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Abstract: The NmrA-like proteins have been reported to be important nitrogen metabolism regulators
and virulence factors in herbaceous plant pathogens. However, their role in the woody plant pathogen
Lasiodiplodia theobromae is less clear. In the current study, we identified a putative NmrA-like protein,
Lws1, in L. theobromae and investigated its pathogenic role via gene silencing and overexpression
experiments. We also evaluated the effects of external carbon and nitrogen sources on Lws1 gene
expression via qRT-PCR assays. Moreover, we analyzed the molecular interaction between Lws1 and
its target protein via the yeast two-hybrid system. The results show that Lws1 contained a canonical
glycine-rich motif shared by the short-chain dehydrogenase/reductase (SDR) superfamily proteins
and functioned as a negative regulator during disease development. Transcription profiling revealed
that the transcription of Lws1 was affected by external nitrogen and carbon sources. Interaction
analyses demonstrated that Lws1 interacted with a putative GATA family transcription factor, LtAreA.
In conclusion, these results suggest that Lws1 serves as a critical regulator in nutrition metabolism
and disease development during infection.

Keywords: Lasiodiplodia theobromae; short-chain dehydrogenase/reductase; pathogenicity;
nutrition metabolism

1. Introduction

Filamentous fungi are capable of utilizing a diverse array of compounds as nitrogen
sources during their life cycle. Production of the necessary permease and catabolic enzymes,
as well as the uptake system required for the utilization of nitrogen resources, is mediated
by a general mechanism, known as nitrogen metabolite repression (NMR). In NMR, the
expression of many structural genes involved in nitrogen metabolism remains at a low
level in the presence of ammonium or glutamine (nitrogen-sufficient conditions), but it
is elevated in the presence of poorer nitrogen sources such as alanine (nitrogen-limiting
conditions) [1–5]. To date, many of the principal transcription factors involved in the
regulation of NMR have been identified and well characterized in various fungi, including
Aspergillus nidulans [6–8], Neurospora crassa [7,9], Penicillium chrysogenum [10], Saccharomyces
cerevisiae [11–13], Magnaporthe grisea [14], Aspergillus oryzae [15], Gibberella fujikuroi [16],
Aspergillus flavus [17] (Han et al., 2016), and Fusarium graminearum [18].

In the filamentous fungus A. nidulans, this phenomenon depends on a positively acting
regulator, AreA, which is a GATA family transcription activator with a C2C2 zinc-finger
DNA-binding domain that recognizes the consensus HGATAR motif [2,5–8]. It has been
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demonstrated that the expression of this principal regulator is modulated by at least two sig-
naling mechanisms [19]. One mechanism that modulates AreA activity involves accelerated
deadenylation and rapid degradation of the AreA transcript in the presence of sufficient
ammonium or glutamine. This signaling mechanism has been shown to require a region
of 218 nucleotides within the 3′ untranslated region (UTR) of the AreA transcript [19–21].
Under nitrogen-limiting conditions, AreA levels are upregulated by autogenous transcrip-
tional control via the GATAR sequences in the AreA N-terminal region [2,22]. Another
mechanism acts post-translationally [20]. It has been proposed that the control of AreA ac-
tivity involves the protein TamA, which interacts with the C-terminal residues of AreA and
functions as a co-activator of AreA in regulating the expression of genes subject to nitrogen
metabolite repression [3,23,24]. In addition, the regulation of AreA activity also involves
the transcriptional repressor NmrA interacting with the DNA-binding domain and extreme
C-terminus of AreA to prevent the activation of nitrogen catabolic genes [2,3,5,23,25–27].
The control of AreA activity by NmrA is independent of the regulation of AreA mRNA
stability, as the partially derepressed phenotypes associated with the C-terminus of the
AreA or NmrA protein and the 3′ UTR of AreA are additive [2,3,5,19,25].

It has been determined that the crystal structure of NmrA resembles the short-chain
dehydrogenase/reductase (SDR) superfamily and comprises an N-terminal Rossmann fold
characterized by a canonical structural motif for dinucleotide binding [3,4,27,28]. SDRs are
able to metabolize a wide range of substrates, such as alcohols, aldehydes, ketones, enoates,
imines, steroids, polycyclic aromatic hydrocarbons, and retinoids [29,30]. Moreover, it
has been found that SDR proteins function as dimers or tetramers, and dimerization is a
prerequisite for their catalysis [31]. However, previous research has revealed that the NmrA
protein has an incomplete active site motif and is monomeric; therefore, it is unlikely to
have SDR enzyme activity [27]. Although the molecular functions of the NmrA protein
have been well studied, information on its homolog in the opportunistic plant pathogen L.
theobromae remains quite poor.

The ascomycete fungus L. theobromae, a member of the Botryosphaeriaceae family, is
able to infect a wide range of economically important plants [32–35] and has become one
of the biggest threats to vineyard sustainability worldwide. The vast economic damage
caused by this fungus has driven increased efforts to investigate its distribution, lifestyle,
and virulence. In nature, the fungus can live latently inside hosts for an extended period of
time without observable disease symptoms [35–37]. When the environmental conditions
are favorable for its infection and colonization [33,36,37], this pathogen can cause serious
disease symptoms including internal brown wood streaking, necrotic lesions, discoloration
in the outer xylem, perennial cankers, external bud necrosis or death, leaf spots, dead arms,
shoot dieback, and bunch rot [38]. During the last decade, an array of studies aiming to
reveal the pathogenesis of this fungus have been performed, and some important progress
has been made. Multi-omics analyses have identified large numbers of pathogenicity-
related factors in L. theobromae [33,34,37,39–41]. Importantly, several virulence factors, such
as LtLysM1 [42], LtEpg1 [43], and LtCFEMs [35], have been cloned and characterized in
detail. Moreover, Aluthmuhandiram et al. [44] isolated two phytotoxins, namely, indole-
3-carboxylic acid and jasmonic acid, and tested their virulence against grapevine. In
the future, more attention should be paid to investigating the colonization process and
pathogenicity mechanism if we aspire to defeat this fungus.

