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ABSTRACT The genome of the wheat-pathogenic fungus Zymoseptoria tritici represents
extensive presence-absence variation in gene content. Here, we addressed variation in
biosynthetic gene cluster (BGC) content and biochemical profiles among three isolates.
We analyzed secondary metabolite properties based on genome, transcriptome, and
metabolome data. The isolates represent highly distinct genome architecture but harbor
similar repertoires of BGCs. Expression profiles for most BGCs show comparable patterns
of regulation among the isolates, suggesting a conserved biochemical infection program.
For all three isolates, we observed a strong upregulation of a putative abscisic acid (ABA)
gene cluster during biotrophic host colonization, indicating that Z. tritici interferes with
host defenses by the biosynthesis of this phytohormone. Further, during in vitro growth,
the isolates show similar metabolomes congruent with the predicted BGC content. We
assessed if secondary metabolite production is regulated by histone methylation using a
mutant impaired in formation of facultative heterochromatin (H3K27me3). In contrast to
other ascomycete fungi, chromatin modifications play a less prominent role in regulation
of secondary metabolites. In summary, we show that Z. tritici has a conserved program of
secondary metabolite production, contrasting with the immense variation in effector
expression, and some of these metabolites might play a key role during host colonization.

IMPORTANCE Zymoseptoria tritici is one of the most devastating pathogens of wheat.
So far the molecular determinants of virulence and their regulation are poorly under-
stood. Previous studies have focused on proteinaceous virulence factors and their
extensive diversity. In this study, we focus on secondary metabolites produced by Z.
tritici. Using a comparative framework, we characterize core and noncore metabolites
produced by Z. tritici by combining genome, transcriptome, and metabolome data
sets. Our findings indicate highly conserved biochemical profiles with contrasting
genetic and phenotypic diversity of the field isolates investigated here. This discov-
ery has relevance for future crop protection strategies.

KEYWORDS genome evolution, gene clusters, gene regulation, chemodiversity,
histone modifications, pathogenicity, metabolomics, feature-based molecular network

Fungal genomics has revealed a large and untapped diversity of biosynthetic gene clus-
ters (BGCs) encoding secondary metabolites (1). These metabolites have a broad spec-

trum of biological functions and play an essential role as determinants of fungal life style
and niche specialization. Most of the secondary metabolites produced by fungi derive
from nonribosomal peptides, polyketides, or mixed polyketide-nonribosomal peptides or
other biosynthesis pathways (such as terpenes) (2). Genes involved in the biosynthesis of
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secondary metabolites are often physically linked in gene clusters, allowing coregulation
of gene expression and metabolite production (3). Commonly, BGCs encode the enzymes
that are responsible for biosynthesis of the metabolite backbone, including nonribosomal
peptide synthetases (NRPS), polyketide synthases (PKS), and fusions of PKS and NRPS (PKS-
NRPS/NRPS-PKS hybrids) as well as other enzymes involved in further modifications of the
metabolite backbone. Moreover, certain BGCs have genes involved in metabolite transport
and/or genes conferring resistance to the activity of the metabolite.

Plant-associated fungi produce a multitude of secondary metabolites to facilitate
host invasion, manipulate host defenses, interact with microorganisms, and sequester
essential nutrients in plant tissues (4). To this end, it has been demonstrated that fun-
gal pathogens can produce and secrete iron-chelating metabolites, the so-called side-
rophores, to acquire and sequester iron from plant tissues and the environment (5).
Moreover, many fungi, including plant pathogens, produce plant hormones such as
gibberellins, abscisic acid (ABA), auxin, and cytokinin, which may interfere with the hor-
mone balance of plants that are colonized by these fungi. However, the regulation and
relevance of these secondary metabolites in plant-fungus interactions is still little
known (6–8).

Genome data have provided detailed insights into the diversity in BGCs among
closely related plant-associated fungi (e.g., see references 9–11); however, to which
extent and how this diversity is translated into chemical diversity has been addressed
in only a few species. Genome sequencing across diverse taxa has shown that the or-
ganization of BGCs in fungal genomes can be highly variable between closely related
species and in some cases even between different strains of the same species with vari-
ous numbers of gene clusters and gene content. Members of the fungal family
Clavicipitaceae include plant-associated species with diverse lifestyles, ranging from
mutualistic symbionts and endophytes to pathogens. This group of fungi exhibits an
exceptional chemotypic diversity originating from diverse architecture of gene clusters
responsible for secondary metabolite production (9). Comparative genome analyses in
other groups of ascomycete plant pathogens have likewise revealed structural varia-
tion associated with BGCs, for example, in the gene clusters responsible for synthesis
of the phytotoxins botrydial and botcinic acids in Botrytis species (12) and in gene clus-
ters responsible for the synthesis of distinct secondary metabolites, including the
mycotoxin fucosarin, in isolates of Fusarium fujikuroi (13). This variation in BGC content
and composition may reflect the effect of diversifying selection acting on genes
involved in antagonistic plant-pathogen interactions.

Fungi accommodate different environmental and ecological conditions by regulat-
ing and optimizing the production of secondary metabolites. This regulation can occur
at different levels from individual genes and clusters to global regulation of BGCs and
involve complex networks of regulatory components (2). In several fungal pathogen
taxa, including species of Fusarium and Epichloë, chromatin modifications such as his-
tone methylation or acetylation have been shown to play an important role as global
regulators of BGCs as well as regulators of specific gene clusters (14–17). In the fungal
pathogen Fusarium graminearum, secondary metabolism is largely regulated by the
silencing histone mark H3K27me3. This was demonstrated by deletion of the histone
methyltransferase kmt6, responsible for the heterochromatin-associated trimethylation
of lysine 27 on histone H3 (H3K27me3). The mutant exhibited constitutive expression
of secondary metabolite clusters along the genome, severely impacting fungal fitness
(14). The cluster organization of biosynthesis genes was proposed favor a chromatin-
based regulation of secondary metabolite production, as it allows transcriptional acti-
vation in narrowly restricted regions (2).

We have recently described extensive variation in genome composition among
closely related species of grass pathogens in the genus Zymoseptoria (18). This genus
includes the important wheat pathogen Z. tritici, which has devastating impacts on
wheat production worldwide. Population genomic sequencing of Z. tritici has revealed
extensive genetic variation along the genome (19), and it is hypothesized that this
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variation allows the fungus to rapidly adapt to changes in the environment, including
new host resistances and fungicide treatments applied in wheat fields. In silico predic-
tions of gene clusters have demonstrated how BGCs are enriched in the more rapidly
evolving subtelomeric regions of the genome of Z. tritici, which may facilitate genetic
diversification of the BGCs (20). Z. tritici is also characterized by an exceptionally high
variability in growth morphology, for example, some isolates being highly melanized
and others nonmelanized when grown under laboratory conditions (21). The extensive
genetic and phenotypic variability manifested by this fungus led us to hypothesize a
comparably high variation in overall secondary metabolite production.

In this study, we explore genomic diversity of three isolates of Z. tritici to address
the composition of BGC along the fungal genome. We complement genomic analyses
with transcriptome and metabolome data to compare potential variations in secondary
metabolite profiles of the three field isolates. Interestingly, we find evidence for con-
served biochemical profiles of the three isolates, contrasting with the highly variable
content and production of effector proteins in this species. Lastly, we analyze second-
ary metabolite production in a kmt6 mutant (deletion of the KMT6 histone methyl-
transferase gene) impaired in catalyzing the histone modification H3K27me3 to assess
the relevance of chromatin-based BGC regulation in Z. tritici. We provide evidence for
extensive chemical differences between the three field isolates of Z. tritici and show
that histone modifications in this fungus, in contrast to other fungi, such as species of
Fusarium and Aspergillus (15, 22–24), play a minor role in regulating secondary metabo-
lite production during axenic growth.

RESULTS
In silico predictions and comparison of BGCs among three field isolates of Z.

tritici. To compare the genomic potential for secondary metabolite production among
isolates of Z. tritici, we used the program antiSMASH (25) to predict the distribution of
BGCs in high-quality genome assemblies of three field isolates, Zt05, IPO323, and Zt10
(18). We have previously described and compared the infection development of Zt05,
IPO323, and Zt10 in susceptible wheat and demonstrated that these isolates, although
morphologically and genetically highly distinct, are equally virulent in a susceptible
wheat cultivar (26). Interestingly, these three isolates exhibit an exceptional phenotypic
diversity when cultivated on agar, whereby the isolate Zt10 appears highly melanized,
in contrast to the two other isolates (Fig. 1A).

Based on the in silico prediction, we find that the three isolates overall encode com-
parable numbers of BGCs (Fig. 1B). In total, we identified 26, 28, and 25 BGCs in the
genomes of Zt05, IPO323, and Zt10, respectively. These gene clusters are categorized
into several classes, including polyketide synthases (PKS), nonribosomal peptide synthe-
tases (NRPSs), terpene synthase (TPS), fungal RiPPs (ribosomally synthesized and post-
translationally modified peptides), hybrid NRPS-betalactone, NRPS-RiPPs, PKS-NRPSs, and
siderophores (Fig. 1B; see also Tables S1 to S3 in the supplemental material).

We next investigated in detail the variation in BGC distribution and sequence com-
position among genomes of the three isolates. To this end, we calculated the similarity
across all predicted BGCs using BiG-SCAPE to further identify shared and unique BGCs
within and among the Z. tritici isolates (27). The resulting sequence similarity network
consists of 29 biosynthetic gene families (BGFs), shown as a subnetwork (Fig. 1C) and
representing seven main BGC classes, PKS, NRPS, RiPPs, PKS-NRP hybrids, TPS, other
PKS, and others. Almost all BGFs (27) contain two to three BGCs, and none of these
BGFs are composed of two BGCs originating from the same isolate (Table S4). We iden-
tified two BGCs in IPO323 that show no similarity to other BGCs (using a clustering cut-
off of 0.3), indicating that this isolate exhibits to some extent a unique biosynthetic
potential. However, the overall in silico BGC predictions suggest that the three isolates
share overall similar biochemical potentials.

