a CBC complex involved in suppressing the expression of SreA and activating the
biosynthesis of siderophores under iron-depleted conditions in Aspergillus spp. [17,47,49].
The function of HapX is highly dependent on the CBC/HapX interaction [50]; however,
deleting the HapX-coding gene homolog could lead to different deficiencies in different
fungal species. In A. alternata, deleting AaHapX exhibited reduced siderophore production;
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however, this had a moderate impact on growth, whereas deleting AaHapB, AaHapC, or
AaHapE resulted in severe growth retardation, indicating that AaHapB/C/E might also
be independent of AaHapX to regulate the expression of genes required for growth in
A. alternata. The results also suggest that AaHapX primarily responds to iron availability.
In F. oxysporum, deleting the HapX homolog upregulates the genes involved in the iron-
consuming pathways but has no effect on the iron acquisition, resulting in growth reduction
under iron-depleted conditions and lower virulence in hosts [23]. In V. dahlia, HapX
is required for iron homeostasis, growth, the formation of conidia and microsclerotia,
resistance to H2O2, and virulence [24]. Sensitivity assays revealed that AaHapX plays no
role in resistance to oxidative stress and iron resistance in A. alternata. The function of
HapX in regulating siderophore biosynthesis and virulence has also been reported in the
opportunistic pathogens A. fumigatus, C. albicans, and C. neoformans of humans [22,27,30]
and in the insect mycopathogen Beauveria bassiana [51]. In contrast, deleting AaHapX in
A. alternata had no impact on virulence, even though the mutant is defective in siderophore
production. Deleting the AaSreA repressor-coding gene resulting in high siderophore
production also has no impact on A. alternata virulence [36]. However, deleting the AaNps6
gene completely blocks siderophore biosynthesis and results in lower virulence in citrus [10].
Thus, a low-level production of siderophores might be sufficient to enable A. alternata to
colonize citrus hosts as long as toxin production is unaffected, as was revealed in the
∆AaAtf1 mutant. ∆AaHapB, ∆AaHapC, and ∆AaHapE failed to produce necrotic lesions
mainly due to severe growth defects. In addition to siderophore production, AaHapX
confers sensitivity to salts in A. alternata as the ∆AaHapX mutant grew much better than the
wild type on PDA amended with NaCl or KCl. This is a novel phenotype associated with
AaHapX. Interconnection between iron homeostasis and osmotic stress response has also
been reported in plants [52] and the halophilic bacterium, Chromohalobacter salexigens [53].

In addition to AaSreA and AaHapX/B/C/E, we found that AaAtf1 containing a
bZIP_ATF2 domain at its C terminus is involved in siderophore biosynthesis. This novel
phenotype regarding Atf1 and siderophore production has never been reported in any
fungi. Atf1 has been shown to be involved in stress response, sexual development, and
meiotic hot spot activation in the fission yeast Schizosaccharomyces pombe [54,55], Cryptococ-
cus neoformans [56] and many filamentous fungi, including A. nidulans [57], A. oryzae [58],
N. crassa [59], A. fumigatus [57], Mucor circinelloides [60], Penicillium marneffei [61], F. gramin-
earum [62], F. verticillioides [63], F. oxysporum f. sp. cubense [64], V. dahlia [65], Claviceps
purpurea [66], Botrytis cinerea [67], and M. oryzae [68]. Depending on fungal species, Atf1
plays a role in resistance to heat, cold, desiccation, cell wall-disrupting agents (Congo red
and calcofluor white), fungicides (fludioxonil and caspofungin), osmotic or oxidative stress,
and the maintenance of iron homeostasis [69]. AaAtf1 plays a negative role in osmotic
resistance under nutrient-rich conditions, consistent with the finding that AaAtf1 contains
an osmotic stress response (OSM) domain. However, AaAtf1 is not required for fungal
virulence as assayed on detached citrus leaves. Sensitivity tests revealed that ∆AaAtf1 grew
much slower than wild type on PDA and displayed wild-type growth on PDA but not MM
amended with glucose, sucrose, mannitol, or sorbitol. Unlike other fungal species, AaAtf1
plays no role in resistance to cell-wall-disrupting agents, heat/cold, or oxidative stress.
Surprisingly, AaAtf1 is involved in siderophore biosynthesis by regulating the expression
of AaNps6. The results indicate that Atf1 homologs evolve in different fungi, providing a
better adaptation to their biological environments.