In the current study, one NmrA-like protein was identified and characterized in
L. theobromae. Phenotypic analyses showed that this protein negatively regulated disease
development during infection. We proposed that the protein is important for the weak
virulence sustainability of L. theobromae, and therefore, it was named Lws1. Moreover,
Lws1 interacted with a putative GATA transcription factor, LtAreA. Further transcription
profiling showed that Lws1 responded to external carbon and nitrogen nutrition. These
results suggest that Lws1, together with LtAreA, participates in nutrition metabolism and
pathogenesis in L. theobromae.
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2. Results
2.1. Structural Features of Lws1 Protein

Previous work by our laboratory has identified many genes that have been predicted
to participate in nutrition metabolism and pathogenicity in L. theobromae. Within the
gene lists, we identified a candidate transcription regulator annotated as an NmrA-like
protein (hereinafter Lws1, PFAM domain PF05368). Multiple sequence alignments of
the N-terminal residues (amino acids 1–50) of the Lws1 protein with its homologs from
N. crassa and A. flavus showed that all three proteins contained a canonical glycine-rich
motif (Figure 1A), which was shared by the SDR superfamily proteins.
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Figure 1. Structural and phylogenetic analyses of NmrA homologs in L. theobromae and other
filamentous fungi. (A) Multiple sequence alignments of NmrA homologs (N-terminal amino acid
residues 1–50) from L. theobromae, N. crassa, and A. flavus. Amino acid sequences were aligned using
the ClustalX2 program and then edited with Jalview software. The same amino acids are highlighted
in black. Residues boxed in red denote the conserved glycine-rich motif of the Rossmann fold.
(B) Phylogenetic analyses of NmrA homologs from various fungal species. The phylogenetic tree was
generated using amino acids sourced from the NCBI database via MEGA7 with the neighbor-joining
method, with 2000 replicates. Bootstrap percentage support for each branch is marked at the nodes.
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To analyze the conservatism of NmrA homologs, phylogenetic analyses of NmrA-like
proteins from a set of fungi that belong to the Ascomycota phylum were performed. To
obtain the sequences, BLASTP searches against the NCBI database were performed using
the Lws1 amino acid sequence as the query, with an E-value of 1 × 10−10 as the cutoff. In
comparison with its homologs, Lws1 is highly conserved across the Ascomycota phylum
(Figure 1B), supporting the likelihood of similar functions and structural features of these
homologous proteins.

2.2. Regulation of the Pathogenicity of L. theobromae by Lws1

To functionally characterize the Lws1 gene, we overexpressed and silenced the gene
in vivo using the polyethylene glycol (PEG)-mediated transformation method. The wild
type, overexpressed transformants of Lws1 (Lws1-OE1 and Lws1-OE2), and silenced
transformants of Lws1 (Lws1-RNAi1 and Lws1-RNAi2) were inoculated on the detached
grapevine shoots. Compared to the wild type, grapevine tissues infected by overex-
pressed transformants exhibited a marginal reduction in lesion length (Figure 2A,B). The si-
lenced transformants, however, caused a significantly increased lesion length on grapevine
shoots (Figure 2A,B), indicating that SDR1 functioned as a negative regulator during
disease development.
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Figure 2. Regulation of Lws1 in the virulence of L. theobromae. (A) Pathogenicity tests of the wild
type (WT), overexpressed transformants (Lws1-OE1 and Lws1-OE2), and silenced transformants
(Lws1-RNAi1 and Lws1-RNAi2). Mycelial plugs of these strains (5 mm in diameter) were inoculated
on susceptible grapevine green shoots and then placed inside a chamber with constant humidity
and temperature. Images were photographed at 3 days post-inoculation (dpi). (B) Comparison of
the lesion length caused by the strains mentioned in (A). The lesion lengths of these strains were
quantified at 3 dpi. At least five biological replicates of each strain were tested. A representative set
of data is presented. Statistically significant differences are marked by asterisks and were evaluated
using one-way analysis of variance (ANOVA) and least significant difference (LSD) tests. ** α = 0.01.

2.3. Interaction between Lws1 and LtAreA

To further explore the molecular mechanism of Lws1, we performed a yeast two-
hybrid screening with Lws1 as the bait against the L. theobromae cDNA library. Within
the potentially interacting targets, one predicted NMR regulator, LtAreA, was selected for
subsequent analyses.

LtAreA was predicted to encode a C2C2 zinc-finger-type GATA domain-binding
transcription factor. Sequence alignments showed that LtAreA shared 41.26% and 40.06%
amino acid identities with its homologs AreA from A. nidulans and NIT2 from N. crassa,
respectively. Additionally, the zinc-finger DNA-binding motif and the nine C-terminal
amino acids were also highly conserved among them (Figure 3A).
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Figure 3. Interaction between Lws1 and LtAreA. (A) Multiple sequence alignments of AreA homologs
from L. theobromae, A. nidulans, and N. crassa. Residues boxed in red denote the conserved C2C2 motif.
Residues boxed in blue signify the same motif in the extreme C-terminus. (B) The Lws1 cDNA or its
truncated forms were cloned into the bait vector pGBKT7, and the LtAreA cDNA or its truncated forms
were cloned into the prey vector pGADT7. Yeast cells expressing the prey and bait vectors were tested
for their growth on synthetic dropout media (SD−Leu−Trp−His). Yeast transformants expressing
the empty prey vector pGADT7 with the empty bait vector pGBKT7 or with the Lws1 bait vector
(pGBKT7-Lws1) were used as negative controls. A yeast transformant expressing the pGADT7-T and
pGBKT7-53 vectors was used as a positive control. Lws11–246 signifies an Lws1-truncated fragment
that contains amino acids from positions 1 to 246.
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To confirm the interaction between LtAreA and Lws1, we performed a yeast two-
hybrid analysis in which Lws1 cDNA was cloned into the bait vector and LtAreA cDNA
was cloned into the prey vector of the GAL4 two-hybrid system. Using this system, we
detected a strong interaction between LtAreA and Lws1 molecules.