Of all the predicted BGCs, we observed that five, seven, and five BGCs, in Zt05, IPO323,
and Zt10, respectively, show similarity to annotated BGCs in the MiBIG database (with a
similarity of .10% in terms of gene content and order) (Fig. 1C and Tables S1 to S3).
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FIG 1 Mining the genome of three Z. tritici field isolates for biosynthetic gene clusters. (A) Differences in the colony morphology
between the three Z. tritici isolates (i.e., Zt05, IPO323, and Zt10) after 15 days of growth on solid medium (YMS) at 18°C. (B)

(Continued on next page)
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These annotated gene clusters have similarity to gene clusters producing the compounds
ustiloxin (10% similarity), fusaridione (12% similarity), gliotoxin (15% similarity), echinocan-
din (23% similarity), betaenone (25% similarity), absicic acid (50% similarity), and melanin
(100% similarity). Several of these compounds are likely to play a role in pathogenicity of
Z. tritici: betaenone and ustiloxin have previously been described as phytotoxins in the
plant-pathogenic fungi Phoma betae and Ustilaginoidea virens, respectively (28–30).
Fusaridione and gliotoxin, mainly described in the plant-pathogenic fungus Fusarium het-
erosporum and the human pathogen Aspergillus fumigatus, respectively, are known to
have antimicrobial properties that may facilitate competitiveness of Z. tritici with respect to
other plant-associated microbes (31, 32). Echinocandins are fungus-produced metabolites
that are responsible for antifungal activity against b-(1,3)-D-glucan synthesis (33). Finally,
melanin is known to be a critical component of pathogenicity in many plant-pathogenic
fungi (34). Our in silico prediction moreover identified one BGC present in all three isolates
that shows 50% similarity to an abscisic acid (ABA) gene cluster described in Botrytis cin-
erea (Tables S1 to S3) (35). Abscisic acid is also known as a plant hormone involved in abi-
otic and biotic stress regulation, and this hormone can act to suppress defense regulation
(e.g., see references 36–38). Further testing will help us to determine whether Z. tritici pro-
duces ABA in order to interfere with plant host defenses during infection.

Differential regulation of BGCs in three field isolates of Z. tritici. We next asked
how secondary metabolite production is regulated during plant infection in the three
Z. tritici isolates. To this end, we used previously published transcriptome data gener-
ated for the three isolates during wheat infection (26). The infection development of Z.
tritici is characterized by four infection stages previously described with detailed mi-
croscopy analyses (26). In brief, stage A represents the initial penetration of the fungus
via the stomata and early colonization of the mesophyll tissue. Stage B represents the
biotrophic colonization of the mesophyll tissue, stage C represents the transition from
biotrophic to necrotrophic growth, and stage D represents the necrotrophic coloniza-
tion and asexual reproduction.

We focused our gene expression analyses on the BGCs identified by our in silico pre-
diction. To this end, we first showed that the vast majority of predicted BGCs are
expressed during plant colonization (between 87% of genes in stage A for Zt10 and
98% in stage D for Zt09 [a clone derived from IPO323]; Fig. S1). Consistent with the
small amount of fungal biomass and therefore overall lower proportion of fungal tran-
scripts, we found an increased transcript abundance of all genes, including BGC genes,
in the later stages of infection (C and D) (see percentage of alignments increasing in
Table S5). Next, we compared the expression specifically of BGC genes in the three iso-
lates throughout infection development to uncover patterns of secondary metabolite
production (we compared the differential expression between the consecutive stages
A and B but not between stages A and D). This comparison revealed a dynamic expres-
sion of BGC genes, with 9%, 13%, and 8% of the BGC genes in Zt05, Zt09, and Zt10,
respectively, being differentially expressed between the infection stages (Fig. 2A and
Table S6). In comparison, the overall proportions of differentially expressed genes for
non-BGCs were consistently lower, 2.6%, 4.5%, and 2.3% for Zt05, Zt09, and Zt10,
respectively, suggesting that different BGCs are important during different infection
stages of Z. tritici.

The genes encoded by individual BGCs have different functions in metabolite synthesis,
and we next focused on the expression of individual genes in the BGCs predicted to have

FIG 1 Legend (Continued)
Output from antiSMASH analysis that predicts biosynthetic gene clusters (BGCs) from the genome of the three Z. tritici isolates.
The fungal isolates Zt05, IPO323 (Zt09), and Zt10 are predicted to harbor 26, 28, and 25 BGCs, respectively. These BGCs are
categorized into eight classes, including polyketide synthase (pks), nonribosomal peptide synthetase (NRPS), terpene, ribosomally
synthesized and posttranslationally modified peptides (fungal-RiPPs), siderophore, and hybrid NRPS-betalactone, NRPS-RiPP, and
PKS-NRPS clusters. (C) Similarity network of BGCs predicted from Zt05 (circle), IPO323 (triangle), and Zt10 (square). Each node in
the network (i.e., circle, square, or triangle) depicts a BGC, and the color indicates the class. BGCs connected by edges belong to
the same biosynthetic gene family. Seven BGFs (highlighted with a dashed rectangle) showed percentages of gene similarity to
annotated clusters in the MiBIG database.
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FIG 2 Expression profiles of genes associated with biosynthetic gene clusters in Z. tritici isolates. (A) Bar plot representing the
percentage of genes differentially expressed during host infection (based on comparison of four infection stages). The
numbers above the bars represent the number of differentially expressed genes predicted to be in gene clusters (BGC, in dark
green) and all other genes (not BGC, in light green). (B) Numbers of differentially expressed genes in BGCs for each Z. tritici
isolate during four infection stages. (C) Schematic overview of the genetic architecture of the BGC predicted to produce
abscisic acid (ABA). The expression kinetics of the ABA genes in the three isolates are represented as line plots linked to the
orthologs in Zt05. On the line graphs, the y axis represents the TPM values, while the x axis denotes the infection stages. A
dotted line represents change in expression level that is not significant, whereas significant differences are represented by a
full line. The line plots are labeled with the orthogroup number as identified in reference 18.
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a primary function in metabolite synthesis. The program antiSMASH distinguishes core
biosynthetic genes, biosynthetic genes, regulatory genes, transporters, and genes with
unknown functions for individual BGCs. We focused specifically on the core biosynthetic
genes from the predicted BGC using previously defined orthogroups (18) to compare
expression patterns between isolates (Fig. 2B). In total, we identified 44 core biosynthetic
gene orthogroups among the 29 BGCs (found in at least one strain). Of note, a few clusters
contain more than one core biosynthetic gene, and some clusters were identified in only
one or two of the isolates. We investigated the expression kinetics of these genes through-
out the four infection stages and revealed a highly dynamic expression pattern of the core
BGC genes (Fig. S2, Table S7). In particular, we observed a general pattern of higher gene
transcription during stages C and D, i.e., the necrotrophic phase, an increase in transcrip-
tion that is significant in several core biosynthetic genes (see, for example, BGFs 8, 9, 15,
18, 20, and 24 in Fig. S2).

We also identified differences in expression of BGC genes among the three isolates.
For example, one gene in the BGC encoding the phytotoxin betaenone (BGF5:
OG_10647) showed increased expression in the Zt10 isolates during the transition
from biotrophic to necrotrophic host colonization, suggesting differential relevance of
the metabolite among the three Z. tritici isolates. We compared the expression profiles
of the seven genes predicted by antiSMASH that compose the gene cluster BGF_11
(ustiloxin; 10% similarity). Overall, the genes were expressed in the same manner in the
three isolates. Six of the seven ustiloxin biosynthesis genes showed an increased
expression during stage B and C, suggesting that this phytotoxin plays a role in the
transition from biotrophic to necrotrophic host colonization. On the other hand, one
gene, BGF 11:OG_11282, shows a low expression during stages A to C but then a
strong upregulation during the late phase of infection and necrotrophic host coloniza-
tion. The biosynthetic genes clusters BGF_28 (fusaridione 12% similarity) and BGF_29
(gliotoxin 15% similarity) did not show consistent expression patterns during host colo-
nization across the three field isolates (i.e., Zt10, Zt09, and Zt05). The gene BGF_28:
OG_5759, putatively involved in fusaridione biosynthesis, showed a decreased expres-
sion from stage A through D in Zt09. The gene BGF_29:OG_2829 showed an increased
expression in Zt05 but a more dynamic and inconsistent pattern in Zt09. Three genes
(out of four) of BGF17 (echinocandin; 23% similarity) showed upregulation during early
biotrophic host colonization across the three isolates, while one gene (i.e., BGF_17:
OG_5907) was downregulated in the fungal isolate Zt09. One gene predicted to be
involved in melanin biosynthesis and carried by BGC_23 showed an increased expres-
sion in all three isolates throughout infection development (stages A to D), possibly
reflecting protection of the fungal cell wall during infection establishment and
progression.

One gene showing a strong upregulation in the three isolates during the transition
from biotrophic to necrotrophic growth (i.e., phase C) belongs to BGF_20, predicted to
be responsible for the production of ABA (BGC showing 50% gene similarity to the
abscisic acid gene cluster in Botrytis cinerea). Given the potential role of ABA in patho-
genicity, we further investigated the genetic architecture of the ABA BGC in Z. tritici
and transcription among the three isolates as well as the predicted function of each
gene (Fig. 2C and Table S8). Overall, we found that the synteny and gene functions of
the predicted ABA BGC are conserved among the three isolates. Eight genes with a
predicted role in cluster function were shared in the three isolates and have the same
order; however, one additional gene was found in the BGC of Zt05 and another in Zt10
(Fig. 2C). The expression kinetics of the genes in the ABA cluster predicted to have a
function in compound synthesis and in transport showed a common upregulation at
the onset of the necrotrophic phase (significant upregulation in two isolates for all
shared orthologs and significant in all three isolates for the core biosynthetic gene)
(Fig. 2C and Tables S5 and S6).

The expression patterns of the ABA genes, which we observed in planta, suggest
that ABA is produced by Z. tritici during host infection to manipulate plant defenses.
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We further hypothesize that the other BGC genes, which show a similar kinetics, like-
wise play an important role during host colonization.

Variation in secondary metabolite profiles of Z. tritici field isolates. We next
sought to characterize the chemical profile of the three field isolates during axenic
growth. To this end, we applied a comparative untargeted metabolomics approach
using tandem mass spectrometry (MS2)-based molecular networking (MN). MN is a
comprehensive algorithm-based metabolomics tool that compares MS2 spectra and
categorizes them into different structural clusters based on fragmentation patterns
(39). A recently developed tool, feature-based molecular networks (FBMN), incorpo-
rates MS-related information, such as retention time and isotope patterns, into data
processing, thereby facilitating the annotation of molecular families (MF) and allowing
for resolution of positional isomers and relative quantification (39–41). Here, we
applied FBMN analyses that assisted us in determining and comparing the secondary
metabolite profile of the three Z. tritici field isolates.

