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Abstract: The B mating-type locus of the tetrapolar basidiomycete Schizophyllum commune encodes
pheromones and pheromone receptors in multiple allelic specificities. This work adds substantial
new evidence into the organization of the B mating-type loci of distantly related S. commune strains
showing a high level of synteny in gene order and neighboring genes. Four pheromone receptor-like
genes were found in the genome of S. commune with brl1, brl2 and brl3 located at the B mating-type
locus, whereas brl4 is located separately. Expression analysis of brl genes in different developmental
stages indicates a function in filamentous growth and mating. Based on the extensive sequence
analysis and functional characterization of brl-overexpression mutants, a function of Brl1 in mating
is proposed, while Brl3, Brl4 and Brl2 (to a lower extent) have a role in vegetative growth, possible
determination of growth direction. The brl3 and brl4 overexpression mutants had a dikaryon-
like, irregular and feathery phenotype, and they avoided the formation of same-clone colonies on
solid medium, which points towards enhanced detection of self-signals. These data are supported
by localization of Brl fusion proteins in tips, at septa and in not-yet-fused clamps of a dikaryon,
confirming their importance for growth and development in S. commune.

Keywords: Schizophyllum commune; pheromone receptor-like genes; B mating-type locus; mating;
self-recognition

1. Introduction

Schizophyllum commune is a well-known wood-decaying basidiomycete [1]. Unlike
many other basidiomycetes, S. commune can be cultured in the laboratory on artificial media
and can be genetically modified, allowing the intensive studying of mating and mushroom
development at the molecular level [2,3].

The tetrapolar mating system of S. commune is not required for the initial fusion
between mating partners but is involved in the stable formation of a dikaryotic mycelium
involving nuclear migration and clamp cell fusion [4]. With two unlinked multigenic
mating-type loci, the tetrapolar mating system of S. commune is conserved in basidiomycetes
including Coprinopsis cinerea [5], Laccaria bicolor [6], Flammulina velutipes [7] and Ustilago
maydis [8]. The A locus encodes a set of divergently transcribed homeodomain transcription
factors [9], while the B locus comprises pheromone receptors surrounded by several
pheromone precursor genes [3,10]. Generally, two allelic versions of pheromone receptors
occur in each S. commune strain, which thereby define the specificity of the locus by
recognizing either Bα or Bβ pheromones.

The publicly available S. commune genome sequences allow a comparison of different
S. commune strains from different geographic locations and with unknown mating-type
loci organization and specificities. All annotated basidiomycete pheromone receptors are
orthologs of Ste3 of Saccharomyces cerevisiae, which is also true for the Bα and Bβ mating
receptors of S. commune (Bar and Bbr, respectively) [11]. Generally, these proteins are
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characterized by the presence of seven transmembrane domains and their association with
intracellular G-proteins (GPCR) triggering signaling pathways to coordinate B-dependent
development. They are further characterized by a short N-terminal extracellular domain
and a long cytoplasmic C-terminal tail. Binding of a pheromone from a non-self mating
partner stimulates the associated heterotrimeric G-proteins to dissociate into the Gα and
Gβγ subunits, which trigger the subsequent G-protein signaling pathways. The specifici-
ties, and hence sequences, of the strains differ to allow for different pheromones to be
recognized [12,13]. A strain carrying a deletion of the B receptor and pheromone genes
that shows no B-regulated development in matings with any wild-type strain is available.
Monokaryotic mutant strains with constitutively active B mating-type genes exist as well,
which show an aberrant phenotype typically found in semi-compatible mating [10].

Among the 75 encoded proteins with predicted transmembrane domains [14], six
fungal pheromone receptors are found in a given strain. Since mating-type specificities
are different, allelic versions of these six pheromone receptors are to be considered. In any
genome, only the Bar and Bbr mating receptors have been functionally characterized. Of
these, specifically the pheromone receptors Bbr2 [10] and Bar2 [11], as well as Bbr1 [15],
have received the most attention. These true pheromone-recognizing receptors induce
pheromone/receptor-dependent development resulting in fertile dikaryons. The remaining
four B-receptor-like genes per genome (brl1 through brl4) are orthologs of S. cerevisiae Ste3
a-factor receptor, with three (brl1–3) surrounding the bar and bbr gene loci within an
81 kb region, while brl4 was identified on a separate scaffold [11]. The brl genes are not
surrounded by pheromone genes, indicating that they are not directly associated with
mating. In addition, they are highly similar in sequence, which indicates that they do not
differ regarding recognition of ligands. This finding is in line with the identification of
pheromone receptor-like genes in the genome of many basidiomycetes [16–18], including
F. velutipes [7], Postia placenta [19] and Phanerochaete chrysosporium [20], and the mycorrhizal
species L. bicolor [6]. To unravel the function of the B receptor-like genes, expression
analysis in L. bicolor showed association with different life stages [6]. For the receptor-like
Crp2 protein from C. neoformans, a role in cell fusion and sporulation has been postulated,
since it activates the same G-protein-coupled signaling pathway as do the true mating-type
receptors [21].