To further map the key regions of Lws1 and LtAreA that interacted with each other,
we constructed a suite of bait and prey vectors carrying the truncated fragments of Lws1
and LtAreA, respectively, and then simultaneously expressed each bait and prey vector pair
in yeast. The obtained results show that Lws1 interacted with LtAreA via its N-terminal
moiety (LtAreA150–480), rather than its C-terminal moiety (LtAreA481–929), indicating that
the putative DNA-binding domain of LtAreA (LtAreA695–745) is not the key region that
physically interacts with Lws1 (Figure 3B).

Usually, SDR proteins function as dimers or tetramers, and the dimerization of SDR
proteins is required for their catalysis. Here, we were interested in determining whether
Lws1 had the capacity to form multimers based on a protein–protein interaction. Therefore,
we constructed the prey vector pGADT7-Lws1 and bait vector pGBKT7-Lws1 and trans-
formed both vectors into yeast AH109 simultaneously. The resultant yeast transformants
expressing both vectors did not grow on the SD−Leu−Trp−His medium, which is in-
dicative of the impossibility of Lws1 to possess SDR enzyme activity. This preliminary
observation is consistent with the previously reported SDR protein 17β-HSDcl, which also
did not exhibit the capacity to form protein aggregates (Figure 3B).

2.4. Expression of Lws1 under Different Nutrition Conditions in L. theobromae

To examine whether Lws1 was involved in nutrition metabolism regulation, we at-
tempted to detect the transcript accumulation of Lws1 with cDNA reversely transcribed
from RNA isolated from vegetative hyphae cultured with different nitrogen and carbon
sources. Statistical data showed that, compared to the nitrogen-sufficient condition (Gln),
the expression level of Lws1 was obviously reduced under nitrogen-limiting (Ala) and
nitrogen-starvation (−N) states. Moreover, the decreased expression of Lws1 under the
nitrogen-starvation condition (−N) was prevented by the simultaneous starvation for a
carbon source (−N−C) (Figure 4). Altogether, these results suggest that Lws1 responds to
external nitrogen and carbon sources and may mediate nutrition metabolism in L. theobromae.
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Figure 4. Transcription profiling of Lws1 under different nutrition conditions. The vegetative hyphae
of the wild type were cultured in liquid minimal media for 36 h and then transformed into minimal
media supplemented with different nutrition metabolites at a final concentration of 10 mM for an
additional 4 h. The total RNA of the cultured vegetative hyphae was isolated and then reversely
transcribed into cDNA for gene expression analyses. Relative transcript levels of Lws1 were calculated
using the 2−∆∆CT method. Relative transcript levels of Lws1 under different nutrition conditions
were normalized by the actin gene and calibrated against that of the minimal medium added with
glutamine. For the minimal medium, 1% glucose was used as the sole carbon source and 10 mM
glutamine (Gln) or alanine (Ala) was the sole nitrogen source. Standard errors were derived from
three independent experiments.
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3. Discussion

The nitrogen and carbon metabolism regulations have been widely investigated in
various model microorganisms, including A. nidulans [2,3,5], N. crassa [7,9], M. grisea [14],
F. graminearum [18], and S. cerevisiae [11–13], but far less has been characterized in the
opportunistic plant pathogen L. theobromae. In the current study, we set out to investigate
the nitrogen and carbon metabolism used by L. theobromae to grow and colonize inside
grapevine tissues. We focused on whether nitrogen and carbon metabolism regulators
were involved in disease development caused by L. theobromae. Our results suggest that
L. theobromae deploys two transcription regulators, Lws1 and LtAreA1, to mediate fun-
gal virulence and nutrition metabolism. Lws1 has a negative impact on visible lesion
growth, which differs from the roles most virulence factors serve. However, it has been
found that NmrA-like proteins also negatively mediate the pathological processes in other
pathogens. The PcNMRAL1 overexpression line in Phytophthora capsici displayed a reduc-
tion in colony expansion, pathogen biomass, and disease lesions in comparison with the
wild type [45]. Additionally, the overexpression of PcNmrAL1 also prolonged the expression
of the biotrophy marker gene PcHmp1I, indicating that the PcNmrAL1 overexpression line
has a prolonged biotrophic phase, which is coupled with reduced lesion development [45].
Moreover, deletion of nmrA in A. flavus resulted in increased conidiation and sclerotia
production on glucose minimal medium (GMM) supplemented with ammonium [17].
Consistent with its homologs in other fungi, Lws1 was transcriptionally reduced under
nitrogen-insufficient or nitrogen-starvation conditions, compared to nitrogen-sufficient
conditions. Additionally, decreased transcription under nitrogen-starvation conditions was
prevented by the simultaneous starvation for carbon sources, suggesting that Lws1 may
be involved in both nitrogen and carbon source metabolism in L. theobromae. Considering
these similar results, it can be assumed that, to some extent, the molecular role of the NmrA
protein is conservative among these species, and the NmrA protein may play a major role
during the biotrophic phase for nutrition acquisition and the maintenance of individual life.
It is also possible that the existence of NmrA proteins in microorganisms may be a result of
horizontal gene transfer from hosts, which is conducive for hosts to defeat pathogens via
NmrA regulation. Moreover, seed infection assays on living peanut cotyledons revealed
that NmrA is required for the invasive virulence of A. flavus, which is consistent with its
reduced conidia production on peanut cotyledons [17]. When A. flavus was germinated
under different conditions (host seeds and nutrition-sufficient media), the NmrA protein
exerted opposite influences on fungal conidiation, suggesting that the molecular roles of
NmrA in pathological development were also affected by external nitrogen states.