In conclusion, siderophore-mediated iron uptake is required for growth, conidiation,
ROS resistance, and virulence in A. alternata. This fungus depends on the AaSreA repres-
sor and the AaHapX/CBC complex activator in response to the iron availability in the
environment. Siderophore biosynthesis is also regulated by AaAtf1. AaAtf1 activates the ex-
pression of AaNps6 under iron-depleted conditions and facilitates siderophore biosynthesis.
Although both AaAtf1 and AaHapX are involved in siderophore production, AaAtf1 plays
a negative role in resistance to sugar-induced osmotic stress, and AaHapX plays a negative
role in resistance to salt-induced osmotic stress under nutrient-rich conditions. This study
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further highlights that a well-regulated network is orchestrated to control the biosynthesis
of siderophore, iron uptake, and stress response in A. alternata. Further studies using RNA
sequencing analyses will allow us to identify key or novel genes that are regulated by
AaHapX, AaAtf1, and AaSreA.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/jof9040427/s1, Figure S1: Deletion of the AaAtf1 gene using a
split marker approach in the tangerine pathotype of A. alternata; Figure S2: Deletion of the AaHapX
gene using a split marker approach in the tangerine pathotype of A. alternata; Figure S3: Deletion of
the AaHapB gene using a split marker approach in the tangerine pathotype of A. alternata; Figure S4:
Deletion of the AaHapC gene using a split marker approach in the tangerine pathotype of A. alternata;
Figure S5: Deletion of the AaHapE gene using a split marker approach in the tangerine pathotype
of A. alternata; Figure S6: Pairwise comparison and alignment of conserved motifs of the AaAtf1
sequence with fungal Atf1 orthologs; Figure S7: Pairwise comparison and alignment of conserved
motifs of the AaHapX sequence with fungal HapX orthologs; Figure S8: Pairwise comparison and
alignment of conserved motifs of the AaHapB sequence with fungal HapB orthologs; Figure S9:
Pairwise comparison and alignment of conserved motifs of the AaHapC sequence with fungal HapC
orthologs; Figure S10: Pairwise comparison and alignment of conserved motifs of the AaHapE
sequence with fungal HapE orthologs; Figure S11: HPLC analyses of siderophores isolated from
the strains of A. alternata; Figure S12: qRT-PCR analyses; Figure S13: Sensitivity tests; Table S1:
Oligonucleotide primers.

Author Contributions: J.-J.W.: investigation, validation, formal analysis, conceptualization, method-
ology, writing—review and editing. P.-C.W.: conceptualization, methodology, writing—review and
editing, project administration. J.I.Y.: conceptualization, methodology. K.-R.C.: conceptualization,
methodology, writing—original draft preparation, writing—review and editing, supervision, funding
acquisition. All authors have read and agreed to the published version of the manuscript.

Funding: This research was supported by grants (numbers: MOST 108-2313-B-005-031-MY3 and
MOST 109-2313-B-005-041-MY3 to K.R.C., and MOST 110-2326-B-005-001-MY3 to P.C.W.) from the
Ministry of Science and Technology of Taiwan.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study have been deposited at NCBI under
BioProject accession PRJNA666299.

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

References
1. Halliwell, B.; Gutteridge, J.M. Role of iron in oxygen radical reactions. In Methods in Enzymology; Elsevier: Amsterdam, The

Netherlands, 1984; Volume 105, pp. 47–56.
2. Vlachodimitropoulou, E.; Sharp, P.A.; Naftalin, R.J. Quercetin-iron chelates are transported via 404 glucose transporters. Free

Radic. Biol. Med. 2011, 50, 934–944. [CrossRef] [PubMed]
3. Neilands, J.B. Siderophores: Structure and Function of Microbial Iron Transport Compounds. J. Biol. Chem. 1995, 270, 26723–26726.

[CrossRef] [PubMed]
4. Bagg, A.; Neilands, J.B. Molecular mechanism of regulation of siderophore-mediated iron assimilation. Microbiol. Rev. 1987, 51,

509–518. [CrossRef]
5. Haas, H. Molecular genetics of fungal siderophore biosynthesis and uptake: The role of siderophores in iron uptake and storage.

Appl. Microbiol. Biotechnol. 2003, 62, 316–330. [CrossRef] [PubMed]
6. Philpott, C.C. Iron uptake in fungi: A system for every source. Biochim. Biophys. Acta (BBA) Mol. Cell Res. 2006, 1763, 636–645.