Here, it could be established that overexpression of the pheromone receptor-like genes
brl3 and brl4 increase self-sensing of S. commune and induce an asymmetrical colony growth,
while the function of brl1 could be attributed to an early mating response.

2. Materials and Methods
2.1. Culture Conditions and Strains

S. commune strains (Table S1) were routinely grown on minimal medium (MM [22])
with the addition of 4 mM tryptophan for trp- strains and 0.1 mM uracil for ura- strains at
28 ◦C. The sister strains S. commune 4–39 and W22 are derived from a lineage of 40 back-
crosses and are co-isogenic, differing only in mating-type to allow for out-crossing to
S. commune 12–43. To assess growth and biomass formation on other carbon sources,
glucose was replaced by 4% xylose or 3.4% sucrose, and colonies were grown on agar
medium covered with a cellophane foil for easy biomass recovery using five biological
replicates. Mycelium was dried overnight and weighed. Statistical analysis was done with
a paired, two-tailed t-test. A modified sandwich system was used to grow compatible
monokaryons for mating interactions allowing mycelial harvesting 6, 12, 24 and 48 h after
mating and in the 8-day-old, established dikaryon [23].

For growth in liquid culture, a mycelial homogenate was prepared using a laboratory
blender (neoLab, Heidelberg, Germany), and cultures were grown at 250 rpm in 500 mL
Erlenmeyer flasks containing 200 mL MM.
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2.2. Gene Overexpression and Protein Labeling

Overexpression vectors for brl1 (ID: 2638177), brl2 (ID: 2704867), brl3 (ID: 2638261)
and brl4 (ID: 2691538) were constructed using yeast recombinational cloning with the
binary shuttle vector pRS415 carrying the leu2 gene for yeast selection and the bla gene
for E. coli selection [24]. For overexpression, brl genes and a 758 bp long fragment of the
tef1 promoter (elongation factor 1α; ID: 84142) were amplified from genomic DNA of S.
commune H4–8 by PCR using PhusionTaq (Thermo Fisher Scientific, Waltham, MA, USA)
and specific primer pairs (Table S2). PCR products were recombined in the vector pRS415
(linearized with HindIII and BamHI) by using overhangs of at least 30 bp. The plasmids were
isolated from the transformed yeast cells [25] and checked by PCR (M13 standard primers),
and the correct fusion product was verified by sequencing (GATC Biotech, Konstanz,
Germany). Electrocompetent E. coli were transformed using 1 µL of DNA, followed by
colony PCR verification and plasmid isolation (GeneJET Plasmid-Miniprep-Kit, Thermo
Fisher Scientific, Waltham, USA). Restriction with BamHI, SalI and HindIII was used
to confirm the expected products, pRSbrl1OE, pRSbrl2OE, pRSbrl3OE and pRSbrl4OE.
Subsequently, plasmid DNA was transformed into protoplasts of the tryptophan and uracil
auxotrophic strain S. commune T33 [26], and successful transformation was verified by
sequencing (GATC Biotech, Konstanz, Germany). An empty vector control (evc) was used
for control.

For protein labeling, brl1 and brl2 were amplified from genomic DNA of strain H4–8
including ca. 500 bp of the native promoter. The promoter regions of the genes were
analyzed by MEME server before primer design. The reverse primer for each receptor gene
amplification included the sequences for a myc tag and His tag. The PCR amplicons (for
primers, see Table S2) were generated by proofreading polymerase Q5 Hot Start (NEB) and
cloned into pJET1.2/blunt (Thermo Fisher Scientific, Waltham, MA, USA). Plasmids were
sequenced to verify the correct sequence and tag presence at the 3‘ end. The S. commune
selection marker gene ble was introduced into XbaI sites of pJET1.2/blunt vector, resulting
in the vectors pbrl1myc and pbrl2His. Subsequently, constructs were introduced into
S. commune T33 and transformants selected for 4 days at 30 ◦C on MM plates containing
4 mM tryptophan, 10 mM uracil and 15 µg mL−1 phleomycin. Successful transformation
was verified by sequencing (GATC Biotech, Konstanz, Germany).

2.3. In Silico Analyses

The genome sequence of S. commune strains H4–8, TatD and LoeD was screened for the
presence of pheromone receptor genes by blast searches, and gene models for pheromone
receptor genes were manually annotated. The promoter sequences of the brl genes and
bar3 and bbr2 (approximately 1000 bp upstream of ATG) were investigated by Multiple Em
for Motif Elicitation (MEME) [27] and Motif Alignment & Search Tool (MAST) [28]. The
predicted motifs were analyzed in detail using Tomtom Motif Comparison Tool v4.10.1 [28].

Secondary protein structures of Brl1, Brl2, Brl3 and Brl4 encoded proteins were pre-
dicted using the online server I-TASSER and GPCR-I-TASSER [29–32]. Proteins were
submitted without putative signal peptides which were cut from sequence after prediction
by SignalP server [33].

Transmembrane domains were predicted using Split4.0 [34], Kyte and Doolittle
algorithm [35], the MPEx software (http://blanco.biomol.uci.edu/mpex: accessed on
28 March 2021) based upon Kyte and Doolittle (1982) and others [36] and the TMHMM
server tool [37].