Previous reports supported that the regulation of AreA activity involved the NmrA
protein interacting with the DNA-binding domain and extreme C-terminus of AreA to pre-
vent the activation of nitrogen catabolic genes [3,25,26]. Unlike previous results, we verified
that the LtNmrA protein interacted with the LtAreA protein via the N-terminal fragment,
rather than the DNA-binding domain and extreme C-terminus. This difference may arise
from the function redundancy of NmrA proteins, as many NmrA-like proteins have been
predicted based on previous genome assembly and function annotation in L. theobromae.
The molecular roles of some unidentified NmrA-like proteins in L. theobromae may more
closely resemble those of NmrA in A. nidulans [3,25,26] and NMR1 in N. crassa [46]. There-
fore, more attention should be paid to NmrA-like proteins in further research, especially in
the latent pathogen L. theobromae, which appeared to secrete more degradative enzymes to
degrade host tissues for nutrition acquisition during our previous work [37].

It has been found that proteins belonging to the SDR superfamily usually function as
dimers or tetramers, and dimerization is a prerequisite for their enzyme activity [27,31].
Here, we did not detect a protein–protein interaction between Lws1 monomers, which
was also featured by another two SDR proteins, 17β-HSDc of Cochliobolus lunatus [31]
and NmrA of A. nidulans [27,28], suggesting that NmrA proteins in fungi may serve as
transcription regulators rather than catalysis enzymes.



Plants 2022, 11, 2197 8 of 11

In filamentous fungi, such as A. nidulans and N. crassa, the AreA homolog was an-
notated as a GATA family transcription activator with a critical C-terminal motif [7,19].
Mutation analyses revealed that the extreme C-terminus of the AreA protein in A. nidulans
is sufficient for the appropriate modulation of AreA function [19] (Platt et al., 1996). Struc-
tural comparison showed that the C-terminal motif is highly conserved in the homologs
from A. nidulans (AreA), N. crassa (NIT2), and L. theobromae (LtAreA), implying similar
structures and conserved functions of their C-termini. However, we cannot determine the
molecular roles of the short motif in L. theobromae due to the multinuclear structure of this
fungus. This technically constrains us to engineer deletion mutants for the targeted gene.
Further breakthroughs in the genetic transformation of L. theobromae will be conducive for
investigations of the molecular roles of pathogenicity-related factors in this fungus.

In conclusion, we demonstrated that the Lws1 protein negatively regulated disease
development during infection. Similar to its homologs in other fungi, Lws1 responded to
external carbon and nitrogen nutrition. Moreover, the Lws1 protein interacted with the
GATA transcription factor LtAreA. These findings shed light on the nutrition metabolism
and pathogenesis of L. theobromae.

4. Materials and Methods
4.1. Fungal and Bacterial Strains, Growth Conditions, and Plant Material

The L. theobromae strains including the wild type, overexpressed transformants, and
silenced transformants were cultured on complete medium (0.6% yeast extract, 0.3% ca-
sein acid hydrolysate, 0.3% casein enzymatic hydrolysate, and 1% sucrose) at 28◦C. The
Escherichia coli (E. coli) strain BL21 was cultured in Luria–Bertani (LB) medium (0.5% yeast
extract, 1% g tryptone, 1% g NaCl per liter, and 1.6% agar for plates). Healthy green shoots
of Vitis vinifera cv. ‘Summer Black’ were collected from the Xiangyi vineyard in Beijing.
Ampicillin was added to the LB medium at a final concentration of 50 µg/mL.

4.2. RNA Extraction and Real-Time Quantitative PCR (qRT-PCR)

Vegetative hyphae cultured under different nutrition conditions were harvested for
RNA extraction. Total RNA was extracted using TRIzol reagent (Invitrogen, Carlsbad,
CA, USA) and then reversely transcribed into cDNA with a TransScript® One-Step gDNA
Removal and cDNA Synthesis SuperMix kit (TransGen Biotech, Beijing, China). The qRT-
PCR was performed in an ABI 7500 Real-Time system (Applied Biosystems, Waltham, MA,
USA) and conducted in 20 µL volumes composed of 10 µL RealStar Green Fast Mixture
with ROX II (GenStar Biosolutions, Beijing, China), 1.0 µL cDNA, 0.2 µM primer, and 8.2 µL
sterile ddH2O. The PCR program progressed as follows: denaturation at 95 ◦C for 2 min,
followed by 40 cycles of 95 ◦C for 15 s, and 60 ◦C for 30 s. The actin gene was used as the
internal control. Relative expression of the target gene was calculated using the 2−∆∆CT

method [47]. All the experiments were replicated at least thrice independently with three
repeats each. All the primers used in the study are listed in Table S1.