The metabolome analyses of the Z. tritici field isolates revealed a total of 170 of the so-
called nodes, each representing one molecular ion in the crude metabolite extracts (see
Materials and Methods). We grouped these into 21 clusters and 43 singletons (Fig. 3A).
Overall, five putative metabolite clusters were annotated as polyketide (PK), fatty acid (FA),
nonribosomal peptide (NRP), and terpene (TER) MFs, as also identified in the genome anal-
yses. The data from MN were used to generate a Venn diagram to visualize the metabolite
distribution among the isolates (Fig. 3B). We find that Zt05 displayed 138 ions, IPO323 132
ions, and Zt10 152 ions. Twenty-one ions were exclusively found in one isolate, namely, 10
ions for Zt10, six ions for Zt05, and five ions for IPO323, respectively (Fig. 3B and Table S9).
These strain-specific ions and the different expression levels of common ions could be re-
sponsible for individual strain variation in biochemical profiles, for example, the very prom-
inent variation in melanization (Fig. 1A). Conversely, a total of 103 ions were common to
all field isolates, while 46 ions were shared by two strains (Fig. 3B). These data indicate that
the field isolates overall produce similar metabolites when maintained under the same cul-
ture conditions.

As shown in Fig. 3A, a combined automated and manual dereplication effort
resulted in the putative annotation of the polyketide scytalone (42), the diketopipera-
zine (NRP) cyclo-Leu-Pro (43), the labdane diterpene sterebin Q4, and the phospholi-
pids lysophosphatidylcholine and 1,2-dilinoleoyl-SN-glycero-3-phosphocholine. Other
annotated compounds included three PKs, the benzopyranones trycycloalternarene 1b
and tricycloalternarene 2b (44), the bicyclic tanzawaic acid (45), and the sesterterpene
3-anhydro-6-epiophiobolin A (46).

Scytalone, a naphthalenone type PK, was present in all three strains and formed the
largest cluster, cluster 1, in the FBMN (Fig. 3A). This compound is a known intermediate
in melanin biosynthesis, and the presence of this compound concurs with the presence
of the BGC responsible for this metabolite in the genome data (Fig. 1C). Its differential
expression levels in the three strains, highest in Zt10 and lowest in ZT05 (determined
by peak areas in Table S9), also explain the variation in melanization (Fig. 1A). The clus-
ter of nodes around scytalone (cluster 1) included ions predicted as polyketides.
However, manual and automated dereplication efforts did not result in further annota-
tion of melanin-related metabolites. The polyketide cluster 1 included 27 ions shared
by all three strains. In this cluster, only two ions seen as blue only (m/z 323.3149
[M1H]1) and red only (m/z 355.2904 [M1H]1) were specific to Zt10 and IPO323,
respectively. We were not able to annotate these isolate-specific ions of polyketide ori-
gin, despite the use of multiple databases.

In the second largest cluster (cluster 2), 1,2-dilinoleoyl-SN-glycero-3-phosphocho-
line (primary metabolite) was annotated as belonging to a class of fatty acid (FA) com-
pounds (Fig. 3A) (47). This MF had 23 ions with many putative positional isomers,
which, however, could not be annotated. Some sodiated ions were annotated as FAs
in cluster 6 (Fig. 3A) and were also observed in the FBMN.

Another class of compounds annotated in the Z. tritici metabolite network was the
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nonribosomal peptides of cluster 3. We annotated a class of diketopiperazines, includ-
ing cyclo-Leu-Pro, cyclo-Val-Leu (Fig. 3A and Fig. S5 and Table S9), and the alloxazine
lumichrome (Fig. 3A). Cluster 5 was shared by all three Z. tritici isolates, with 2 ions spe-
cific to Zt10. One of these ions could be annotated to be a sesterterpene, 3-anhydro-6-
epiophiobolin A (Fig. 3A).

Overall,;30% of the detected ions could be annotated as known fungal metabolites,
while the majority remain putative new compounds have yet to be described (Table S9).
There was a negligible difference in the expression of compounds among the three field
isolates (20/21 MFs shared across the three Z. tritici isolates). Although Zt10 produced
more ions (152 ions), IPO323 displayed more diverse chemistry and produced the only
isolate-specific MF (cluster 13). This cluster comprises an ion, annotated to be a labdane
diterpenoid sterebin Q4 (Fig. 3A), and two unannotated IPO323-specific singletons, m/z

FIG 3 Comparative metabolomics of three Z. tritici field isolates. (A) Molecular network (MN) generated from the Global Natural Product Social Molecular
Networking platform of crude organic extracts from the three isolates of Z. tritici. Nodes represent molecular ions detected in the crude extracts, with color
coding indicative of the relative abundance in each Z. tritici species (red, IPO323; light blue, Zt05; deep blue, Zt10). Some annotated compounds are
displayed with their chemical classes: polyketide (PK), nonribosomal peptide (NRP), terpene (TER), and fatty acid (FA). Other annotations are displayed in
Table S8. (B) Venn diagram displaying specific and shared parent ions detected in the culture extracts of the three Z. tritici species.

Secondary Metabolite Profiles in Fungal Pathogen Applied and Environmental Microbiology

March 2022 Volume 88 Issue 6 e02296-21 aem.asm.org 9

https://aem.asm.org


373.2582 [M1H]1 and m/z 388.2692 [M1H]1, which may define a specific biochemical
profile of the isolate. Taken together, our metabolomic study shows that the three iso-
lates show comparable metabolite profiles in vitro and may harbor untapped molecules
with biological functions.

Removal of the histone modification H3K27me3 has little effect on BCG
expression and metabolite production. Previous studies have revealed a prominent
role of histone modifications in the regulation of fungal virulence factors, including effec-
tors and secondary metabolites (14, 40). We used a Z. triticimutant deficient in the trime-
thylation of histone H3 lysine 27 (H3K27me3) (48) to address if this histone mark likewise
plays a prominent role in regulation of the identified BGCs in the Z. tritici genome. To
this end, we reanalyzed available transcriptome data (48) to assess the extent of differen-
tial gene expression between wild-type Z. tritici and the IPO323Dkmt6 methyltransferase
mutant, and we compared the metabolome profiles of the wild type and mutant.

As previously reported (48), wild-type Z. tritici and the kmt6 mutant do not differ
substantially in gene expression (381 genes were found to be differentially expressed,
whereas 10,169 genes did not show any significant difference in expression between
the wild type and the mutant) (Table S10). Among the differentially expressed genes,
only six are associated with the BGCs that we describe in this study, including a pre-
dicted transporter and an additional biosynthetic gene. None of these differentially
expressed genes were predicted to be core biosynthetic genes. These results support
previous findings suggesting that H3K27me3 does not play a prominent role in the
regulation of secondary metabolite biosynthesis in Z. tritici (48).

To further investigate the role of facultative heterochromatin in the regulation of
secondary metabolite production in Z. tritici, we compared the metabolomic profile of
the wild-type isolate IPO323 to the Dkmt6mutant, impaired in trimethylation of the H3
lysine 27. Based on the FBMN, we generated the same set of MFs as those produced
for the field isolates (Fig. S3). The data were visualized in a presence-absence heatmap
of all the detected molecular ions and their corresponding retention times and molec-
ular clusters (Fig. 4A). Altogether, 152 ions were produced and organized into 18 MFs
(clusters) with 39 singletons (Fig. 4A and Fig. S3). Importantly, no strain-specific MF
was produced by the two strains, which confirms the transcriptome data and also indi-
cates that H3K27me3 plays a minor role in regulating specific secondary metabolites in
this fungus. Notwithstanding this finding, the Dkmt6 mutant produced 144 ions with
20 specific ions, and the wild type produced 132 ions with 8 specific ions (Fig. 4B). The
majority of the ions, 124, representing approximately 81% of ions produced, were com-
mon to both strains (Fig. 4B).

Application of FBMN leveraged the MZmine feature detection and alignment tool
to allow for relative quantification of peak ions produced by IPO323 and the Dkmt6
mutant. Table S9 summarizes the detected ions, their unique identifiers (IDs), and their
relative abundance (peak areas) to assist comprehensive comparison of production
titers of the major metabolites by the Z. tritici wild-type and Dkmt6 strains. Peak area
box plots were generated for distinct ions detected in clusters 1 (polyketides) and 2
(fatty acids) to ascertain the effect of H3K27me3 on increasing the production titers of
some compounds in the mutant strain. Several molecular ions from the polyketide MF
cluster 1 showed an increased abundance in the Dkmt6 mutant strain (Fig. 4C and
Table S9). This included 103 (m/z 395.2790 [M1H]1), 10 (m/z 321.2422 [M1H]1), 6b (m/
z 379.3354 [M1H]1), 104 (m/z 397.2959 [M1H]1), and 27 (m/z 323.2582 [M1H]1. In
fatty acid cluster 2, molecular ions 3 (m/z 520.3400 [M1H]1), 53 (m/z 518.3245
[M1H]1), and 101 (m/z 784.5837 [M1H]1) were also expressed in relatively higher
quantities in the Dkmt6 mutant than in the IPO323 wild type (Fig. 4C). Overall, about
95% of the detected molecular ions were shared by the two strains with very minimal
differences in terms of genes expressed under the specified cultivation conditions. In
summary, while H3K27me3 does not contribute to the expression of specific gene clus-
ters and the production of individual metabolites, it enhances the production of sev-
eral compounds quantitatively in the polyketide and fatty acid-derived MFs.
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DISCUSSION

The fungal species Z. tritici is one of the most devastating pathogens of temperate-
grown wheat and causes severe yield losses to farmers in addition to high costs of
crop protection measures. A challenge to the development of sustainable control strat-
egies is the high level of genetic variation in field populations of Z. tritici that enables
the fungus to rapidly adapt to changes in its environment. Genome and transcriptome
studies have demonstrated that infection of Z. tritici relies not on major virulence
determinants but on a large repertoire of effector proteins that are produced to facili-
tate host invasion. Interspecific hybridization has occurred repeatedly in Z. tritici and
has been demonstrated to be an important mechanism of gene exchange between
species as well as a source of within-species variation (49, 50). In addition to proteina-
ceous virulence determinants, fungal pathogens also produce secondary metabolites
during host infection. We addressed here whether the secondary metabolite profiles of
three field isolates of Z. tritici also show a high variability consistent with the high varia-
tion of effector gene content and expression of the same isolates (26). We designed a
pipeline for in silico prediction of genes in three high-quality genome assemblies of Z.
tritici isolates (18). Based on these complete or nearly complete chromosome assem-
blies, we found very similar numbers of BGCs among the three isolates. Our updated
prediction in this study provided a slightly lower number of BGCs than previously
reported for the reference isolate IPO323 (29 versus 32), but it was comparable to

FIG 4 Comparative metabolomics of the wild strain IPO323 and Dkmt6 mutant. (A) Presence-absence heat map from the UPLC-MS analyses of IPO323 and
Dkmt6 organic extracts showing the distribution of m/z, retention time, chemical classes (FA, fatty acid; NRP, nonribosomal peptide; PK, polyketide; TER,
terpene; and ND, not determined), and molecular family clusters. (B) Venn diagram displaying specific and shared parent ions detected in the culture
extracts of the IPO323 and Dkmt6 mutant. (C) Box plots depicting the relative abundance of distinct molecular ions, in PK MF cluster 1 and FA MF cluster
2, between IPO323 and Dkmt6 mutant of Z. tritici. Numbers in parentheses represent unique ion IDs, as shown in Table S8: (103), m/z 395.2790 [M1H]1;
(10), m/z 321.2422 [M1H]1; (6), m/z 379.3354 [M1H]1; (104), m/z 397.2959 [M1H]1; (27), m/z 323.2582 [M1H]1; (53), m/z 518.3245 [M1H]1; (3), m/z
520.3400 [M1H]1; (101), m/z 784.5837 [M1H]1.
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predicted numbers of BGCs in other Dothideomycete genomes (51). The conserved
composition of BGCs in three field isolates of Z. tritici suggest that this pathogen does
not rely on diverse chemistry as, e.g., pathogenic and endophytic lineages of the plant-
associated fungus Epichloë (9) but rather on a conserved repertoire of metabolites.