The software ChromoMapper [38] was used to display the bar and bbr loci compared
to the three available genome sequences. Conceptually translated proteins were used for
Blast searches to display similarities. The DNA and protein sequences were analyzed with
MAFFT alignments using the G-INS-i strategy and BLOSUM80 scoring matrix especially
for proteins [39,40], and similarity was calculated using BioEdit.

http://blanco.biomol.uci.edu/mpex
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2.4. Quantitative PCR

Total RNA was isolated from S. commune using the RNeasy Plant Mini Kit (Qiagen,
Hilden, Germany) according to the manufacturer’s instructions, and RNA concentration
was measured spectrophotometrically (NanoVue Photometer, GE Healthcare, Chicago, IL
USA). For reverse transcription, the QuantiTect Reverse Transcription Kit (Qiagen, Hilden,
Germany) was used with Maxima SYBR Green 2x Master Mix (Thermo Fisher Scientific,
Waltham, USA) in a total volume of 12.5 µL. Each reaction mix contained gene-specific
primer pairs (0.5 µL each of 10 pmol/µL stocks; see Table S2), 2 µL cDNA, 3.25 µL A. dest.
and 6.25 µL SYBR Green 2x Master Mix. For each primer pair, the amplification efficiency
was calculated using a cDNA dilution. Measurements took place in 48-well white PCR
plates (Multiplate Low-Profile Unskirted PCR Plates, BioRad, Hercules, USA) sealed with
optical foil (Microseal ‘C’ Optical Seals, BioRad, Hercules, CA, USA). The reaction was
performed in a MiniOpticon cycler (BioRad, Hercules, CA, USA) with initial denaturation
at 95 ◦C for 10 min and 35 cycles (95 ◦C for 15 s, 55–60 ◦C for 10–23 s, 72 ◦C for 30 s)
followed by melting curve analysis. Three biological and three technical replicates and two
controls, one without reverse transcriptase and one without template DNA, were used in
every run. The genes act1, tef1 and ubi were used as reference genes. The ct values of target
genes were normalized with respect to the reference genes and calculated for relative and
normalized fold change by the equation 2-∆∆Ct [41,42].

2.5. Whole-Genome Microarrays

The microarrays were carried out as previously described [11] using 50-mer oligos for
all 13,181 predicted genes of S. commune H4–8. Whole RNA was labelled with biotin, and
1 µg of total RNA was used for each array. The preprocessing of the data was done using
LIMMA packages of the Bioconductor software [43]. For background correction, the inten-
sities of blank probes were used (single T nucleotides). The resulting median background
intensity was then subtracted from the actual spot intensity values. Any negative value was
converted into a low positive value, and signal intensities were log2 transformed. Repli-
cates were averaged, and the data were processed by quantile normalization. Statistical and
quality tests were done. A p value in Student’s t-test under 0.05 was set to show significant
differential expression values. Microarray data were deposited in NCBI’s Gene Expression
Omnibus webpage and are accessible through Platform GPL11376 and GEO Series acces-
sion number GSE26401 (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?accGSE26401;
accessed on 28 March 2021).

2.6. Phylogenetic Analysis

Fungal pheromone receptor protein and DNA sequences were selected using the
NCBI database, Unite or the respective genome databases (Joint Genome Institute, Walnut
Creek, USA). Alignments were made with the server MAFFT version 7 [39,40], using the
F-INS-i or G-INS-i strategies and BLOSUM80 as well as the unalign-level-setting 0.0 or
0.8. The software MrBayes 3.2.2. [44] and Markov chain Monte Carlo method (Dayhoff
modelling) were used for protein tree calculation with the following settings: prset aamod-
elpr = fixed(dayhoff); prset ratepr = variable; mcmcp nruns = 2 ngen = 3,000,000 printfreq
= 1000 samplefreq = 100 nchains = 4; mcmc. The mixed trees were calculated using these
settings: prset applyto = (2) ratepr = variable; lset applyto = (2) nst = 6 rates = gamma; prset
applyto = (1) aamodelpr = fixed(dayhoff); prset applyto = (all) ratepr = variable; unlink
statefreq = (all) revmat = (all) shape = (all) pinvar = (all); mcmcp nruns = 2 ngen = 1,000,000
printfreq = 1000 samplefreq = 100 nchains = 4; mcmc; sumt burnin = 2000.