4.3. Pathogenicity Tests of Overexpressed and Silenced Transformants of the Lws1 Gene

For overexpression assays, the open reading frame (ORF) of Lws1 was amplified with
the primer pair NmrA1OE-f/NmrA1OE-r (Table S1) and then subcloned into the PtrpC
promoter-driven vector pKSNTP. Next, the fusion construct, named pKSNTP-Lws1, was
transformed into L. theobromae protoplasts using the polyethylene glycol (PEG)-mediated
transformation method [42]. Resultant transformants were screened against neomycin resis-
tance and further confirmed by qRT-PCR analyses. Two positive transformants, referred to
as Lws1-OE1 and Lws1-OE2, were selected for pathogenicity tests on detached green shoots
of the susceptible V. vinifera cv. ‘Summer Black’. The wounds on the grapevine shoots were
inoculated with the mycelial plugs of the wild-type, Lws1-OE1, and Lws1-OE2 strains and
then maintained in a growth chamber with constant humidity and temperature. The lesion
length of the infected grapevine shoot was measured at 3 days post-inoculation (dpi). At
least five biological repeats of each Lws1-overexpressed transformant were performed.
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For gene silencing, we amplified the sense and antisense fragments with the primer
pairs Lws1RNAi-Sf/NmrA1RNAi-Sr and Lws1RNAi-ASf/NmrA1RNAi-ASr, respectively.
Subsequently, both fragments were ligated into the pRNT vector in the given order. The
fusion vector was transformed into L. theobromae protoplasts. The protocols used for the
transformation and pathogenicity tests of silenced transformants were similar to those used
for the overexpressed transformants.

4.4. Yeast Two-Hybrid Assay

The ORF of Lws1 was amplified with the primer pairs shown in Table S1 and then
cloned into the pGBKT7 vector as the bait vector. Similarly, the ORF of LtAreA was amplified
with the primer pairs listed in Table S1 and then ligated into the pGADT7 vector as the prey
vector. Subsequently, both the bait and prey vectors were co-transformed into yeast AH109,
using the lithium acetate method described by Becker and Lundblad [48]. Resultant trans-
formants were tested for their growth on a synthetic dropout (SD-Leu-Trp-His) medium.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/plants11172197/s1, Table S1: Primers used in this study.

Author Contributions: J.Y. and J.P. conceived and designed the experiments. J.P. performed the
experiments. J.Y. and J.P. analyzed the data. J.P. wrote and revised the manuscript. J.V.S.A., K.W.T.C.,
Q.Z., Q.X., H.W., M.L., W.Z. and X.L. assisted and advised during the manuscript revision and
virulence tests. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the National Natural Science Foundation grant number
31501597, Outstanding Scientist Project of Beijing Academy of Agriculture and Forestry Sciences
grant number JKZX201905, Beijing Talent Program for J.Y., and National Technology System for
Grape Industry CARS-29.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data that support the findings of this study are available in all
figures and tables of this article.

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

References
1. Marzluf, G.A. Genetic regulation of nitrogen metabolism in the fungi. Microbiol. Mol. Biol. Rev. 1997, 61, 17–32. [CrossRef]

[PubMed]
2. Todd, R.B.; Fraser, J.A.; Wong, K.H.; Davis, M.A.; Hynes, M.J. Nuclear accumulation of the GATA factor AreA in response to

complete nitrogen starvation by regulation of nuclear export. Eukaryot Cell. 2005, 4, 1646–1653. [CrossRef] [PubMed]
3. Wong, K.H.; Hynes, M.J.; Todd, R.B.; Davis, M.A. Transcriptional control of nmrA by the bZIP transcription factor MeaB reveals a

new level of nitrogen regulation in Aspergillus nidulans. Mol. Microbiol. 2007, 66, 534–551. [CrossRef] [PubMed]
4. Zhao, X.; Hume, S.L.; Johnson, C.; Thompson, P.; Huang, J.; Gray, J.; Lamb, H.K.; Hawkins, A.R. The transcription repressor

NmrA is subject to proteolysis by three Aspergillus nidulans proteases. Protein sci. 2010, 19, 1405–1419. [CrossRef]
5. Macios, M.; Caddick, M.X.; Weglenski, P.; Scazzocchio, C.; Dzikowska, A. The GATA factors AREA and AREB together with the

co-repressor NMRA, negatively regulate arginine catabolism in Aspergillus nidulans in response to nitrogen and carbon source.
Fungal Genet. Biol. 2012, 49, 189–198. [CrossRef]

6. Arst Jr, H.N.; Cove, D.J. Nitrogen metabolite repression in Aspergillus nidulans. Mol. gen. Genet. 1973, 126, 111–141. [CrossRef]
[PubMed]

7. Kudla, B.; Caddick, M.X.; Langdon, T.; Martinez-Rossi, N.M.; Bennett, C.F.; Sibley, S.; Davies, R.W.; Arst, H.N. The regulatory
gene areA mediating nitrogen metabolite repression in Aspergillus nidulans. Mutations affecting specificity of gene activation alter
a loop residue of a putative zinc finger. EMBO J. 1990, 9, 1355–1364. [CrossRef]

8. Ravagnani, A.; Gorfinkiel, L.; Langdon, T.; Diallinas, G.; Adjadj, E.; Demais, S.; Gorton, D.; Arst, H.N.; Scazzocchio, C. Subtle
hydrophobic interactions between the seventh residue of the zinc finger loop and the first base of an HGATAR sequence determine
promoter-specific recognition by the Aspergillus nidulans GATA factor AreA. EMBO J. 1997, 16, 3974–3986. [CrossRef] [PubMed]

9. Fu, Y.H.; Marzluf, G.A. nit-2, the major positive-acting nitrogen regulatory gene of Neurospora crassa, encodes a sequence-specific
DNA-binding protein. Proc. Natl. Acad. Sci. USA 1990, 87, 5331–5335. [CrossRef]

https://www.mdpi.com/article/10.3390/plants11172197/s1
http://doi.org/10.1128/mmbr.61.1.17-32.1997
http://www.ncbi.nlm.nih.gov/pubmed/9106362
http://doi.org/10.1128/EC.4.10.1646-1653.2005
http://www.ncbi.nlm.nih.gov/pubmed/16215172
http://doi.org/10.1111/j.1365-2958.2007.05940.x
http://www.ncbi.nlm.nih.gov/pubmed/17854403
http://doi.org/10.1002/pro.421
http://doi.org/10.1016/j.fgb.2012.01.004
http://doi.org/10.1007/BF00330988
http://www.ncbi.nlm.nih.gov/pubmed/4591376
http://doi.org/10.1002/j.1460-2075.1990.tb08250.x
http://doi.org/10.1093/emboj/16.13.3974
http://www.ncbi.nlm.nih.gov/pubmed/9233807
http://doi.org/10.1073/pnas.87.14.5331