Further annotation identified putative functions of some Z. tritici BGCs. Two of the
predicted clusters show similarity to BGCs identified in other fungi and known to be
involved in the production of the phytotoxins ustiloxin and betaenone. We find that
genes located in BGF_11 (ustiloxin; 10% similarity) are upregulated during host infec-
tion. It is plausible that the product of this BGC plays a role during Z. tritici host coloni-
zation. The effect of ustiloxin has been documented on cell cultures and rice seedlings,
and the compound shows a variety of biological activities, including antimitotic activ-
ity, whereby it can inhibit microtubule assembly (52). The relevance of this compound
in the Z. tritici-wheat interaction is not known.

Two Z. tritci isolates were predicted to carry a BGC that shows 25% similarity to the
betaenone gene cluster (i.e., BGF5). We have indicated that only one gene in this clus-
ter is upregulated, and it was exclusively observed in the fungal isolate IPO323.
Betaenones A to C are known polyketides with phytotoxicity and are produced by the
sugar beet pathogen P. betae (53). Noar and colleagues have reported that the banana
pathogen Pseudocercospora fijiensis carried a gene cluster, PKS8-4, that had similarity
to the betaenone gene cluster of P. betae, further suggesting that this BGC produces a
metabolite with a structure similar to that of betaenone (54). Interestingly, the expres-
sion of this BGC was specific to spermagonia, and its disruption did not alter the patho-
genicity of P. betae. Based on our expression profiles and the findings of Noar and col-
leagues, we hypothesize that the product of BGF5 in Z. tritici has less relevance during
host infection. Further, our analysis revealed that both fungal isolates harbor BGCs that
encode proteins involved in the synthesis of melanin. Melanin is encoded by broadly
diverse fungal species and has been shown to have a critical role in fungal survival
under stress conditions (see, e.g., a review in reference 55) and play, broadly, a role in
fungal pathogenicity (34). However, melanin-deficient strains of Z. tritici were not
altered in their virulence or host colonization under test conditions (56), suggesting
that melanin in Z. tritici plays other critical roles that require further testing.

We also show the upregulation of genes in BGCs predicted to synthesize the antimi-
crobial and antifungal compounds gliotoxin, fusaridione, and echinocandin. Recent
studies have drawn attention to the interaction of plant pathogens with their host
microbiota (57, 58). Fungal plant pathogens may produce a multitude of compounds
to compete and exclude coexisting microorganisms in their host tissues. A recent study
in the wilt pathogen Verticilium dahliae found an effector protein secreted by the fun-
gus to manipulate host microbiota composition (58). We predict that Z. tritici likewise
produces antimicrobial and antifungal compounds to reduce growth of competing
bacteria and fungi.

The gene cluster BGF_23 is predicted to be responsible for the synthesis of abscisic
acid (ABA). Genes in this cluster show differential regulation across infection stages
and are significantly upregulated in all three isolates during the transition from biotro-
phic to necrotrophic growth. ABA is primarily known as a plant hormone playing a role
in plant development and response to abiotic stresses. Environmental stresses, includ-
ing drought, increased salinity, and increased temperature, are cues that induce the
production of ABA. However, ABA also has an antagonistic effect on jasmonic acid (JA)
signaling and thereby reduces defense signaling (38). Exogenous ABA was found to
confer a strong increase in susceptibility of tomato seedlings toward the pathogen
Botrytis cinerea (59). In the rice pathogen Magnaporthe oryzae, ABA was found to be a
necessary component of fungus virulence (60), and ABA has been qualified as an effec-
tor in both plant and animal pathogens (61). It is worth mentioning that Leptosphaeria
masculans produces ABA, and the deletion of two genes involved in the production of
ABA in this fungus did not alter its pathogenicity on canola. Further functional charac-
terization of the gene BGF_20:OG_1946 (ABA; 50% similarity) would shed light on
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whether this metabolite plays a role during host colonization by interfering with
induced defense signaling in the pathogen Z. tritici. Genetic tools are available for Z. tri-
tici, allowing the deletion of larger fragments of DNA or individual genes by
Agrobacterium-mediated transformation (21). Deletion of the ABA gene cluster or the
core ABA gene will allow a detailed assessment of the relevance of ABA production in
successful host colonization of Z. tritici.

We applied metabolomics to characterize the biochemical profile of the three field iso-
lates when propagated axenically. Consistent with the in silico prediction, we observed
highly similar metabolome profiles in the three field isolates (Fig. 3B). Molecular network-
ing revealed a large number of MFs common to all isolates. Although the overall metabo-
lome profiles agree with the presence of BGCs predicted to produce these metabolites,
there were other pathways for which the expected compounds were not detected. It is
well known that a majority of fungal BGCs are silent during cultivation in an artificial me-
dium in the laboratory (62). Production and detection of the secondary metabolites rely
on (i) its expression that may be influenced by the culture conditions, (ii) extraction techni-
ques, and (iii) production levels of the compounds, which must be above the limit of
detection for mass spectrometry or threshold employed for automated feature detection.
The lack of detection and annotation of ABA in the in vitro extracts, as deduced by both
positive- and negative-mode high-resolution MS (HRMS) and HRMS/MS analyses, plus 1H
nuclear magnetic resonance (NMR) spectroscopy (Fig. S7), is consistent with the low
expression of genes in the ABA cluster outside the plant (63). We speculate that certain
host cues induce the expression of the ABA BGCs during host infection. Interestingly, our
metabolomics study also revealed some putative metabolites whose BGCs were not char-
acterized in the genome analysis. Known phytotoxins such as trycycloalternarenes and
ophiobolins, previously isolated from Dothideomycetes (64, 65), were not predicted
in the Z. tritici genome data, although BGCs encoding these compounds were found
in the metabolite extracts. An explanation for this discrepancy is the lack of information in
the databases to confidently predict the genes encoding these metabolites in genome data.

In some fungal species, heterochromatin plays an important role in the regulation of
secondary metabolites. In Aspergillus nidulans, loss of function of cclA, a component of
the COMPASS complex, which methylates lysine 4 on histone H3, activated two path-
ways to produce the anthraquinone cluster of compounds monodictyphenone and em-
odin and the polyketides F9775A and F9775B (66). Here, we included the IPO323Dkmt6
mutant, which is impaired in the trimethylation of H3 lysine 27. While H3K27me3 is a
global regulator of secondary metabolite production in F. graminearum, it appears to
play a minor role in the regulation of BGCs in Z. tritici. This concurs with our previous
transcriptome sequencing (RNA-seq) analyses of the same mutant showing a minor dif-
ference in transcriptional regulation (48). Rather, this histone modification plays a central
role in the stability of accessory chromosomes in Z. tritici (48). It has been observed that
in addition to awakening BGCs, which are otherwise silent (66, 67), histone modification
can impact the quantitative production of constitutive secondary metabolites. For exam-
ple, the loss of cclA gene in Aspergillus oryzae enhanced the overproduction of the ses-
quiterpenes astellolides (68). The plant endophytic fungus Pestalotiopsis fici cclA mutant
also increased the production of pestaloficiols and macrodiolide polyketides (69), provid-
ing further evidence for the relevance of histone modifications in secondary metabolite
regulation in many fungal species. In Z. tritici, secondary metabolites are produced in the
histone mutant; however, we observed quantitative differences in the relative abun-
dance of some metabolites whereby some metabolites are produced in higher quantities
in the IPO323Dkmt6 mutant (Fig. 4C). This finding suggests that some regulation occurs
either directly or indirectly via H3K27me3, although not a main regulatory mechanism.

In conclusion, we find that the genome of the wheat fungal pathogen Z. tritici car-
ries BGCs that may produce an untapped diversity of metabolites. Our study demon-
strates that the three Z. tritici isolates have similar repertoires of BGCs that contrast the
high variability in gene expression patterns, notably of effector genes and morphologi-
cal phenotypes. Further, the in-depth analysis of the transcriptional profiles of the
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annotated BGCs, as well as metabolomic profiles, did not reveal striking differences
between the three field isolates, indicating that the three Z. tritici isolates share an
infection program. In contrast to F. graminearum, the histone methylation mediated by
the histone methyltransferase Kmt6 plays a minor role in regulating the expression of
BGCs and production of secondary metabolites. This study revealed that Z. tritici has
BGCs that potentially interfere with plant immunity and compete against the host-
associated microbiome. Understanding at which infection stage these metabolites are
produced will help to further decipher their function in planta and better understand
the infection process of this pathogen.

MATERIALS ANDMETHODS
Genome data and BGC identification. To predict biosynthetic gene clusters (BGCs), the fungal

genomes were submitted to antiSMASH fungi 4.0.2 (25). The Jaccard similarity network of BGC families
was constructed using BiG-SCAPE (v1.0.0; cutoff distance, 0.3) by mixing all classes (all versus all) (27).
The network was plotted using R function ggnet2 from the GGally package (https://ggobi.github.io/
ggally). AntiSMASH analysis output can be accessed at https://zenodo.org/record/4592481. Gene func-
tion predictions were obtained from the data published in reference 18.