The Cyberinfrastructure for Phylogenic Research (CIPRES) server was used for com-
puting power (http://www.phylo.org/index.php; accessed last on 28 March 2021). The
software FigTree v1.4.2 and Inkscape 0.91 were chosen to edit the resulting trees [45], while
Tracer software was used to verify the results [46].

http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?accGSE26401
http://www.phylo.org/index.php
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2.7. Immunofluorescence Staining

Immunofluorescence staining of epitope-tagged proteins was performed according
to [11]. In brief, methanol (HPLC grade) was added and incubated for 10 min at −20 ◦C.
Mycelium was fixed with 3.7% formaldehyde in PME (50 mM PIPES pH 6.7, 25 mM EGTA
pH 8.0, 5 mM MgSO4) for 90 min at room temperature. Three times washing with PME
followed, the last time for 10 min. Then, 30 mg lysing enzyme of T. harzianum (Sigma-
Aldrich, Taufkirchen, Germany) was added to egg white in PME, mixed vigorously, and
incubated for 15 min at 37 ◦C to solve and activate the enzyme. The lysing solution was
added to the mycelium and incubated for 20 to 30 min at room temperature. Three times
washing with PBS (137 mM NaCl, 2.7 mM KCl, 8 mM Na2HPO4, 1.8 mM KH2PO4), the
last time for 5 min, and then a permeabilization with PBS + 0.3% Triton X-100 for 10 min
followed. The wash steps were done again with PBS. Unspecific binding was blocked by
1 to 3% BSA in PBS (5 min at 37 ◦C). The first antibody was 1:200 diluted in PBS + 1 to
3% BSA and incubated on the mycelium overnight at 4 ◦C. Wash steps were carried out
with PBS (last time 10 min), and the second antibody, which was FITC- or TRITC-coupled,
was added (1:100 diluted in PBS + 1 to 3% BSA) for 60 min at 37 ◦C in the dark. Again,
wash steps were carried out with PBS, and the coverslips were embedded upside down
into freshly made embedding medium (0.1 M Tris/HCl pH 8.0, 50% glycerol, 1 mg/mL
phenylene diamine, 0.1 mg/mL DAPI). An incubation of at least 24 h at 4 ◦C followed,
before microscopy ensued.

2.8. Microscopy

Hyphae of S. commune were routinely grown on coverslips which were laid on top
of solid medium for five to ten days at 30 ◦C. For early dikaryons, two coverslips of the
mating-type partners were sandwiched and stained after 24 h (incubation on medium).
Morphology of hyphae was studied with the Axioplan 2 microscope (Carl Zeiss, Jena,
Germany). Images were taken with the digital camera system Insight Firewire 4 (Diagnostic
Instruments, Sterling Heights, MI, USA) and the software Spot Version 4.6 (Diagnostic
Instruments). For detailed imaging of hyphae, the laser scanning microscope LSM780
(Carl Zeiss, Jena, Germany) was used with GaAsP-detector and software ZEN black. All
immunofluorescence specimens were grown on special coverslips (high performance,
D = 0.17 mm ± 0.005 mm, Carl Zeiss, Jena, Germany).

3. Results
3.1. In Silico Analyses of brl Genes from Different Genotypes

In any strain analyzed so far, six genes belonging to the fungal pheromone receptor
sub-family of seven transmembrane domain receptors are found. These six genes (bar3, bbr2,
brl1, brl2, brl3, brl4) showed the basidiomycete typical intron lengths with 50 bp. Regarding
intron positions, brl1 and bar3 do not show introns in the 3′ part of the transcript. The 5′

region of brl1, brl3, brl4, bar3 and bbr2 is characterized by three stringed exon length regions
of 110/113 bp, 67 bp and 138 bp (Figure 1). The genes coding for the four Brls in S. commune
H4–8, brl1 (ID 2638177), brl2 (ID 2704867), brl3 (ID 2638261) and brl4 (ID 2691538), are true
orthologs of S. cerevisiae Ste3 [11], with three genes, brl1, brl2 and brl3, located at the B
mating-type locus, whereas brl4 is localized separately.

From the conceptually translated protein sequences, seven transmembrane helices
typical for GPRCs could be confirmed, and the Brls contain a long third cytoplasmic loop
(more than 50% of the protein in case of Brl2) and carboxy terminus, like the Bar and
Bbr pheromone receptors. They contain protein–protein interaction sites and polynu-
cleotide/DNA binding sites, as well as putative domains, responsible for receptor recy-
cling/degradation (for motif assignment, Figure S1).
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the two mating-specific sub-loci Bα and Bß. The brl1 genes are located upstream of the Bα 
pheromone receptor gene, bar, flanked by a zinc finger transcription factor (MYND, FYVE-
type). A protein kinase and two hypothetical proteins, both located upstream of brl1, are 
highly conserved between the two strains S. commune H4–8 and S. commune LoeD. No 
pheromone genes are seen surrounding brl1. The genes brl2 and brl3, which are located 
downstream of the Bα pheromone receptor bar, are flanked by two hypothetical genes, 
which show a high degree of similarity. All Ste3-like pheromone receptors and phero-
mone genes retained their position, while more distal genes were more variable, with 
genes related to the cytoskeleton interspersed. The gene brl4 is not linked but again is 
flanked with genes similar in all strains, with a Con-6 domain protein close to brl4 (Figure 
3). 
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Figure 1. Gene structure of ste3-like genes of S. commune strain H4–8. Exons (grey), introns (dark
grey), signal peptide (blue) and scaling according to JGI annotation. Black bar (bottom left) indicates
100 bp. Red bars indicate similar exon-length regions.