Plants 2022, 11, 2197 10 of 11

10. Haas, H.; Bauer, B.; Redl, B.; Stöffler, G.; Marzluf, G.A. Molecular cloning and analysis of nre, the major nitrogen regulatory gene
of Penicillium chrysogenum. Curr. Genet. 1995, 27, 150–158. [CrossRef]

11. Minehart, P.L.; Magasanik, B. Sequence and expression of GLN3, a positive nitrogen regulatory gene of Saccharomyces cerevisiae
encoding a protein with a putative zinc finger DNA-binding domain. Mol. Cell Biol. 1991, 11, 6216–6228. [CrossRef] [PubMed]

12. Stanbrough, M.; Rowen, D.W.; Magasanik, B. Role of the GATA factors Gln3p and Nil1p of Saccharomyces cerevisiae in the
expression of nitrogen-regulated genes. Proc. Natl. Acad. Sci. USA 1995, 92, 9450–9454. [CrossRef] [PubMed]

13. Coffman, J.A.; Rai, R.; Loprete, D.M.; Cunningham, T.; Svetlov, V.; Cooper, T.G. Cross regulation of four GATA factors that control
nitrogen catabolic gene expression in Saccharomyces cerevisiae. J. Bacteriol. 1997, 179, 3416–3429. [CrossRef] [PubMed]

14. Froeliger, E.H.; Carpenter, B.E. NUT1, a major nitrogen regulatory gene in Magnaporthe grisea, is dispensable for pathogenicity.
Mol. Gen. Genet. 1996, 251, 647–656. [CrossRef]

15. Christensen, T.; Hynes, M.J.; Davis, M.A. Role of the regulatory gene areA of Aspergillus oryzae in nitrogen metabolism. Appl
Environ. Microbiol. 1998, 64, 3232–3237. [CrossRef]

16. Tudzynski, B.; Homann, V.; Feng, B.; Marzluf, G.A. Isolation, characterization and disruption of the areA nitrogen regulatory gene
of Gibberella fujikuroi. Mol. Gen. Genet. 1999, 261, 106–114. [CrossRef]

17. Han, X.; Qiu, M.; Wang, B.; Yin, W.B.; Nie, X.; Qin, Q.; Ren, S.; Yang, K.; Zhang, F.; Zhuang, Z.; et al. Functional analysis of the
nitrogen metabolite repression regulator gene nmrA in Aspergillus flavus. Front. Microbiol. 2016, 7, 1794. [CrossRef]

18. Giese, H.; Sondergaard, T.E.; Sørensen, J.L. The AreA transcription factor in Fusarium graminearum regulates the use of some
nonpreferred nitrogen sources and secondary metabolite production. Fungal Biol. 2013, 117, 814–821. [CrossRef]

19. Platt, A.; Langdon, T.; Arst, H.N., Jr.; Kirk, D.; Tollervey, D.; Sanchez, J.M.; Caddick, M.X. Nitrogen metabolite signalling involves
the C-terminus and the GATA domain of the Aspergillus transcription factor AREA and the 3′ untranslated region of its mRNA.
EMBO J. 1996, 15, 2791–2801. [CrossRef]

20. Morozov, I.Y.; Martinez, M.G.; Jones, M.G.; Caddick, M.X. A defined sequence within the 3’ UTR of the areA transcript is sufficient
to mediate nitrogen metabolite signalling via accelerated deadenylation. Mol. Microbiol. 2000, 37, 1248–1257. [CrossRef]

21. Morozov, I.Y.; Galbis-Martinez, M.; Jones, M.G.; Caddick, M.X. Characterization of nitrogen metabolite signalling in Aspergillus
via the regulated degradation of areA mRNA. Mol. Microbiol. 2001, 42, 269–277. [CrossRef] [PubMed]

22. Langdon, T.; Sheerins, A.; Ravagnani, A.; Gielkens, M.; Caddick, M.X.; Arst, H.N., Jr. Mutational analysis reveals dispensability
of the N-terminal region of the Aspergillus transcription factor mediating nitrogen metabolite repression. Mol. Microbiol. 1995,
17, 877–888. [CrossRef] [PubMed]

23. Small, A.J.; Hynes, M.J.; Davis, M.A. The TamA protein fused to a DNA-binding domain can recruit AreA, the major nitrogen
regulatory protein, to activate gene expression in Aspergillus nidulans. Genetics 1999, 153, 95–105. [CrossRef] [PubMed]

24. Small, A.J.; Todd, R.B.; Zanker, M.C.; Delimitrou, S.; Hynes, M.J.; Davis, M.A. Functional analysis of TamA, a coactivator of
nitrogen-regulated gene expression in Aspergillus nidulans. Mol. Genet. Genom. 2001, 265, 636–646. [CrossRef] [PubMed]

25. Andrianopoulos, A.; Kourambas, S.; Sharp, J.A.; Davis, M.A.; Hynes, M.J. Characterization of the Aspergillus nidulans nmrA gene
involved in nitrogen metabolite repression. J. Bacterial. 1998, 180, 1973–1977. [CrossRef]