RNA-seq analyses. All transcriptomic data sets used in this study were previously published (26, 48).
We reanalyzed the raw data with a focus on current annotation of BGCs. Adapter removal and read trim-
ming were done with Trimmomatic v0.38 with parameters LEADING: 30 TRAILING:30 MINLEN:30 (70).
The alignment of the trimmed reads to each genome assembly (IPO323, Zt05, and Zt10) was done with
HISAT2 version 2.2.1 with intron length set between 20 and 15,000 (71) and read counting with HTseq
v0.11.2, both steps set with the option for reverse-strand orientation (72). Genes annotated previously
(18) as being reverse transcriptase or transposons were filtered out. Genes were defined as not detected
when no reads aligned to them. Differential expression analyses were realized with the DESeq2 R pack-
age (73). Thresholds for defining significance of differential expression were an adjusted P value of
#0.001 and log fold change of .2. The normalized expression was computed as transcripts per million
(TPM) from the read counts based on the exonic gene length and averaged over replicates for plots
used in figures here. All scripts for the alignments, the TPM, the differential expression, and the plots
generated for the RNA-seq analyses can be found in the supplemental material.

Fungal extraction. In this study, we used three Z. tritici isolates that were previously described (26).
Previous studies using axenic propagation of Z. tritici have used fungal cells propagated on yeast-malt-
sucrose (YMS) medium (21), and similar growth conditions were used in this study. YMS-agar medium
was prepared with 0.4% (wt/vol) yeast extract (Bacto yeast extract; Thermofisher), 0.4% (wt/vol) malt
extract, and 0.4% (wt/vol) sucrose supplemented with 2% (wt/vol) Bacto agar. The fungal isolates were
incubated at 18°C for 15 consecutive days prior to extractions.

We pooled four solid cultures of Z. tritici and extracted metabolites with 400 mL ethyl acetate
(EtOAc) (Pestinorm; VWR Chemicals, Leuven, Belgium) after homogenizing by an Ultra Turrax at
19,000 rpm. Each EtOAc extract was washed twice with 200 mL of Milli-Q (Arium, Sartorius) water in a
separatory funnel to remove salts. The EtOAc layer was then evaporated to dryness by a rotary evapora-
tor (150 rpm at 40°C). Dried extracts were solubilized in methanol and filtered (0.2-mm filter) into storage
vials and dried in vacuo. Each fungal strain was extracted in triplicate (biological replicates).

UPLC-QToF-MS analysis. Chromatograms were acquired on an Acquity ultrahigh-performance liq-
uid chromatography I-class system coupled to a Xevo G2-XS quantitative time of flight (QToF) mass
spectrometer (Waters, Milford, MA, USA). Fungal extracts at concentrations of 1 mg/mL were chromato-
graphed on an Acquity UPLC high-strength silica T3 column (C18, 1.8 mm, 100 by 2.1 mm; Waters) at
40°C at a flow rate of 0.6 mL/min and injection volume of 0.5 mL in triplicate. A dual-solvent system was
comprised of a mobile phase A, 99.9% Milli-Q water–0.1% formic acid (UPLC/MS grade), and phase B,
99.9% acetonitrile (MeCN; UPLC/MS grade; Biosolve BV, Dieuze, France)–0.1% formic acid, at a flow rate
of 0.6 mL/min. The gradient was held at 1% B over 0.5 min, increased to 99% B over 11 min, held at 99%
for 3 min, back to the starting condition over 0.5 min, and maintained for 2.5 min.

MS and MS2 spectra were acquired in data-dependent analysis (DDA) mode with an electrospray ion-
ization source in positive and negative modes using the following parameters: a mass range of m/z 50
to 1,200 Da, capillary voltage of 0.8 kV (1 kV in negative polarity), cone and desolvation gas flow of 50
and 1,200 liters/h, respectively, source temperature of 150°C, and desolvation temperature at 550°C with
sampling cone and source offset at 40 and 80, respectively. Collision energy (CE) was ramped: low CE
from 6 to 60 eV to high CE of 9 of 80 eV. As controls, solvent (MeOH) and EtOAc extract of sterile culture
medium were injected under the same conditions. Only the data obtained from the positive mode were
further analyzed, because the chromatograms revealed more complex profiles than in the negative
mode.

Molecular networking analysis of Z. tritici metabolites. UPLC-MS/MS data were converted to
mzXML format using Proteo Wizard msconvert (version 3.0.10051; Vanderbilt University, Nashville, TN,
USA) (74) and then processed with MZMINE 2.33 (75, 76). The mass detection was set to a noise level of
1,000 for MS and 50 for MS2. The chromatogram was built with ions showing a minimum time span of
0.1, minimum height of 3,000, and m/z tolerance 0.01 (or 10 ppm). The chromatogram was deconvo-
luted with the baseline algorithm (minimum peak height, 3,000; peak duration, 0.01 to 3; and baseline
level, 1,000). Deisotoping of the chromatogram was achieved by the isotope peak grouper algorithm
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with m/z tolerance of 0 (or 10 ppm) and retention time tolerance of 0.2 min. All samples were combined
in a peak list using the join aligner algorithm; the data were duplicate peak filtered and ions detected in
the solvent, and culture medium blanks were removed from the mass list. Only data with MS2 scans and
within a retention time range (0 to 11.5 min) were exported as csv (feature quantitative table) and mgf
files and uploaded to the GNPS (39) platform for feature-based molecular networking analysis (41). The
preprocessed data were filtered by removing all MS2 fragment ions within 617 Da of the precursor m/z
value. MS2 spectra were filtered by choosing only the top 6 fragment ions in the 650-Da window
throughout the spectrum. The mass tolerances were set to 0.05 Da for both precursor ion and fragment
ion. A molecular network was then created where edges were filtered to have a cosine score above 0.7
and more than 6 matched peaks. Finally, the maximum size of a molecular family was set to 100, and
the lowest-scoring edges were removed from molecular families until the molecular family size was
below this threshold. The spectra in the network were then searched against GNPS spectral libraries (39,
77). The library spectra were filtered in the same manner as the input data. All matches kept between
network spectra and library spectra were required to have a score above 0.6 and at least 6 matched
peaks. Cytoscape data were exported to Cytoscape version 3.6.14 (78) to visualize the networks with
nodes representing peak ions and edges representing similarities between peak ions. Molecular formula
predictions were done with MassLynx version 4.1. for annotation of parent ions. Predicted molecular for-
mulae were searched against databases such as Dictionary of Natural Product (http://dnp.chemnetbase
.com), NP Atlas (https://www.npatlas.org), and SciFinder (https://scifinder.cas.org). Dereplicated peak
ions were further checked by comparing the experimental fragments to in silico fragments generated
from the CFM-ID web server (79). All annotations were assigned confidence levels from 1 to 4 based on
the four levels of metabolite identification: 1, identified compound by 1- and 2-dimensional NMR and
other spectral data, such as IR, UV, etc.; 2, putatively annotated compound based on spectral similarity
with public/commercial spectral libraries; 3, putatively annotated compound class based upon spectral
similarity to known chemical class; and 4, unknown compounds.

Data availability. Genome antiSMASH annotation and analyses can be accessed at https://zenodo.org/
record/4592481. All transcriptomic data sets used in this study are accessible at the NCBI Gene Expression
Omnibus under accession number GSE106136. Feature-based molecular networking on GNPS can be
accessed at https://gnps.ucsd.edu/ProteoSAFe/status.jsp?task=36c108371b1f41439b102a8ab75f1fce. The fun-
gal isolates Zt05 and Zt10 were deposited at the CBS Collection of the Westerdijk Fungal Biodiversity Institute
under the accession numbers CBS148507 and CBS148508, respectively. The accession number of isolate
IPO323 is CBC115943.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, PDF file, 6.5 MB.
SUPPLEMENTAL FILE 2, XLSX file, 0.02 MB.
SUPPLEMENTAL FILE 3, XLSX file, 13.9 MB.
SUPPLEMENTAL FILE 4, XLSX file, 9.5 MB.
SUPPLEMENTAL FILE 5, XLSX file, 0.01 MB.
SUPPLEMENTAL FILE 6, XLSX file, 0.04 MB.
SUPPLEMENTAL FILE 7, CSV file, 1.4 MB.

ACKNOWLEDGMENTS
This research was supported by a personal grant from the State of Schleswig-

Holstein to E.H.S. E.H.S. further acknowledges funding and support from CIFAR and
from the CRC 1182: Origins and Functions of Metaorganisms.

We thank anonymous reviewers for their constructive comments.

REFERENCES
1. Rokas A, Mead ME, Steenwyk JL, Raja HA, Oberlies NH. 2020. Biosynthetic

gene clusters and the evolution of fungal chemodiversity. Nat Prod Rep
37:868–878. https://doi.org/10.1039/c9np00045c.

2. Brakhage AA. 2013. Regulation of fungal secondary metabolism. Nat Rev
Microbiol 11:21–32. https://doi.org/10.1038/nrmicro2916.

3. Rokas A, Wisecaver JH, Lind AL. 2018. The birth, evolution and death of
metabolic gene clusters in fungi. Nat Rev Microbiol 16:731–744. https://
doi.org/10.1038/s41579-018-0075-3.

4. Scharf DH, Heinekamp T, Brakhage AA. 2014. Human and plant fungal
pathogens: the role of secondary metabolites. PLoS Pathog 10:e1003859.
https://doi.org/10.1371/journal.ppat.1003859.

5. Howard DH. 1999. Acquisition, transport, and storage of iron by patho-
genic fungi. Clin Microbiol Rev 12:394–404. https://doi.org/10.1128/CMR
.12.3.394.

6. Reineke G, Heinze B, Schirawski J, Buettner H, Kahmann R, Basse CW.
2008. Indole-3-acetic acid (IAA) biosynthesis in the smut fungus Ustilago
maydis and its relevance for increased IAA levels in infected tissue and
host tumour formation. Mol Plant Pathol 9:339–355. https://doi.org/10
.1111/j.1364-3703.2008.00470.x.

7. Chanclud E, Kisiala A, Emery NRJ, Chalvon V, Ducasse A, Romiti-Michel C,
Gravot A, Kroj T, Morel J-B. 2016. Cytokinin production by the rice blast fun-
gus is a pivotal requirement for full virulence. PLoS Pathog 12:e1005457.
https://doi.org/10.1371/journal.ppat.1005457.

8. Tudzynski B, Hölter K. 1998. Gibberellin biosynthetic pathway in Gibber-
ella fujikuroi: evidence for a gene cluster. Fungal Genet Biol 25:157–170.
https://doi.org/10.1006/fgbi.1998.1095.