[CrossRef] [PubMed]
7. Winkelmann, G. Microbial siderophore-mediated transport. Biochem. Soc. Trans. 2002, 30, 691–696. [CrossRef]
8. Raguzzi, F.; Lesuisse, E.; Crichton, R.R. Iron storage in Saccharomyces cerevisiae. FEBS Lett. 1988, 231, 253–258. [CrossRef] [PubMed]
9. Bairwa, G.; Jung, W.H.; Kronstad, J.W. Iron acquisition in fungal pathogens of humans. Metallomics 2017, 9, 215–227. [CrossRef]
10. Chen, L.-H.; Lin, C.-H.; Chung, K.-R. A nonribosomal peptide synthetase mediates siderophore production and virulence in the

citrus fungal pathogen Alternaria alternata. Mol. Plant Pathol. 2013, 14, 497–505. [CrossRef]
11. Kornitzer, D. Fungal mechanisms for host iron acquisition. Curr. Opin. Microbiol. 2009, 12, 377–383. [CrossRef] [PubMed]
12. Van der Helm, D.; Winkelmann, G. Metal Ions in Fungi, Mycology; Dekker: New York, NY, USA, 1994.

https://www.mdpi.com/article/10.3390/jof9040427/s1
https://www.mdpi.com/article/10.3390/jof9040427/s1
http://doi.org/10.1016/j.freeradbiomed.2011.01.005
http://www.ncbi.nlm.nih.gov/pubmed/21238582
http://doi.org/10.1074/jbc.270.45.26723
http://www.ncbi.nlm.nih.gov/pubmed/7592901
http://doi.org/10.1128/mr.51.4.509-518.1987
http://doi.org/10.1007/s00253-003-1335-2
http://www.ncbi.nlm.nih.gov/pubmed/12759789
http://doi.org/10.1016/j.bbamcr.2006.05.008
http://www.ncbi.nlm.nih.gov/pubmed/16806534
http://doi.org/10.1042/bst0300691
http://doi.org/10.1016/0014-5793(88)80742-7
http://www.ncbi.nlm.nih.gov/pubmed/3282922
http://doi.org/10.1039/C6MT00301J
http://doi.org/10.1111/mpp.12021
http://doi.org/10.1016/j.mib.2009.05.005
http://www.ncbi.nlm.nih.gov/pubmed/19540796


J. Fungi 2023, 9, 427 15 of 17

13. Oide, S.; Moeder, W.; Krasnoff, S.; Gibson, D.; Haas, H.; Yoshioka, K.; Turgeon, B.G. NPS6, Encoding a Nonribosomal Peptide
Synthetase Involved in Siderophore-Mediated Iron Metabolism, Is a Conserved Virulence Determinant of Plant Pathogenic
Ascomycetes. Plant Cell 2006, 18, 2836–2853. [CrossRef]

14. Yamaguchi-Iwai, Y.; Dancis, A.; Klausner, R.D. AFT1: A mediator of iron regulated transcriptional control in Saccharomyces
cerevisiae. EMBO J. 1995, 14, 1231–1239. [CrossRef]

15. Yamaguchi-Iwai, Y.; Stearman, R.; Dancis, A.; Klausner, R.D. Iron-regulated DNA binding by the AFT1 protein controls the iron
regulon in yeast. EMBO J. 1996, 15, 3377–3384. [CrossRef]

16. Ramos-Alonso, L.; Romero, A.M.; Martínez-Pastor, M.T.; Puig, S. Iron Regulatory Mechanisms in Saccharomyces cerevisiae. Front.
Microbiol. 2020, 11, 582830. [CrossRef]

17. Hortschansky, P.; Eisendle, M.; Al-Abdallah, Q.; Schmidt, A.D.; Bergmann, S.; Thön, M.; Kniemeyer, O.; Abt, B.; Seeber, B.; Werner,
E.R.; et al. Interaction of HapX with the CCAAT-binding complex—A novel mechanism of gene regulation by iron. EMBO J. 2007,
26, 3157–3168. [CrossRef] [PubMed]

18. Mercier, A.; Pelletier, B.; Labbé, S. A Transcription Factor Cascade Involving Fep1 and the CCAAT-Binding Factor Php4 Regulates
Gene Expression in Response to Iron Deficiency in the Fission Yeast Schizosaccharomyces pombe. Eukaryot. Cell 2006, 5, 1866–1881.
[CrossRef]

19. Steidl, S.; Papagiannopoulos, P.; Litzka, O.; Andrianopoulos, A.; Davis, M.A.; Brakhage, A.A.; Hynes, M.J. AnCF, the CCAAT
Binding Complex of Aspergillus nidulans, Contains Products of the hapB, hapC, and hapE Genes and Is Required for Activation by
the Pathway-Specific Regulatory Gene amdR. Mol. Cell. Biol. 1999, 19, 99–106. [CrossRef] [PubMed]