A comparison of the genomic loci from three available S. commune genome sequences
showed high synteny (Figure 2). The B locus spans 32 kb, with a distance of 7 kb between
the two mating-specific sub-loci Bα and Bß. The brl1 genes are located upstream of the
Bα pheromone receptor gene, bar, flanked by a zinc finger transcription factor (MYND,
FYVE-type). A protein kinase and two hypothetical proteins, both located upstream of brl1,
are highly conserved between the two strains S. commune H4–8 and S. commune LoeD. No
pheromone genes are seen surrounding brl1. The genes brl2 and brl3, which are located
downstream of the Bα pheromone receptor bar, are flanked by two hypothetical genes,
which show a high degree of similarity. All Ste3-like pheromone receptors and pheromone
genes retained their position, while more distal genes were more variable, with genes
related to the cytoskeleton interspersed. The gene brl4 is not linked but again is flanked
with genes similar in all strains, with a Con-6 domain protein close to brl4 (Figure 3).
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Alignments of pheromone receptor genes and conceptually translated proteins of
S. commune H4–8 revealed that Bar3 and Bbr2 are more closely related to each other than
either is related to any Brl protein (Table S3). Interestingly, Brl sequences are more closely
related to Bar3 and Bbr2 than either is related to another Brl protein, indicating either that
a divergence event separating Brl proteins from Bar3 and Bbr2 occurred before the two
mating types evolved or that Bar3 and Bbr2 have undergone more recent gene conversion.
The alignments also showed higher similarity for the N-terminal protein parts, suggesting
a strong conservation of the N-terminal transmembrane domains and extra- or intracellular
loops (Figure S2). A highly similar part of the C-terminal part of the second and the third
extracellular loops extending into the adjacent transmembrane domains was found and
highlighted in the 3D models and in the sequence alignment (Figure S3).

The phylogenetic clustering among the pheromone receptors showed brl gene products
well separated from pheromone-recognizing mating-type receptors (clustering in Bα and
Bβ receptors). The Brl1 group is most related to the known mating-type receptors Bbr2
of strain 4–39 and H4–8, while Brl2 clusters together with Bβ receptor sequences of TatD,
4–40 and LoeD. The Brl3 and Brl4 proteins are contained in a clade with Brl1 as well, but
grouped separately. The Brl proteins of TatD and LoeD are always more closely related to
each other than to the respective H4–8 protein (compare Figure 4). With this information,
it is now possible to define four general clusters for the four brl genes, set apart from
the two pheromone-recognizing receptors in S. commune. Thus, potentially different but
overlapping roles for each of the Brl gene products can be envisioned. The analysis of
expression and overexpression, therefore, was used to specifically address the regulation
and role in cells of S. commune.
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Figure 4. Phylogram of Ste3-like receptor proteins of S. commune strains TatD, LoeD and others. S. cerevisiae Ste3 protein
served as outgroup (accession number P06783). Protein and DNA alignments were used in combination for calculation
of the tree with Markov chain Monte Carlo method (Dayhoff model). Node labels indicate posterior probabilities. “Bar”
and “Bbr” refer to true mating receptors (marked with grey); “Brl” refers to B receptor-like proteins. Used sequences and
accession numbers (NCBI or JGI databases) of S. commune are: Bar1, strain 4–40 (X77949); Bar1, strain 1–69 (X94996); Bar,
strain LoeD (ID 284719); Bar, strain TatD (ID 373755); Bar3, strain H4–8 (X3027970); Bar2, strain 12–43 (X91164); Brl1, strain
LoeD (artificial); Brl1, strain TatD (ID 208691); Brl1, strain H4–8 (ID 112464); Bbr2, strain 4–39 (AF148501); Bbr2, strain H4–8
(EFI93340); Brl3, strain LoeD (ID 238914); Brl3, strain H4–8 (ID 258344); Brl3, strain TatD (ID 422121); Brl4, strain LoeD
(ID 289019); Brl4, strain TatD (ID 373780); Brl4, strain H4–8 (ID 111749); Bbr, strain LoeD (ID 161825); Bar8, strain V142–5
(AAR99618); Bbr1, strain 4–40 (AAB41858); Bbr, strain TatD (ID 373756); Brl2, strain TatD (ID 215071); Brl2, strain LoeD (ID
168872); Brl2, strain H4–8 (ID 112482).

3.2. Transcriptome Expression Analysis of Brls

To evaluate signals for transcriptional control, the brl promotor sequences were an-
alyzed using 1000 bp long regions before the start codons. Regulatory motifs in the first
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500 to 600 bp of each promotor included a CTTCTTCCTCCCTTCTGCCTT motif. This is
present in all promotor regions, including the pheromone-recognizing bbr2 and bar2. This
motif shows similarities to the yeast Tec1 transcription factor recognition site [47]. A second
motif (consensus GACGCAaa) very similar to yeast’s Fhl1-binding motif [48] was found in
the promoter regions of bar3, bbr2, brl1, brl2 and brl4 (Figure S4). To evaluate potentially
similar regulation, a transcriptome analysis was performed.