9. Schardl CL, Young CA, Hesse U, Amyotte SG, Andreeva K, Calie PJ,
Fleetwood DJ, Haws DC, Moore N, Oeser B, Panaccione DG, Schweri KK,
Voisey CR, Farman ML, Jaromczyk JW, Roe BA, O’Sullivan DM, Scott B,

Secondary Metabolite Profiles in Fungal Pathogen Applied and Environmental Microbiology

March 2022 Volume 88 Issue 6 e02296-21 aem.asm.org 15

http://dnp.chemnetbase.com
http://dnp.chemnetbase.com
https://www.npatlas.org
https://scifinder.cas.org
https://zenodo.org/record/4592481
https://zenodo.org/record/4592481
https://www.ncbi.nlm.nih.gov/search/all/?term=GSE106136
https://gnps.ucsd.edu/ProteoSAFe/status.jsp?task=36c108371b1f41439b102a8ab75f1fce
https://doi.org/10.1039/c9np00045c
https://doi.org/10.1038/nrmicro2916
https://doi.org/10.1038/s41579-018-0075-3
https://doi.org/10.1038/s41579-018-0075-3
https://doi.org/10.1371/journal.ppat.1003859
https://doi.org/10.1128/CMR.12.3.394
https://doi.org/10.1128/CMR.12.3.394
https://doi.org/10.1111/j.1364-3703.2008.00470.x
https://doi.org/10.1111/j.1364-3703.2008.00470.x
https://doi.org/10.1371/journal.ppat.1005457
https://doi.org/10.1006/fgbi.1998.1095
https://aem.asm.org


Tudzynski P, An Z, Arnaoudova EG, Bullock CT, Charlton ND, Chen L, Cox
M, Dinkins RD, Florea S, Glenn AE, Gordon A, Güldener U, Harris DR, Hollin
W, Jaromczyk J, Johnson RD, Khan AK, Leistner E, Leuchtmann A, Li C, Liu
J, Liu J, Liu M, Mace W, Machado C, Nagabhyru P, Pan J, Schmid J,
Sugawara K, Steiner U, Takach JE, Tanaka E, et al. 2013. Plant-symbiotic
fungi as chemical engineers: multi-genome analysis of the Clavicipitaceae
reveals dynamics of alkaloid loci. PLoS Genet 9:e1003323. https://doi.org/
10.1371/journal.pgen.1003323.

10. Wight WD, Labuda R, Walton JD. 2013. Conservation of the genes for HC-
toxin biosynthesis in Alternaria jesenskae. BMC Microbiol 13:1–11.
https://doi.org/10.1186/1471-2180-13-165.

11. Villani A, Proctor RH, Kim H-S, Brown DW, Logrieco AF, Amatulli MT,
Moretti A, Susca A. 2019. Variation in secondary metabolite production
potential in the Fusarium incarnatum-equiseti species complex revealed
by comparative analysis of 13 genomes. BMC Genomics 20:314. https://
doi.org/10.1186/s12864-019-5567-7.

12. Valero-Jiménez CA, Steentjes MBF, Slot JC, Shi-Kunne X, Scholten OE, van
Kan JAL. 2020. Dynamics in secondary metabolite gene clusters in other-
wise highly syntenic and stable genomes in the fungal genus Botrytis. Ge-
nome Biol Evol 12:2491–2507. https://doi.org/10.1093/gbe/evaa218.

13. Niehaus E-M, Münsterkötter M, Proctor RH, Brown DW, Sharon A, Idan Y,
Oren-Young L, Sieber CM, Novák O, P�en�cík A, Tarkowská D, Hromadová K,
Freeman S, Maymon M, Elazar M, Youssef SA, El-Shabrawy ESM, Shalaby
ABA, Houterman P, Brock NL, Burkhardt I, Tsavkelova EA, Dickschat JS,
Galuszka P, Güldener U, Tudzynski B. 2016. Comparative “omics” of the
Fusarium fujikuroi species complex highlights differences in genetic
potential and metabolite synthesis. Genome Biol Evol 8:3574. https://doi
.org/10.1093/gbe/evw259.

14. Connolly LR, Smith KM, Freitag M. 2013. The Fusarium graminearum his-
tone H3 K27 methyltransferase KMT6 regulates development and expres-
sion of secondary metabolite gene clusters. PLoS Genet 9:e1003916.
https://doi.org/10.1371/journal.pgen.1003916.

15. Studt L, Schmidt FJ, Jahn L, Sieber CMK, Connolly LR, Niehaus E-M, Freitag
M, Humpf H-U, Tudzynski B. 2013. Two histone deacetylases, FfHda1 and
FfHda2, are important for Fusarium fujikuroi secondary metabolism and
virulence. Appl Environ Microbiol 79:7719–7734. https://doi.org/10.1128/
AEM.01557-13.

16. Lukito Y, Chujo T, Hale TK, Mace W, Johnson LJ, Scott B. 2019. Regulation
of subtelomeric fungal secondary metabolite genes by H3K4me3 regula-
tors CclA and KdmB. Mol Microbiol 112:837–853. https://doi.org/10.1111/
mmi.14320.

17. Chujo T, Scott B. 2014. Histone H3K9 and H3K27 methylation regulates
fungal alkaloid biosynthesis in a fungal endophyte-plant symbiosis. Mol
Microbiol 92:413–434. https://doi.org/10.1111/mmi.12567.

18. Feurtey A, Lorrain C, Croll D, Eschenbrenner C, Freitag M, Habig M,
Haueisen J, Möller M, Schotanus K, Stukenbrock EH. 2020. Genome com-
partmentalization predates species divergence in the plant pathogen ge-
nus Zymoseptoria. BMC Genomics 21:588. https://doi.org/10.1186/s12864
-020-06871-w.

19. Plissonneau C, Hartmann FE, Croll D. 2018. Pangenome analyses of the
wheat pathogen Zymoseptoria tritici reveal the structural basis of a
highly plastic eukaryotic genome. BMC Biol 16:5. https://doi.org/10.1186/
s12915-017-0457-4.

20. Cairns T, Meyer V. 2017. In silico prediction and characterization of secondary
metabolite biosynthetic gene clusters in the wheat pathogen Zymoseptoria
tritici. BMC Genomics 18:631. https://doi.org/10.1186/s12864-017-3969-y.

21. Fagundes WC, Haueisen J, Stukenbrock EH. 2020. Dissecting the biology
of the fungal wheat pathogen Zymoseptoria tritici: a laboratory workflow.
Curr Protoc Microbiol 59:e128. https://doi.org/10.1002/cpmc.128.

22. Pidroni A, Faber B, Brosch G, Bauer I, Graessle S. 2018. A class 1 histone
deacetylase as major regulator of secondary metabolite production in As-
pergillus nidulans. Front Microbiol 9:2212. https://doi.org/10.3389/fmicb
.2018.02212.

23. Keats SE, Woo BJ, Martin T, Johannes G, Stefan G, Kn P. 2007. Histone
deacetylase activity regulates chemical diversity in Aspergillus. Eukaryot
Cell 6:1656–1664. https://doi.org/10.1128/EC.00186-07.

24. Smith KM, Phatale PA, Sullivan CM, Pomraning KR, Freitag M. 2011. Hetero-
chromatin is required for normal distribution of Neurospora crassa CenH3.
Mol Cell Biol 31:2528–2542. https://doi.org/10.1128/MCB.01285-10.

25. Blin K, Wolf T, Chevrette MG, Lu X, Schwalen CJ, Kautsar SA, Suarez Duran
HG, de Los Santos ELC, Kim HU, Nave M, Dickschat JS, Mitchell DA, Shelest
E, Breitling R, Takano E, Lee SY, Weber T, Medema MH. 2017. antiSMASH
4.0-improvements in chemistry prediction and gene cluster boundary

identification. Nucleic Acids Res 45:W36–W41. https://doi.org/10.1093/
nar/gkx319.

26. Haueisen J, Möller M, Eschenbrenner CJ, Grandaubert J, Seybold H,
Adamiak H, Stukenbrock EH. 2019. Highly flexible infection programs in a
specialized wheat pathogen. Ecol Evol 9:275–294. https://doi.org/10
.1002/ece3.4724.

27. Navarro-Muñoz JC, Selem-Mojica N, Mullowney MW, Kautsar SA, Tryon
JH, Parkinson EI, De Los Santos ELC, Yeong M, Cruz-Morales P, Abubucker
S. 2020. A computational framework to explore large-scale biosynthetic
diversity. Nat Chem Biol 16:60–68. https://doi.org/10.1038/s41589-019
-0400-9.

28. Ichihara A, Oikawa H, Hashimoto M, Sakamura S, Haraguchi T, Nagano H.
1983. A phytotoxin, betaenone C, and its related metabolites of Phoma
betae Fr. Agric Biol Chem 47:2965–2967. https://doi.org/10.1271/bbb1961
.47.2965.

29. Brauers G, Edrada RA, Ebel R, Proksch P, Wray V, Berg A, Gräfe U, Schächtele
C, Totzke F, Finkenzeller G, Marme D, Kraus J, Münchbach M, Michel M,
Bringmann G, Schaumann K. 2000. Anthraquinones and betaenone deriva-
tives from the sponge-associated fungus Microsphaeropsis species: novel
inhibitors of protein kinases. J Nat Prod 63:739–745. https://doi.org/10
.1021/np9905259.

30. Abbas HK, Shier WT, Cartwright RD, Sciumbato GL. 2014. Ustilaginoidea
virens infection of rice in Arkansas: toxicity of false smut galls, their
extracts and the ustiloxin fraction. AJPS 5:3166–3176. https://doi.org/10
.4236/ajps.2014.521333.

31. Kakule TB, Sardar D, Lin Z, Schmidt EW. 2013. Two related pyrrolidine-
dione synthetase loci in Fusarium heterosporum ATCC 74349 produce di-
vergent metabolites. ACS Chem Biol 8:1549–1557. https://doi.org/10
.1021/cb400159f.

32. Svahn KS, Göransson U, Chryssanthou E, Olsen B, Sjölin J, Strömstedt AA.
2014. Induction of gliotoxin secretion in Aspergillus fumigatus by bacte-
ria-associated molecules. PLoS One 9:e93685. https://doi.org/10.1371/
journal.pone.0093685.

33. Walker LA, Gow NAR, Munro CA. 2010. Fungal echinocandin resistance.
Fungal Genet Biol 47:117–126. https://doi.org/10.1016/j.fgb.2009.09.003.