20. Tanaka, A.; Kato, M.; Nagase, T.; Kobayashi, T.; Tsukagoshi, N. Isolation of genes encoding novel transcription factors which
interact with the Hap complex from Aspergillus species. Biochim. Biophys. Acta (BBA) Gene Struct. Expr. 2002, 1576, 176–182.
[CrossRef]

21. Gsaller, F.; Hortschansky, P.; Beattie, S.R.; Klammer, V.; Tuppatsch, K.; Lechner, B.E.; Rietzschel, N.; Werner, E.R.; Vogan, A.A.;
Chung, D.; et al. The Janus transcription factor HapX controls fungal adaptation to both iron starvation and iron excess. EMBO J.
2014, 33, 2261–2276. [CrossRef]

22. Jung, W.H.; Saikia, S.; Hu, G.; Wang, J.; Fung, C.K.-Y.; D’Souza, C.; White, R.; Kronstad, J.W. HapX Positively and Negatively
Regulates the Transcriptional Response to Iron Deprivation in Cryptococcus neoformans. PLoS Pathog. 2010, 6, e1001209.
[CrossRef] [PubMed]

23. López-Berges, M.S.; Capilla, J.; Turrà, D.; Schafferer, L.; Matthijs, S.; Jöchl, C.; Cornelis, P.; Guarro, J.; Haas, H.; Di Pietro, A.
HapX-Mediated Iron Homeostasis Is Essential for Rhizosphere Competence and Virulence of the Soilborne Pathogen Fusarium
oxysporum. Plant Cell 2012, 24, 3805–3822. [CrossRef]

24. Wang, Y.; Deng, C.; Tian, L.; Xiong, D.; Tian, C.; Klosterman, S.J. The Transcription Factor VdHapX Controls Iron Homeostasis
and Is Crucial for Virulence in the Vascular Pathogen Verticillium dahliae. mSphere 2018, 3, e00400-18. [CrossRef] [PubMed]

25. Haas, H. Iron—A Key Nexus in the Virulence of Aspergillus fumigatus. Front. Microbiol. 2012, 3, 28. [CrossRef] [PubMed]
26. Schrettl, M.; Kim, H.S.; Eisendle, M.; Kragl, C.; Nierman, W.C.; Heinekamp, T.; Werner, E.R.; Jacobsen, I.; Illmer, P.; Yi, H.; et al.

SreA-mediated iron regulation in Aspergillus fumigatus. Mol. Microbiol. 2008, 70, 27–43. [CrossRef]
27. Chen, C.; Pande, K.; French, S.D.; Tuch, B.B.; Noble, S.M. An Iron Homeostasis Regulatory Circuit with Reciprocal Roles in

Candida albicans Commensalism and Pathogenesis. Cell Host Microbe 2011, 10, 118–135. [CrossRef]
28. Jung, W.H.; Sham, A.; White, R.; Kronstad, J.W. Iron regulation of the major virulence factors in the AIDS-associated pathogen

Cryptococcus neoformans. PLoS Biol. 2006, 4, e410. [CrossRef] [PubMed]
29. Zhang, N.; NurAinIzzati, M.Z.; Scher, K.; Condon, B.J.; Horwitz, B.A.; Turgeon, B.G. Iron, Oxidative Stress, and Virulence: Roles

of Iron-Sensitive Transcription Factor Sre1 and the Redox Sensor ChAp1 in the Maize Pathogen Cochliobolus heterostrophus. Mol.
Plant-Microbe Interact. 2013, 26, 1473–1485. [CrossRef] [PubMed]

30. Schrettl, M.; Beckmann, N.; Varga, J.; Heinekamp, T.; Jacobsen, I.D.; Jochl, C.; Moussa, T.A.; Wang, S.; Gsaller, F.; Blatzer, M.;
et al. HapX-mediated adaption to iron starvation is crucial for virulence of Aspergillus fumigatus. PLoS Pathog. 2010, 6, e1001124.
[CrossRef]

31. Tsuge, T.; Harimoto, Y.; Akimitsu, K.; Ohtani, K.; Kodama, M.; Akagi, Y.; Egusa, M.; Yamamoto, M.; Otani, H. Host-selective
toxins produced by the plant pathogenic fungus Alternaria alternata. FEMS Microbiol. Rev. 2013, 37, 44–66. [CrossRef]