Expression profiles of brl genes in wild-type 4–39 and 12–43 monokaryon, W22× 12–43
dikaryon and several signal transduction mutants (thn mutant, ras1G12V and SccdcG12V)
were determined by whole-genome microarrays (Figure S5). In order to compare the two
monokaryon genetic backgrounds in a dikaryon, a co-isogenic line was used. From this,
strain 4–39 was used for a back-cross to create a compatible mating type for crossings,
strain W22. The high sequence similarity of brl genes in different strains facilitates their
investigation within all stages on the array (Figure S5). The brl3 gene showed differences
in regulation between the two compared monokaryons (S. commune 12–43 and S. commune
4–39), suggesting a strain-specific function. Since S. commune 12–43 is auxotrophic for uracil,
a cultivation-dependent regulation seems possible as well. For the dikaryon, a > 2-fold
decrease in brl1 and brl2 was observed, while brl3 was >2-fold upregulated in the dikaryon.
This might indicate a specific function of Brl3 in the dikaryon.

Involvement of downstream signaling cascades into the analysis of differential expres-
sion will allow for the inclusion of those into function prediction. The constitutively active
Ras signaling in a mutant ras1G12V strain (12–43 vs. ras1G12V) showed dow-regulation of
brl3 by > 2-fold, which is in accordance with a function in mating-type signaling, as Ras
activation is a result of pheromone binding to the cognate pheromone receptor. The gene
brl2 was > 2-fold downregulated in a cdc42 mutant background (4–39 vs. SccdcG12V), and
brl4 was > 2-fold downregulated in thn mutant (12–43 vs. thn). Since both Cdc42 and regu-
lation through the regulator of G-protein signaling (RGS) are connected to the cytoskeleton
and phenotypes in growth patterns, these data suggest involvement in dikaryon-specific
growth types.

3.3. Overexpression of brl2, brl3 and brl4 Induces Asymmetrical Growth

The genes brl1, brl2, brl3 and brl4 were overexpressed in S. commune T33 using the
translation elongation factor tef1 promotor. Monokaryotic colonies of the empty vector
control (evc) and brl overexpressing strains (brl1OE, brl2OE, brl3OE and brl4OE) were
analyzed for their phenotypes. S. commune brl1OE showed a straight growing phenotype
with reduced aerial mycelia formation, while the remaining overexpressing strains grew
irregularly, with bundles of hyphae or hyphal knots being formed locally (Figure 5). In
addition, mycelial sectors growing faster than others were formed, resembling more the
colony shape of a dikaryon (compare Figure S6). This phenotype was stronger on minimal
than on complex medium or medium supplemented with wood chips.

Since overexpressing transformants in S. commune can show slightly different pheno-
types depending on integration site, several transformants were screened for each brl gene.
Only S. commune brl3OE yielded different phenotypes, with 30% of the colonies growing in
a feathery manner with less aerial mycelia, while 70% grew more irregularly with more
biomass. Quantitative PCR using RNA from representative transformants showed that
in the feathery transformant (brl3–1OE), brl3 was expressed at a lower level compared to
transformants forming more aerial mycelia (brl3–2OE, Figure S7); brl3–1OE was selected
for further experiments.

In all different overexpression transformants, a reduced growth rate without loss of
colony biomass was observed (Figure S8). Thus, biomass formation and radial growth were
assessed on sucrose and xylose in addition to the normally used glucose. Less biomass
was observed for the brl overexpressing strains (Brl1OE, 0.8-fold only on xylose; Brl2OE,
0.7-fold on either sucrose or xylose; Brl3OE as well as Brl4OE, 0.6- and 0.5-fold reduction,
respectively). The reduced biomass formation was accompanied by a reduced radial
growth rate of Brl1OE, Brl3OE and Brl4OE on sucrose and xylose, which was not observed
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for BrlOE2. Microscopical analysis revealed that overexpression of brl1 and brl4 resulted in
vacuole-rich, wide hyphae (suppl. Figure S9).

Dikaryotic-like growth of Brl2OE, Brl3OE and Brl4OE strains could enhance mating
or fruiting body formation; thus, they were mated with compatible partners. The mating
behavior was not different from the control and there was neither a lack of time nor a higher
speed in mating (Figure S10). Clamps and fruiting bodies developed indistinguishably
from wild type.
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Figure 5. Morphology of empty vector control strain (A) and brl overexpressing strains (B–F). Strain Brl1 OE (B) showed a
straight growth but produced less dense aerial hyphae, while strain brl2OE (C) grows more irregularly, forming dense aerial
hyphae. The mycelia of brl3 overexpressing strain Brl3–1OE (D) grows in a feathery manner with sectors growing faster
than the rest of the mycelium, while Brl3–2OE (E) grows in a feathery manner but with dense aerial hyphae. Strain brl4OE
(F) grows more irregularly when compared to the empty vector control strain forming dense aerial hyphae. Self-recognition
of brl overexpressing strains (G–J). (G) Distance towards same clone mycelia was measured after 14 days from 5 biological
replicates. (H) represents the empty vector control strain, while (I) shows the non-self-avoiding phenotype of the Brl1OE
strain and the self-avoiding phenotype of Brl3OE (J) as an example. The Student’s t-test was used to determine the P value
between control and transformants; (*) p < 0.005.