34. Nosanchuk JD, Casadevall A. 2003. The contribution of melanin to micro-
bial pathogenesis. Cell Microbiol 5:203–223. https://doi.org/10.1046/j
.1462-5814.2003.00268.x.

35. Izquierdo-Bueno I, González-Rodríguez VE, Simon A, Dalmais B, Pradier J,
Le Pêcheur P, Mercier A, Walker A, Garrido C, Collado IG. 2018. Biosynthe-
sis of abscisic acid in fungi: identification of a sesquiterpene cyclase as
the key enzyme in Botrytis cinerea. Environ Microbiol 20:2469–2482.
https://doi.org/10.1111/1462-2920.14258.

36. Koga H, Dohi K, Mori M. 2004. Abscisic acid and low temperatures sup-
press the whole plant-specific resistance reaction of rice plants to the
infection of Magnaporthe grisea. Physiol Mol Plant Pathol 65:3–9. https://
doi.org/10.1016/j.pmpp.2004.11.002.

37. Mohr PG, Cahill DM. 2003. Abscisic acid influences the susceptibility of
Arabidopsis thaliana to Pseudomonas syringae pv. tomato and Perono-
spora parasitica. Funct Plant Biol 30:461–469. https://doi.org/10.1071/
FP02231.

38. Anderson JP, Badruzsaufari E, Schenk PM, Manners JM, Desmond OJ,
Ehlert C, Maclean DJ, Ebert PR, Kazan K. 2004. Antagonistic interaction
between abscisic acid and jasmonate-ethylene signaling pathways mod-
ulates defense gene expression and disease resistance in Arabidopsis.
Plant Cell 16:3460–3479. https://doi.org/10.1105/tpc.104.025833.

39. Wang M, Carver JJ, Phelan VV, Sanchez LM, Garg N, Peng Y, Nguyen DD,
Watrous J, Kapono CA, Luzzatto-Knaan T. 2016. Sharing and community cura-
tion of mass spectrometry data with global natural products social molecular
networking. Nat Biotechnol 34:828–837. https://doi.org/10.1038/nbt.3597.

40. Soyer JL, El Ghalid M, Glaser N, Ollivier B, Linglin J, Grandaubert J, Balesdent
M-H, Connolly LR, Freitag M, Rouxel T. 2014. Epigenetic control of effector
gene expression in the plant pathogenic fungus Leptosphaeria maculans.
PLoS Genet 10:e1004227. https://doi.org/10.1371/journal.pgen.1004227.

41. Nothias L-F, Petras D, Schmid R, Dührkop K, Rainer J, Sarvepalli A,
Protsyuk I, Ernst M, Tsugawa H, Fleischauer M. 2020. Feature-based mo-
lecular networking in the GNPS analysis environment. Nat Methods 17:
905–908. https://doi.org/10.1038/s41592-020-0933-6.

42. Nakamura T, Supratman U, Harneti D, Maharani R, Koseki T, Shiono Y.
2020. New compounds from Japanese oak wilt disease-associated fungus
Raffaelea quercivora. Nat Prod Res 35:5304–5310. https://doi.org/10
.1080/14786419.2020.1753054.

43. Schlörke O. 2005. Isolierung, strukturaufklärung und biosynthese von
sekundärmetaboliten endophytischer pilze aus algen und pflanzen

Hassani et al. Applied and Environmental Microbiology

March 2022 Volume 88 Issue 6 e02296-21 aem.asm.org 16

https://doi.org/10.1371/journal.pgen.1003323
https://doi.org/10.1371/journal.pgen.1003323
https://doi.org/10.1186/1471-2180-13-165
https://doi.org/10.1186/s12864-019-5567-7
https://doi.org/10.1186/s12864-019-5567-7
https://doi.org/10.1093/gbe/evaa218
https://doi.org/10.1093/gbe/evw259
https://doi.org/10.1093/gbe/evw259
https://doi.org/10.1371/journal.pgen.1003916
https://doi.org/10.1128/AEM.01557-13
https://doi.org/10.1128/AEM.01557-13
https://doi.org/10.1111/mmi.14320
https://doi.org/10.1111/mmi.14320
https://doi.org/10.1111/mmi.12567
https://doi.org/10.1186/s12864-020-06871-w
https://doi.org/10.1186/s12864-020-06871-w
https://doi.org/10.1186/s12915-017-0457-4
https://doi.org/10.1186/s12915-017-0457-4
https://doi.org/10.1186/s12864-017-3969-y
https://doi.org/10.1002/cpmc.128
https://doi.org/10.3389/fmicb.2018.02212
https://doi.org/10.3389/fmicb.2018.02212
https://doi.org/10.1128/EC.00186-07
https://doi.org/10.1128/MCB.01285-10
https://doi.org/10.1093/nar/gkx319
https://doi.org/10.1093/nar/gkx319
https://doi.org/10.1002/ece3.4724
https://doi.org/10.1002/ece3.4724
https://doi.org/10.1038/s41589-019-0400-9
https://doi.org/10.1038/s41589-019-0400-9
https://doi.org/10.1271/bbb1961.47.2965
https://doi.org/10.1271/bbb1961.47.2965
https://doi.org/10.1021/np9905259
https://doi.org/10.1021/np9905259
https://doi.org/10.4236/ajps.2014.521333
https://doi.org/10.4236/ajps.2014.521333
https://doi.org/10.1021/cb400159f
https://doi.org/10.1021/cb400159f
https://doi.org/10.1371/journal.pone.0093685
https://doi.org/10.1371/journal.pone.0093685
https://doi.org/10.1016/j.fgb.2009.09.003
https://doi.org/10.1046/j.1462-5814.2003.00268.x
https://doi.org/10.1046/j.1462-5814.2003.00268.x
https://doi.org/10.1111/1462-2920.14258
https://doi.org/10.1016/j.pmpp.2004.11.002
https://doi.org/10.1016/j.pmpp.2004.11.002
https://doi.org/10.1071/FP02231
https://doi.org/10.1071/FP02231
https://doi.org/10.1105/tpc.104.025833
https://doi.org/10.1038/nbt.3597
https://doi.org/10.1371/journal.pgen.1004227
https://doi.org/10.1038/s41592-020-0933-6
https://doi.org/10.1080/14786419.2020.1753054
https://doi.org/10.1080/14786419.2020.1753054
https://aem.asm.org


mariner habitate. PhD thesis. Niedersächsische Staats-und Universitätsbi-
bliothek, Göttingen, Germany.

44. Sun H, Gao S, Li X, Li C, Wang B. 2013. Chemical constituents of marine
mangrove-derived endophytic fungus Alternaria tenuissima EN-192. Chin
J Ocean Limnol 31:464–470. https://doi.org/10.1007/s00343-013-2106-2.

45. Matsuo H, Hokari R, Ishiyama A, Iwatsuki M, Higo M, Nonaka K, Nagano Y,
Takahashi Y, Ōmura S, Nakashima T. 2020. Hatsusamides A and B: two new
metabolites produced by the deep-sea-derived fungal strain Penicillium
steckii FKJ-0213. Mar Drugs 18:513. https://doi.org/10.3390/md18100513.

46. Duan GF, Zhou YJ, Yuan QS, Yu LQ. 2007. Phytotoxic ophiobolins produced
by Helminthosporium gramineum Rabenh, a potential bioherbicide for con-
trol of barnyard grass (Echinochloa crus-galli). Nat Prod Indian J 3:11–17.

47. Mills CT, Goldhaber MB. 2010. On silica-based solid phase extraction tech-
niques for isolating microbial membrane phospholipids: ensuring quanti-
tative recovery of phosphatidylcholine-derived fatty acids. Soil Biol Bio-
chem 42:1179–1182. https://doi.org/10.1016/j.soilbio.2010.03.023.

48. Möller M, Schotanus K, Soyer JL, Haueisen J, Happ K, Stralucke M, Happel
P, Smith KM, Connolly LR, Freitag M. 2019. Destabilization of chromosome
structure by histone H3 lysine 27 methylation. PLoS Genet 15:e1008093.
https://doi.org/10.1371/journal.pgen.1008093.

49. Feurtey A, Stevens DM, Stephan W, Stukenbrock EH. 2019. Interspecific
gene exchange introduces high genetic variability in crop pathogen. Ge-
nome Biol Evol 11:3095–3105. https://doi.org/10.1093/gbe/evz224.

50. Möller M, Habig M, Lorrain C, Feurtey A, Haueisen J, Fagundes WC,
Alizadeh A, Freitag M, Stukenbrock EH. 2021. Recent loss of the Dim2
DNA methyltransferase decreases mutation rate in repeats and changes
evolutionary trajectory in a fungal pathogen. PLoS Genet 17:e1009448.
https://doi.org/10.1371/journal.pgen.1009448.

51. Ohm RA, Feau N, Henrissat B, Schoch CL, Horwitz BA, Barry KW, Condon
BJ, Copeland AC, Dhillon B, Glaser F. 2012. Diverse lifestyles and strategies
of plant pathogenesis encoded in the genomes of eighteen Dothideomy-
cetes fungi. PLoS Pathog 8:e1003037. https://doi.org/10.1371/journal
.ppat.1003037.

52. Wang X, Wang J, Lai D, Wang W, Dai J, Zhou L, Liu Y. 2017. Ustiloxin G, a
new cyclopeptide mycotoxin from rice false smut balls. Toxins (Basel) 9:
54. https://doi.org/10.3390/toxins9020054.

53. Ugai T, Minami A, Fujii R, Tanaka M, Oguri H, Gomi K, Oikawa H. 2015. Het-
erologous expression of highly reducing polyketide synthase involved in
betaenone biosynthesis. Chem Commun (Camb) 51:1878–1881. https://
doi.org/10.1039/c4cc09512j.

54. Noar RD, Thomas E, Xie D-Y, Carter ME, Ma D, Daub ME. 2019. A polyke-
tide synthase gene cluster associated with the sexual reproductive cycle
of the banana pathogen, Pseudocercospora fijiensis. PLoS One 14:
e0220319. https://doi.org/10.1371/journal.pone.0220319.

55. Gessler NN, Egorova AS, Belozerskaya TA. 2014. Melanin pigments of
fungi under extreme environmental conditions. Appl Biochem Microbiol
50:105–113. https://doi.org/10.1134/S0003683814020094.

56. Derbyshire MC, Gohari AM, Mehrabi R, Kilaru S, Steinberg G, Ali S, Bailey
A, Hammond-Kosack K, Kema GHJ, Rudd JJ. 2018. Phosphopantetheinyl
transferase (Ppt)-mediated biosynthesis of lysine, but not siderophores or
DHN melanin, is required for virulence of Zymoseptoria tritici on wheat.
Sci Rep 8:1–11. https://doi.org/10.1038/s41598-018-35223-8.