32. Ma, H.; Zhang, B.; Gai, Y.; Sun, X.; Chung, K.-R.; Li, H.-Y. Cell-Wall-Degrading Enzymes Required for Virulence in the Host
Selective Toxin-Producing Necrotroph Alternaria alternata of Citrus. Front. Microbiol. 2019, 10, 2514. [CrossRef]

33. Lin, C.-H.; Yang, S.L.; Chung, K.-R. The YAP1 Homolog–Mediated Oxidative Stress Tolerance Is Crucial for Pathogenicity of the
Necrotrophic Fungus Alternaria alternata in Citrus. Mol. Plant-Microbe Interact. 2009, 22, 942–952. [CrossRef] [PubMed]

34. Chen, L.-H.; Yang, S.L.; Chung, K.-R. Resistance to oxidative stress via regulating siderophore-mediated iron acquisition by the
citrus fungal pathogen Alternaria alternata. Microbiology 2014, 160, 970–979. [CrossRef]

35. Wu, P.-C.; Chen, Y.-K.; Yago, J.I.; Chung, K.-R. Peroxisomes Implicated in the Biosynthesis of Siderophores and Biotin, Cell Wall
Integrity, Autophagy, and Response to Hydrogen Peroxide in the Citrus Pathogenic Fungus Alternaria alternata. Front. Microbiol.
2021, 12, 645792. [CrossRef]

36. Chung, K.-R.; Wu, P.-C.; Chen, Y.-K.; Yago, J.I. The siderophore repressor SreA maintains growth, hydrogen peroxide resistance,
and cell wall integrity in the phytopathogenic fungus Alternaria alternata. Fungal Genet. Biol. 2020, 139, 103384. [CrossRef]
[PubMed]

http://doi.org/10.1105/tpc.106.045633
http://doi.org/10.1002/j.1460-2075.1995.tb07106.x
http://doi.org/10.1002/j.1460-2075.1996.tb00703.x
http://doi.org/10.3389/fmicb.2020.582830
http://doi.org/10.1038/sj.emboj.7601752
http://www.ncbi.nlm.nih.gov/pubmed/17568774
http://doi.org/10.1128/EC.00199-06
http://doi.org/10.1128/MCB.19.1.99
http://www.ncbi.nlm.nih.gov/pubmed/9858535
http://doi.org/10.1016/S0167-4781(02)00286-5
http://doi.org/10.15252/embj.201489468
http://doi.org/10.1371/journal.ppat.1001209
http://www.ncbi.nlm.nih.gov/pubmed/21124817
http://doi.org/10.1105/tpc.112.098624
http://doi.org/10.1128/mSphere.00400-18
http://www.ncbi.nlm.nih.gov/pubmed/30185514
http://doi.org/10.3389/fmicb.2012.00028
http://www.ncbi.nlm.nih.gov/pubmed/22347220
http://doi.org/10.1111/j.1365-2958.2008.06376.x
http://doi.org/10.1016/j.chom.2011.07.005
http://doi.org/10.1371/journal.pbio.0040410
http://www.ncbi.nlm.nih.gov/pubmed/17121456
http://doi.org/10.1094/MPMI-02-13-0055-R
http://www.ncbi.nlm.nih.gov/pubmed/23980626
http://doi.org/10.1371/journal.ppat.1001124
http://doi.org/10.1111/j.1574-6976.2012.00350.x
http://doi.org/10.3389/fmicb.2019.02514
http://doi.org/10.1094/MPMI-22-8-0942
http://www.ncbi.nlm.nih.gov/pubmed/19589070
http://doi.org/10.1099/mic.0.076182-0
http://doi.org/10.3389/fmicb.2021.645792
http://doi.org/10.1016/j.fgb.2020.103384
http://www.ncbi.nlm.nih.gov/pubmed/32278718


J. Fungi 2023, 9, 427 16 of 17

37. Kohmoto, K.; Itoh, Y.; Shimomura, N.; Kondoh, Y.; Otani, H.; Kodama, M.; Nishimura, S.; Nakatsuka, S. Isolation and biological
activities of two host-specific toxins from the tangerine pathotype of Alternaria alternata. Phytopathology 1993, 83, 495–502.
[CrossRef]

38. Chung, K.-R.; Lee, M.-H. Split-marker-mediated transformation and targeted gene disruption in filamentous fungi. In Genetic
Transformation Systems in Fungi; van den Berg, M.A., Maruthachalam, K., Eds.; Springer International Publishing: Cham,
Switzerland, 2015; Volume 2, pp. 175–180.