26. Lamb, H.K.; Ren, J.; Park, A.; Johnson, C.; Leslie, K.; Cocklin, S.; Thompson, P.; Mee, C.; Cooper, A.; Stammers, D.K.; et al.
Modulation of the ligand binding properties of the transcription repressor NmrA by GATA-containing DNA and site-directed
mutagenesis. Protein Sci. 2004, 13, 3127–3138. [CrossRef]

27. Kotaka, M.; Johnson, C.; Lamb, H.K.; Hawkins, A.R.; Ren, J.; Stammers, D.K. Structural analysis of the recognition of the negative
regulator NmrA and DNA by the zinc finger from the GATA-type transcription factor AreA. J. Mol. Biol. 2008, 381, 373–382.
[CrossRef]

28. Stammers, D.K.; Ren, J.; Leslie, K.; Nichols, C.E.; Lamb, H.K.; Cocklin, S.; Dodds, A.; Hawkins, A.R. The structure of the negative
transcriptional regulator NmrA reveals a structural superfamily which includes the short-chain dehydrogenase/reductases.
EMBO J. 2001, 20, 6619–6626. [CrossRef]

29. Magomedova, Z.; Grecu, A.; Sensen, C.W.; Schwab, H.; Heidinger, P. Characterization of two novel alcohol short-chain dehy-
drogenases/reductases from Ralstonia eutropha H16 capable of stereoselective conversion of bulky substrates. J. Biotechnol. 2016,
221, 78–90. [CrossRef]

30. Gräff, M.; Buchholz, P.; Stockinger, P.; Bommarius, B.; Bommarius, A.S.; Pleiss, J. The Short-chain Dehydrogenase/Reductase
Engineering Database (SDRED): A classification and analysis system for a highly diverse enzyme family. Proteins. 2019,
87, 443–451. [CrossRef]

31. Kristan, K.; Deluca, D.; Adamski, J.; Stojan, J.; Rizner, T.L. Dimerization and enzymatic activity of fungal 17beta-hydroxysteroid
dehydrogenase from the short-chain dehydrogenase/reductase superfamily. BMC Biochem. 2005, 6, 28. [CrossRef] [PubMed]

32. Úrbez-Torres, J.R.; Leavitt, G.M.; Guerrero, J.C.; Guevara, J.; Gubler, W.D. Identification and pathogenicity of Lasiodiplodia
theobromae and Diplodia seriata, the causal agents of bot canker disease of grapevines in Mexico. Plant. Dis. 2008, 92, 519–529.
[CrossRef] [PubMed]

33. Paolinelli-Alfonso, M.; Villalobos-Escobedo, J.M.; Rolshausen, P.; Herrera-Estrella, A.; Galindo-Sánchez, C.; López-Hernández,
J.F.; Hernandez-Martinez, R. Global transcriptional analysis suggests Lasiodiplodia theobromae pathogenicity factors involved in
modulation of grapevine defensive response. BMC Genom. 2016, 17, 615. [CrossRef] [PubMed]

http://doi.org/10.1007/BF00313429
http://doi.org/10.1128/mcb.11.12.6216-6228.1991
http://www.ncbi.nlm.nih.gov/pubmed/1682800
http://doi.org/10.1073/pnas.92.21.9450
http://www.ncbi.nlm.nih.gov/pubmed/7568152
http://doi.org/10.1128/jb.179.11.3416-3429.1997
http://www.ncbi.nlm.nih.gov/pubmed/9171383
http://doi.org/10.1007/BF02174113
http://doi.org/10.1128/AEM.64.9.3232-3237.1998
http://doi.org/10.1007/s004380050947
http://doi.org/10.3389/fmicb.2016.01794
http://doi.org/10.1016/j.funbio.2013.10.006
http://doi.org/10.1002/j.1460-2075.1996.tb00639.x
http://doi.org/10.1046/j.1365-2958.2000.02085.x
http://doi.org/10.1046/j.1365-2958.2001.02636.x
http://www.ncbi.nlm.nih.gov/pubmed/11679084
http://doi.org/10.1111/j.1365-2958.1995.mmi_17050877.x
http://www.ncbi.nlm.nih.gov/pubmed/8596437
http://doi.org/10.1093/genetics/153.1.95
http://www.ncbi.nlm.nih.gov/pubmed/10471703
http://doi.org/10.1007/s004380100456
http://www.ncbi.nlm.nih.gov/pubmed/11459183
http://doi.org/10.1128/JB.180.7.1973-1977.1998
http://doi.org/10.1110/ps.04958904
http://doi.org/10.1016/j.jmb.2008.05.077
http://doi.org/10.1093/emboj/20.23.6619
http://doi.org/10.1016/j.jbiotec.2016.01.030
http://doi.org/10.1002/prot.25666
http://doi.org/10.1186/1471-2091-6-28
http://www.ncbi.nlm.nih.gov/pubmed/16359545
http://doi.org/10.1094/PDIS-92-4-0519
http://www.ncbi.nlm.nih.gov/pubmed/30769642
http://doi.org/10.1186/s12864-016-2952-3
http://www.ncbi.nlm.nih.gov/pubmed/27514986


Plants 2022, 11, 2197 11 of 11

34. Ali, S.S.; Asman, A.; Shao, J.; Balidion, J.F.; Strem, M.D.; Puig, A.S.; Meinhardt, L.W.; Bailey, B.A. Genome and transcriptome
analysis of the latent pathogen Lasiodiplodia theobromae, an emerging threat to the cacao industry. Genome 2020, 63, 37–52.
[CrossRef]

35. Peng, J.; Wu, L.; Zhang, W.; Zhang, Q.; Xing, Q.; Wang, X.; Li, X.; Yan, J. Systemic identification and functional characterization of
common in fungal extracellular membrane proteins in Lasiodiplodia theobromae. Front. Plant. Sci. 2021, 12, 804696. [CrossRef]