57. Seybold H, Demetrowitsch TJ, Hassani MA, Szymczak S, Reim E, Haueisen
J, Lübbers L, Rühlemann M, Franke A, Schwarz K, Stukenbrock EH. 2020. A
fungal pathogen induces systemic susceptibility and systemic shifts in
wheat metabolome and microbiome composition. Nat Commun 11:12.
https://doi.org/10.1038/s41467-020-15633-x.

58. Snelders NC, Rovenich H, Petti GC, Rocafort M, van den Berg GCM, Vorholt
JA, Mesters JR, Seidl MF, Nijland R, Thomma BPHJ. 2020. Microbiome manip-
ulation by a soil-borne fungal plant pathogen using effector proteins. Nat
Plants 6:1365–1374. https://doi.org/10.1038/s41477-020-00799-5.

59. Audenaert K, De Meyer GB, Höfte MM. 2002. Abscisic acid determines basal
susceptibility of tomato to Botrytis cinerea and suppresses salicylic acid-de-
pendent signaling mechanisms. Plant Physiol 128:491–501. https://doi.org/
10.1104/pp.010605.

60. Spence CA, Lakshmanan V, Donofrio N, Bais HP. 2015. Crucial roles of
abscisic acid biogenesis in virulence of rice blast fungus Magnaporthe
oryzae. Front Plant Sci 6:1082. https://doi.org/10.3389/fpls.2015.01082.

61. Lievens L, Pollier J, Goossens A, Beyaert R, Staal J. 2017. Abscisic acid as
pathogen effector and immune regulator. Front Plant Sci 8:587. https://
doi.org/10.3389/fpls.2017.00587.

62. Mao D, Okada BK, Wu Y, Xu F, Seyedsayamdost MR. 2018. Recent advan-
ces in activating silent biosynthetic gene clusters in bacteria. Curr Opin
Microbiol 45:156. https://doi.org/10.1016/j.mib.2018.05.001.

63. Duncan KR, Crüsemann M, Lechner A, Sarkar A, Li J, Ziemert N, Wang M,
Bandeira N, Moore BS, Dorrestein PC, Jensen PR. 2015. Molecular net-
working and pattern-based genome mining improves discovery of bio-
synthetic gene clusters and their products from Salinispora species.
Chem Biol 22:460–471. https://doi.org/10.1016/j.chembiol.2015.03.010.

64. Sugawara F, Uzawa J, Esumi Y, Suzuki M, Yoshida S, Strobel G, Steiner JLR,
Clardy J. 1998. Phytotoxins from the Septoria spp. plant pathogenic fun-
gus on leafy spurge. Biosci Biotechnol Biochem 62:638–642. https://doi
.org/10.1271/bbb.62.638.

65. Sviridov SI, Ermolinskii BS, Belyakova GA, Dzhavakhiya VG. 1991. Second-
ary metabolites of Ulocladium chartarum. Ulocladols A and B—new phy-
totoxins of terpenoid nature. Chem Nat Compd 27:566–571. https://doi
.org/10.1007/BF00630356.

66. Bok JW, Chiang Y-M, Szewczyk E, Reyes-Dominguez Y, Davidson AD,
Sanchez JF, Lo H-C, Watanabe K, Strauss J, Oakley BR, Wang CCC, Keller
NP. 2009. Chromatin-level regulation of biosynthetic gene clusters. Nat
Chem Biol 5:462–464. https://doi.org/10.1038/nchembio.177.

67. Cichewicz RH. 2010. Epigenome manipulation as a pathway to new natu-
ral product scaffolds and their congeners. Nat Prod Rep 27:11–22. https://
doi.org/10.1039/b920860g.

68. Shinohara Y, Kawatani M, Futamura Y, Osada H, Koyama Y. 2016. An over-
production of astellolides induced by genetic disruption of chromatin-
remodeling factors in Aspergillus oryzae. J Antibiot (Tokyo) 69:4–8.
https://doi.org/10.1038/ja.2015.73.

69. Wu G, Zhou H, Zhang P, Wang X, Li W, Zhang W, Liu X, Liu H-W, Keller NP,
An Z, Yin W-B. 2016. Polyketide Production of pestaloficiols and macro-
diolide ficiolides revealed by manipulations of epigenetic regulators in an
endophytic fungus. Org Lett 18:1832–1835. https://doi.org/10.1021/acs
.orglett.6b00562.

70. Bolger AM, Lohse M, Usadel B. 2014. Trimmomatic: a flexible trimmer for
Illumina sequence data. Bioinformatics 30:2114–2120. https://doi.org/10
.1093/bioinformatics/btu170.

71. Kim D, Paggi JM, Park C, Bennett C, Salzberg SL. 2019. Graph-based ge-
nome alignment and genotyping with HISAT2 and HISAT-genotype. Nat
Biotechnol 37:907–915. https://doi.org/10.1038/s41587-019-0201-4.

72. Anders S, Pyl PT, Huber W. 2015. HTSeq; a Python framework to work with
high-throughput sequencing data. Bioinformatics 31:166–169. https://doi
.org/10.1093/bioinformatics/btu638.

73. Love MI, Huber W, Anders S. 2014. Moderated estimation of fold change
and dispersion for RNA-seq data with DESeq2. Genome Biol 15:550.
https://doi.org/10.1186/s13059-014-0550-8.

74. Chambers MC, Maclean B, Burke R, Amodei D, Ruderman DL, Neumann S,
Gatto L, Fischer B, Pratt B, Egertson J. 2012. A cross-platform toolkit for
mass spectrometry and proteomics. Nat Biotechnol 30:918–920. https://
doi.org/10.1038/nbt.2377.

75. Katajamaa M, Miettinen J, Oreši�c M. 2006. MZmine: toolbox for processing
and visualization of mass spectrometry based molecular profile data. Bio-
informatics 22:634–636. https://doi.org/10.1093/bioinformatics/btk039.

76. Pluskal T, Castillo S, Villar-Briones A, Oreši�c M. 2010. MZmine 2: modular
framework for processing, visualizing, and analyzing mass spectrometry-
based molecular profile data. BMC Bioinformatics 11:395. https://doi.org/
10.1186/1471-2105-11-395.

77. Horai H, Arita M, Kanaya S, Nihei Y, Ikeda T, Suwa K, Ojima Y, Tanaka K,
Tanaka S, Aoshima K, Oda Y, Kakazu Y, Kusano M, Tohge T, Matsuda F,
Sawada Y, Hirai MY, Nakanishi H, Ikeda K, Akimoto N, Maoka T, Takahashi
H, Ara T, Sakurai N, Suzuki H, Shibata D, Neumann S, Iida T, Tanaka K,
Funatsu K, Matsuura F, Soga T, Taguchi R, Saito K, Nishioka T. 2010. Mass-
Bank: a public repository for sharing mass spectral data for life sciences. J
Mass Spectrom 45:703–714. https://doi.org/10.1002/jms.1777.

78. Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, Amin N,
Schwikowski B, Ideker T. 2003. Cytoscape: a software environment for
integrated models of biomolecular interaction networks. Genome Res 13:
2498–2504. https://doi.org/10.1101/gr.1239303.

79. Allen F, Pon A, Wilson M, Greiner R, Wishart D. 2014. CFM-ID: a web server
for annotation, spectrum prediction and metabolite identification from
tandem mass spectra. Nucleic Acids Res 42:W94–W99. https://doi.org/10
.1093/nar/gku436.

Secondary Metabolite Profiles in Fungal Pathogen Applied and Environmental Microbiology

March 2022 Volume 88 Issue 6 e02296-21 aem.asm.org 17

https://doi.org/10.1007/s00343-013-2106-2
https://doi.org/10.3390/md18100513
https://doi.org/10.1016/j.soilbio.2010.03.023
https://doi.org/10.1371/journal.pgen.1008093
https://doi.org/10.1093/gbe/evz224
https://doi.org/10.1371/journal.pgen.1009448
https://doi.org/10.1371/journal.ppat.1003037
https://doi.org/10.1371/journal.ppat.1003037
https://doi.org/10.3390/toxins9020054
https://doi.org/10.1039/c4cc09512j
https://doi.org/10.1039/c4cc09512j
https://doi.org/10.1371/journal.pone.0220319
https://doi.org/10.1134/S0003683814020094
https://doi.org/10.1038/s41598-018-35223-8
https://doi.org/10.1038/s41467-020-15633-x
https://doi.org/10.1038/s41477-020-00799-5
https://doi.org/10.1104/pp.010605
https://doi.org/10.1104/pp.010605
https://doi.org/10.3389/fpls.2015.01082
https://doi.org/10.3389/fpls.2017.00587
https://doi.org/10.3389/fpls.2017.00587
https://doi.org/10.1016/j.mib.2018.05.001
https://doi.org/10.1016/j.chembiol.2015.03.010
https://doi.org/10.1271/bbb.62.638
https://doi.org/10.1271/bbb.62.638
https://doi.org/10.1007/BF00630356
https://doi.org/10.1007/BF00630356
https://doi.org/10.1038/nchembio.177
https://doi.org/10.1039/b920860g
https://doi.org/10.1039/b920860g
https://doi.org/10.1038/ja.2015.73
https://doi.org/10.1021/acs.orglett.6b00562
https://doi.org/10.1021/acs.orglett.6b00562
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1038/s41587-019-0201-4
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1038/nbt.2377
https://doi.org/10.1038/nbt.2377
https://doi.org/10.1093/bioinformatics/btk039
https://doi.org/10.1186/1471-2105-11-395
https://doi.org/10.1186/1471-2105-11-395
https://doi.org/10.1002/jms.1777
https://doi.org/10.1101/gr.1239303
https://doi.org/10.1093/nar/gku436
https://doi.org/10.1093/nar/gku436
https://aem.asm.org

	RESULTS
	In silico predictions and comparison of BGCs among three field isolates of Z. tritici.
	Differential regulation of BGCs in three field isolates of Z. tritici.
	Variation in secondary metabolite profiles of Z. tritici field isolates.
	Removal of the histone modification H3K27me3 has little effect on BCG expression and metabolite production.

	DISCUSSION
	MATERIALS AND METHODS
	Genome data and BGC identification.
	RNA-seq analyses.
	Fungal extraction.
	UPLC-QToF-MS analysis.
	Molecular networking analysis of Z. tritici metabolites.
	Data availability.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