39. Chung, K.-R.; Shilts, T.; Li, W.; Timmer, L. Engineering a genetic transformation system for Colletotrichum acutatum, the causal
fungus of lime anthracnose and postbloom fruit drop of citrus. FEMS Microbiol. Lett. 2002, 213, 33–39. [CrossRef] [PubMed]

40. Sweigard, J.A.; Chumley, F.; Carroll, A.; Farrall, L.; Valent, B. A series of vectors for fungal transformation. Fungal Genet. Rep.
1997, 44, 52–53. [CrossRef]

41. Majoros, W.H.; Pertea, M.; Salzberg, S.L. TigrScan and GlimmerHMM: Two open source ab initio eukaryotic gene-finders.
Bioinformatics 2004, 20, 2878–2879. [CrossRef]

42. Salzberg, S.L.; Perteab, M.; Delchercd, A.; Gardner, M.J.; Tettelin, H. Interpolated Markov Models for Eukaryotic Gene Finding.
Genomics 1999, 59, 24–31. [CrossRef]

43. Marchler-Bauer, A.; Bryant, S.H. CD-Search: Protein domain annotations on the fly. Nucleic Acids Res. 2004, 32, W327–W331.
[CrossRef]

44. Bailey, T.L.; Johnson, J.; Grant, C.E.; Noble, W.S. The MEME Suite. Nucleic Acids Res. 2015, 43, W39–W49. [CrossRef]
45. Schwyn, B.; Neilands, J. Universal chemical assay for the detection and determination of siderophores. Anal. Biochem. 1987, 160,

47–56. [CrossRef] [PubMed]
46. Winkelmann, G. Transition Metals in Microbial Metabolism; CRC Press: Boca Raton, FL, USA, 1997.
47. Misslinger, M.; Hortschansky, P.; Brakhage, A.A.; Haas, H. Fungal iron homeostasis with a focus on Aspergillus fumigatus. Biochim.

Biophys. Acta (BBA) Mol. Cell Res. 2020, 1868, 118885. [CrossRef]
48. Venkataramani, V. Iron homeostasis and metabolism: Two sides of a coin. In Ferroptosis: Mechanism and Diseases; Springer:

Berlin/Heidelberg, Germany, 2021; pp. 25–40. [CrossRef]
49. Hortschansky, P.; Haas, H.; Huber, E.M.; Groll, M.; Brakhage, A.A. The CCAAT-binding complex (CBC) in Aspergillus species.

Biochim. Biophys. Acta Gene Regul. Mech. 2017, 1860, 560–570. [CrossRef]
50. Furukawa, T.; Scheven, M.T.; Misslinger, M.; Zhao, C.; Hoefgen, S.; Gsaller, F.; Lau, J.; Jöchl, C.; Donaldson, I.; Valiante, V.; et al.

The fungal CCAAT-binding complex and HapX display highly variable but evolutionary conserved synergetic promoter-specific
DNA recognition. Nucleic Acids Res. 2020, 48, 3567–3590. [CrossRef] [PubMed]

51. Peng, Y.-J.; Wang, J.-J.; Lin, H.-Y.; Ding, J.-L.; Feng, M.-G.; Ying, S.-H. HapX, an Indispensable bZIP Transcription Factor for Iron
Acquisition, Regulates Infection Initiation by Orchestrating Conidial Oleic Acid Homeostasis and Cytomembrane Functionality
in Mycopathogen Beauveria bassiana. mSystems 2020, 5, e00695-20. [CrossRef]

52. Kanwar, P.; Baby, D.; Bauer, P. Interconnection of iron and osmotic stress signalling in plants: Is FIT a regulatory hub to
cross-connect abscisic acid responses? Plant Biol. 2021, 23, 31–38. [CrossRef] [PubMed]

53. Argandoña, M.; Nieto, J.J.; Iglesias-Guerra, F.; Calderón, M.I.; García-Estepa, R.; Vargas, C. Interplay between Iron Homeostasis
and the Osmotic Stress Response in the Halophilic Bacterium Chromohalobacter salexigens. Appl. Environ. Microbiol. 2010, 76,
3575–3589. [CrossRef]

54. Hirota, K.; Steiner, W.W.; Shibata, T.; Ohta, K. Multiple modes of chromatin configuration at natural meiotic recombination hot
spots in fission yeast. Eukaryot. Cell 2007, 6, 2072–2080. [CrossRef]

55. Takeda, T.; Toda, T.; Kominami, K.; Kohnosu, A.; Yanagida, M.; Jones, N. Schizosaccharomyces pombe atf1+ encodes a transcription
factor required for sexual development and entry into stationary phase. EMBO J. 1995, 14, 6193–6208. [CrossRef]