3.4. Brl2, Brl3 and Brl4 are Involved in Self-Recognition

When the brl overexpressing strains were cultivated with independent inocula grow-
ing towards each other on one plate, a self-avoidance phenotype became visible (Figure 5).
This is in contrast to the wild type that will show intermingling mycelia without a gap or
with only a minor gap between same-clone mycelia of up to 0.42 cm ± 0.21 cm. In the case
of the brl3 and brl4 overexpressing mutants, the space between the mycelia was larger, with
0.77 ± 0.26 cm (p > 0.001) for Brl3OE and 0.75 ± 0.46 cm (p > 0.001) for Brl4OE. (Figure 5).
In contrast, overexpression of brl1 did not enhance self-recognition. Confrontation of
Brl1OE, Brl2OE, Brl3OE and Brl4OE with each other did not result in any growth reduction
(Figure S11).

3.5. Brl1 and brl4 Expression is Induced During Mating

The shared sequence identity between Bar3 and Bbr2 with pheromone receptor-like
proteins suggested that Brls could have a function in pheromone sensing and signaling.
Consistently, overexpression of brl1 induces a flat growth with a reduced aerial mycelia
formation also known for mutants in RGS signaling [49]. Thus, we investigated the pattern
of brl1 expression over a time period of 48 h during mating between 12–43 and 4–39
(Figure 6). Quantitative real-time expression analysis showed that brl1 is downregulated
6 h after mating followed by a gradual increase up to 3-fold after 24 h (Figure 6). In contrast,
overexpression of brl2, brl3 and brl4 led to an irregular colony growth with knot-like
structures, which is typical for dikaryons. Thus, their expression was determined in the
early dikaryon (24 h after mating) and in the established dikaryon (8 days after mating)
corresponding to the growth conditions used for the microarray-based transcriptome
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analysis. Expression analysis showed that brl2 and brl3 were ≥2-fold repressed in the
established dikaryon, suggesting a role of brl2 and brl3 in vegetative growth. In comparison,
brl4 was≥2-fold upregulated in the early dikaryon, indicating a temporal regulation of brl4
in response to mating (see Figure 6). All four brl genes are expressed in strain V153–21 [50],
a UV-radiated mutant, which is unable to mate due to a deletion of the B locus (Figure S12)
suggesting a mating-independent function or an involvement beyond mating.
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Figure 6. Expression of brl1, brl2, brl3 and brl4 in S. commune during mating (qRT-PCR). The expression of brl1 was monitored
over a time period of 48 h, while brl2, brl3 and brl4 were analyzed 24 h and 8 days after mating, corresponding to an early
dikaryon and established dikaryon, respectively. The data were normalized to the expression in the monokaryon 4–39 (set
to 1) and relatively quantified to three reference genes. (*) Significant differences ≥ 2-fold regulation.

3.6. A Role in Clamp Fusion

To visualize protein localization, Brl1 and Brl2 were tagged with C-terminal codon-
optimized epitope tags, creating Brl1::myc and Brl2::his strains. For localization studies,
the brl genes were under the control of their native promoter, ensuring natural expression
levels, which resulted in transformants morphologically indistinguishable from wild-type
strains. Brl1::myc was not detectable in monokaryons, and only a weak fluorescence could be
observed in Brl1::myc dikaryons (Figure 7A,B) using a wild-type strain as a mate. However,
in matings with a prolonged clamp cell fusion using the S. commune Bar2 receptor mutant
G11 as a mate, Brl1 localization to pseudoclamps could be obtained (see Figure 7C–F).

The protein Brl2::his was detectable in monokaryons in vesicles and at the hyphal tips
(Figure 7G–J, Figure S13). Brl2 was recruited to the membrane of hyphal tips when many
hyphae were in close proximity to each other. To confirm the results, the transformant was
crossed with S. commune G11, allowing a double staining of Brl2::his and Bar2::egfp. For
both receptors, a membrane localization in clamps and pseudoclamps could be shown
(Figure 7M–P and Figure S13). Moreover, an accumulation of both receptors in vesicles
could be seen. Taken together, the specific subcellular localization indicates an involvement
of Brl1 and Brl2 in clamp cell fusion. For Brl2, an additional role in hyphal communication
is indicated.
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Figure 7. Localization of Brl1::myc in dikaryotic hyphae and Brl2::his in monokaryotic and dikaryotic hyphae. Localization
of Myc-tagged Brl1 in dikaryon with wild-type 12–43 (A,B) and in Brl1::myc dikaryon with G11 (C–F) as shown by
immunofluorescence staining with an anti-myc antibody 24 h after mating. Staining with DAPI (E) and merging of DAPI
and FITC signal (F). Localization of Brl2::his in unmated hyphae (G–J). Localization of His-tagged Brl2 in dikaryon with
wild-type 12–43 (K–L) and in Brl1::his dikaryon with G11 (M–P) as shown by immunofluorescence staining with an anti-his
antibody 24 h after mating. Staining with DAPI (O) and merging of DAPI and FITC signal (P). Clamps are marked with
asterisks. Bar represents 10 µm.