36. Chethana, K.W.; Li, X.; Zhang, W.; Hyde, K.D.; Yan, J. Trail of decryption of molecular research on Botryosphaeriaceae in woody
plants. Phytopathol. Mediterr. 2016, 55, 147–171. [CrossRef]

37. Yan, J.Y.; Zhao, W.S.; Chen, Z.; Xing, Q.K.; Zhang, W.; Chethana, K.; Xue, M.F.; Xu, J.P.; Phillips, A.; Wang, Y.; et al. Comparative
genome and transcriptome analyses reveal adaptations to opportunistic infections in woody plant degrading pathogens of
Botryosphaeriaceae. DNA Res. 2018, 25, 87–102. [CrossRef]

38. Songy, A.; Fernandez, O.; Clément, C.; Larignon, P.; Fontaine, F. Grapevine trunk diseases under thermal and water stresses.
Planta 2019, 249, 1655–1679. [CrossRef]

39. Félix, C.; Meneses, R.; Gonçalves, M.; Tilleman, L.; Duarte, A.S.; Jorrín-Novo, J.V.; Van de Peer, Y.; Deforce, D.; Van Nieuwerburgh,
F.; Esteves, A.C.; et al. A multi-omics analysis of the grapevine pathogen Lasiodiplodia theobromae reveals that temperature affects
the expression of virulence- and pathogenicity-related genes. Sci. Rep. 2019, 9, 13144. [CrossRef]

40. Gonçalves, M.; Nunes, R.B.; Tilleman, L.; Van de Peer, Y.; Deforce, D.; Van Nieuwerburgh, F.; Esteves, A.C.; Alves, A. Dual RNA
sequencing of Vitis vinifera during Lasiodiplodia theobromae infection unveils host-pathogen interactions. Int. J. Mol. Sci. 2019,
20, 6083. [CrossRef]

41. Zhang, W.; Yan, J.; Li, X.; Xing, Q.; Chethana, K.; Zhao, W. Transcriptional response of grapevine to infection with the fungal
pathogen Lasiodiplodia theobromae. Sci. Rep. 2019, 9, 5387. [CrossRef] [PubMed]

42. Harishchandra, D.L.; Zhang, W.; Li, X.; Chethana, K.; Hyde, K.D.; Brooks, S.; Yan, J.; Peng, J. A LysM domain-vontaining protein
LtLysM1 is important for vegetative growth and pathogenesis in woody plant pathogen Lasiodiplodia theobromae. Plant. Pathol. J.
2020, 36, 323–334. [CrossRef] [PubMed]

43. Chethana, K.W.; Peng, J.; Li, X.; Xing, Q.; Liu, M.; Zhang, W.; Hyde, K.D.; Zhao, W.; Yan, J. LtEPG1, a secretory endopolygalac-
turonase protein, regulates the virulence of Lasiodiplodia theobromae in Vitis vinifera and is recognized as a microbe-associated
molecular patterns. Phytopathology 2020, 110, 1727–1736. [CrossRef] [PubMed]

44. Aluthmuhandiram, J.V.S.; Chethana, K.W.T.; Zhang, W.; Peng, J.; Zhao, E.; Li, X.H.; N, S.; Yan, J.Y. Impact of temperature variation
on the phytotoxic secondary metabolite production by Lasiodiplodia theobromae. J. Phytopathol. 2021, 169, 716–723. [CrossRef]

45. Pham, J.; Stam, R.; Heredia, V.M.; Csukai, M.; Huitema, E. An NMRA-Like protein regulates gene expression in Phytophthora
capsici to drive the infection cycle on tomato. Mol. Plant. Microbe Interact. 2018, 31, 665–677. [CrossRef]

46. Xiao, X.; Fu, Y.H.; Marzluf, G.A. The negative-acting NMR regulatory protein of Neurospora crassa binds to and inhibits the
DNA-binding activity of the positive-acting nitrogen regulatory protein NIT2. Biochemistry 1995, 34, 8861–8868. [CrossRef]

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

48. Becker, D.M.; Lundblad, V. Introduction of DNA into yeast cells. Curr. Protoc. Mol. Biol. 1994, 27, 13–17. [CrossRef]

http://doi.org/10.1139/gen-2019-0112
http://doi.org/10.3389/fpls.2021.804696
http://doi.org/10.14601/Phytopathol_Mediterr-16230
http://doi.org/10.1093/dnares/dsx040
http://doi.org/10.1007/s00425-019-03111-8
http://doi.org/10.1038/s41598-019-49551-w
http://doi.org/10.3390/ijms20236083
http://doi.org/10.1038/s41598-019-41796-9
http://www.ncbi.nlm.nih.gov/pubmed/30926851
http://doi.org/10.5423/PPJ.OA.05.2020.0084
http://www.ncbi.nlm.nih.gov/pubmed/32788891
http://doi.org/10.1094/PHYTO-04-20-0118-R
http://www.ncbi.nlm.nih.gov/pubmed/32460690
http://doi.org/10.1111/jph.13043
http://doi.org/10.1094/MPMI-07-17-0193-R
http://doi.org/10.1021/bi00027a038
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1002/0471142727.mb1307s27

	Introduction 
	Results 
	Structural Features of Lws1 Protein 
	Regulation of the Pathogenicity of L. theobromae by Lws1 
	Interaction between Lws1 and LtAreA 
	Expression of Lws1 under Different Nutrition Conditions in L. theobromae 

	Discussion 
	Materials and Methods 
	Fungal and Bacterial Strains, Growth Conditions, and Plant Material 
	RNA Extraction and Real-Time Quantitative PCR (qRT-PCR) 
	Pathogenicity Tests of Overexpressed and Silenced Transformants of the Lws1 Gene 
	Yeast Two-Hybrid Assay 

	References