56. Kim, M.S.; Ko, Y.-J.; Maeng, S.; Floyd, A.; Heitman, J.; Bahn, Y.-S. Comparative Transcriptome Analysis of the CO2 Sensing
Pathway via Differential Expression of Carbonic Anhydrase in Cryptococcus neoformans. Genetics 2010, 185, 1207–1219. [CrossRef]

57. Hagiwara, D.; Takahashi, H.; Kusuya, Y.; Kawamoto, S.; Kamei, K.; Gonoi, T. Comparative transcriptome analysis revealing
dormant conidia and germination associated genes in Aspergillus species: An essential role for AtfA in conidial dormancy. BMC
Genom. 2016, 17, 1–18. [CrossRef]

58. Sakamoto, K.; Iwashita, K.; Yamada, O.; Kobayashi, K.; Mizuno, A.; Akita, O.; Mikami, S.; Shimoi, H.; Gomi, K. Aspergillus oryzae
atfA controls conidial germination and stress tolerance. Fungal Genet. Biol. 2009, 46, 887–897. [CrossRef]

59. Colot, H.V.; Park, G.; Turner, G.E.; Ringelberg, C.; Crew, C.M.; Litvinkova, L.; Weiss, R.L.; Borkovich, K.A.; Dunlap, J.C. A
high-throughput gene knockout procedure for Neurospora reveals functions for multiple transcription factors. Proc. Natl. Acad.
Sci. USA 2006, 103, 10352–10357. [CrossRef]

60. Pérez-Arques, C.; Navarro-Mendoza, M.I.; Murcia, L.; Lax, C.; Martínez-García, P.; Heitman, J.; Nicolás, F.E.; Garre, V. Mucor
circinelloides thrives inside the phagosome through an Atf-mediated germination pathway. mBio 2019, 10, e02765-18. [CrossRef]

61. Nimmanee, P.; Woo, P.C.Y.; Vanittanakom, P.; Youngchim, S.; Vanittanakom, N. Functional Analysis of atfA Gene to Stress
Response in Pathogenic Thermal Dimorphic Fungus Penicillium marneffei. PLoS ONE 2014, 9, e111200. [CrossRef] [PubMed]

62. Van Nguyen, T.; Kröger, C.; Bönnighausen, J.; Schäfer, W.; Bormann, J. The ATF/CREB transcription factor Atf1 is essential for
full virulence, deoxynivalenol production, and stress tolerance in the cereal pathogen Fusarium graminearum. Mol. Plant-Microbe
Interact. 2013, 26, 1378–1394. [CrossRef] [PubMed]

http://doi.org/10.1094/Phyto-83-495
http://doi.org/10.1111/j.1574-6968.2002.tb11282.x
http://www.ncbi.nlm.nih.gov/pubmed/12127485
http://doi.org/10.4148/1941-4765.1287
http://doi.org/10.1093/bioinformatics/bth315
http://doi.org/10.1006/geno.1999.5854
http://doi.org/10.1093/nar/gkh454
http://doi.org/10.1093/nar/gkv416
http://doi.org/10.1016/0003-2697(87)90612-9
http://www.ncbi.nlm.nih.gov/pubmed/2952030
http://doi.org/10.1016/j.bbamcr.2020.118885
http://doi.org/10.1007/978-3-030-62026-43
http://doi.org/10.1016/j.bbagrm.2016.11.008
http://doi.org/10.1093/nar/gkaa109
http://www.ncbi.nlm.nih.gov/pubmed/32086516
http://doi.org/10.1128/mSystems.00695-20
http://doi.org/10.1111/plb.13261
http://www.ncbi.nlm.nih.gov/pubmed/33772999
http://doi.org/10.1128/AEM.03136-09
http://doi.org/10.1128/EC.00246-07
http://doi.org/10.1002/j.1460-2075.1995.tb00310.x
http://doi.org/10.1534/genetics.110.118315
http://doi.org/10.1186/s12864-016-2689-z
http://doi.org/10.1016/j.fgb.2009.09.004
http://doi.org/10.1073/pnas.0601456103
http://doi.org/10.1128/mBio.02765-18
http://doi.org/10.1371/journal.pone.0111200
http://www.ncbi.nlm.nih.gov/pubmed/25365258
http://doi.org/10.1094/MPMI-04-13-0125-R
http://www.ncbi.nlm.nih.gov/pubmed/23945004


J. Fungi 2023, 9, 427 17 of 17

63. Szabó, Z.; Pákozdi, K.; Murvai, K.; Pusztahelyi, T.; Kecskeméti, Á.; Gáspár, A.; Logrieco, A.F.; Emri, T.; Ádám, A.L.; Leiter, E.; et al.
FvatfA regulates growth, stress tolerance as well as mycotoxin and pigment productions in Fusarium verticillioides. Appl. Microbiol.
Biotechnol. 2020, 104, 7879–7899. [CrossRef]

64. Qi, X.; Guo, L.; Yang, L.; Huang, J. Foatf1, a bZIP transcription factor of Fusarium oxysporum f. sp. cubense, is involved in
pathogenesis by regulating the oxidative stress responses of Cavendish banana (Musa spp.). Physiol. Mol. Plant Pathol. 2013, 84,
76–85. [CrossRef]

65. Fang, Y.; Xiong, D.; Tian, L.; Tang, C.; Wang, Y.; Tian, C. Functional characterization of two bZIP transcription factors in Verticillium
dahliae. Gene 2017, 626, 386–394. [CrossRef] [PubMed]

66. Nathues, E.; Joshi, S.; Tenberge, K.B.; Driesch, M.V.D.; Oeser, B.; Bäumer, N.; Mihlan, M.; Tudzynski, P. CPTF1, a CREB-Like
Transcription Factor, Is Involved in the Oxidative Stress Response in the Phytopathogen Claviceps purpurea and Modulates ROS
Level in Its Host Secale cereale. Mol. Plant-Microbe Interact. 2004, 17, 383–393. [CrossRef] [PubMed]

67. Temme, N.; Oeser, B.; Massaroli, M.; Heller, J.; Simon, A.; Gonzalez Collado, I.; Viaud, M.; Tudzynski, P. BcAtf1, a global regulator,
controls various differentiation processes and phytotoxin production in Botrytis cinerea. Mol. Plant Pathol. 2012, 13, 704–718.
[CrossRef] [PubMed]

68. Guo, M.; Guo, W.; Chen, Y.; Dong, S.; Zhang, X.; Zhang, H.; Song, W.; Wang, W.; Wang, Q.; Lv, R.; et al. The Basic Leucine Zipper
Transcription Factor Moatf1 Mediates Oxidative Stress Responses and Is Necessary for Full Virulence of the Rice Blast Fungus
Magnaporthe oryzae. Mol. Plant Microbe Interact. 2010, 23, 1053–1068. [CrossRef] [PubMed]

69. Leiter, E.; Emri, T.; Pakozdi, K.; Hornok, L.; Pocsi, I. The impact of bZIP Atf1 ortholog global regulators in fungi. Appl. Microbiol.
Biotechnol. 2021, 105, 5769–5783. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1007/s00253-020-10717-6
http://doi.org/10.1016/j.pmpp.2013.07.007
http://doi.org/10.1016/j.gene.2017.05.061
http://www.ncbi.nlm.nih.gov/pubmed/28578019
http://doi.org/10.1094/MPMI.2004.17.4.383
http://www.ncbi.nlm.nih.gov/pubmed/15077671
http://doi.org/10.1111/j.1364-3703.2011.00778.x
http://www.ncbi.nlm.nih.gov/pubmed/22293085
http://doi.org/10.1094/MPMI-23-8-1053
http://www.ncbi.nlm.nih.gov/pubmed/20615116
http://doi.org/10.1007/s00253-021-11431-7
http://www.ncbi.nlm.nih.gov/pubmed/34302199

	Introduction 
	Materials and Methods 
	Fungal Strains and Growth Conditions 
	Sensitivity Assays 
	Targeted Gene Deletion and Genetic Complementation in A. alternata 
	Miscellaneous Procedures for Manipulation of Nucleic Acids 
	Assays for Siderophore Production 
	Quantitative RT-PCR and Gene Expression Analyses 
	Assays for Virulence and Toxin Production 
	Statistical Analysis 

	Results 
	Identification and Characterization of Five Transcription Regulators 
	Transcription Regulators Are Required for Growth and Iron Homeostasis 
	Biosynthesis of Siderophores Is Positively and Negatively Regulated by Multiple Transcription Factors 
	Cross-Interactions between Transcriptional Regulators under Different Iron Conditions 
	The Genes Involved in Siderophore Biosynthesis and Iron Acquisition Are Differentially Regulated by AaHapX and AaAtf1 
	AaAtf1 and AaHapX Play a Negative Role in Osmotic Stress under Nutrient-Rich Conditions 
	Siderophore-Related Regulators Play No Role in Toxin Production and A. alternata Virulence 

	Discussion 
	References