4. Discussion
4.1. What Is the Difference: Comparing the Ligand-Recognizing Pheromone Receptors and Brls

The occurrence of four Brl genes in the first Schizophyllum genome had prompted
the question of whether these are merely remnants of gene duplication events in this
fungus known for its excessive number of mating specificities in nature [51,52]. Here, we
compared three genomic sequences of S. commune and identified syntenic regions carrying
pheromone-recognizing Bα and Bß and three brl receptor genes, as well as one copy for brl4
placed outside the mating-type locus. The organization of the B mating-type locus, with
fungal pheromone receptor genes, pheromone genes and neighboring pheromone receptor-
like genes is conserved in many basidiomycetes [53]. Pheromone receptor-like genes have
been found adjacent to the B mating-type loci in the genomes of other basidiomycetes as
well, including L. bicolor, F. velutipes, P. placenta and P. chrysosporium [6,7,20]. An organiza-
tion similar to S. commune was found in S. lacrymans [54] and C. cinerea [55], where two
pheromone receptor-like genes are located next to the B locus. Since all four brl genes are
expressed and share similarity and synteny, they must have a yet-unknown function.

The brl genes show a high sequence identity in closely related S. commune strains
and a higher sequence divergence is shown in two more distantly related strains (TatD
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and LoeD). Still, they cluster in accordance with their placing within the extended mating-
type locus in distinct groups, which is specifically well visible when including other
fungal mating-type receptors and putative pheromone receptor-like proteins (for detailed
phylogram, see [56]). Brl1 was closely related to C. cinerea Rcb2B6 (pheromone-recognizing
receptor; [5]) and F. velutipes Ste3.2 (pheromone-recognizing receptor; [7]), while Brl3
clusters with the four pheromone receptor-like proteins of F. velutipes [7]. Brl2 was found in
close association with Ste3.3 of V. volvacea and other pheromone-recognizing receptors from
L. edodes, P. placenta and T. vaccinum [56]. The location of brl4 outside of the mating-type
locus may be indicative of a non-mating-specific function associated with the extensively
high sequence conservation between the three S. commune strains. This specific assignment
of related groups of Brls might indicate different functions.

4.2. Is There an Involvement of One or More Brls in Mating?

The close relation of Brls with pheromone-recognizing receptors of basidiomycetes
suggests a function in mating. In response to mating and in an established dikaryon,
qRT-PCR confirmed that the genes are not pseudogenes or silent products of receptor gene
duplications. Overexpression of brl genes did not influence mating with compatible strains,
and Brls are expressed in a mating-deficient strain carrying a large deletion covering the
pheromone-recognizing receptors Bar and Bbr [10,50]. This evidence implies that the role
of Brl proteins is not directly linked to mate recognition.

A conceivable function for Brls would be in heterodimerization with Bar and/or
Bbr pheromone receptors. Mammalian GPCRs were found to undergo such oligomeriza-
tion [57], thereby increasing the number of ligand binding sites. The new ligand binding
pockets in such dimers or oligomers would fit nicely to the differential recognition of
over 20 pheromones per mating-type receptor necessary for the discrimination of nine
allelic specificities found for Bα and another nine for Bß recognition of non-self versus
self pheromones [58]. The options for different protein–protein interactions of receptors
can be outlined from interaction domains and dimerization signaling sequences present
in all receptor sequences. For this function, direct pheromone recognition of the Brls on
their own might not be possible, explaining earlier findings. The receptor proteins Brl1 and
Brl2 were localized in the hyphae of S. commune transformants carrying the fusion proteins
Brl1::myc-tag and Brl2::his-tag. Brl1 was found to localize in unfused clamps in a ∆gap1
background, known for aberrant clamp formation [59], which might therefore elongate
the time frame when Brl1 is expressed. At the same time, this was the place where the
pheromone-recognizing Bar2 receptor was localized [11]. The successful detection of Brl1
in dikaryotic hyphae is correlated with the proposed function in mating and a potential
contribution to self versus non-self recognition.

4.3. Functions Downstream of Direct Pheromone Interaction

The receptor protein Brl2::his-tag was also detected in clamps, pseudoclamps, in
hyphae (most likely in vesicles used for receptor recycling and transport), at tips of the
hyphae, at tips just after branching and near septa. The difference in spatial distribution
between Brl1 and Brl2 points towards different functions of the two Brl proteins. The
high abundance of Brl2::his-tag at tips, after branching and also where many hyphae were
clumped together possibly indicates its importance during growth, determination of the
growth direction and orientation of hyphae towards each other. Double staining of the
fusion proteins Bar2::HA and Brl2::his-tag revealed the localization of both in unfused
clamps of the dikaryon. Hence, Brl1 and potentially also Brl2 are connected to mating and
sexual development with clamp fusion.

Consistently, promotor analysis put the brl genes in the context of mating and fil-
amentous growth, identifying a prominent motif similar to the yeast Tec1 transcription
factor binding site. Tec1 is involved in the transcription of filamentation genes and forms
a complex with Ste12, which is a transcription factor regulating mating-dependent gene
expression [47]. The pheromone-recognizing receptor gene bar2 [11], brl1 and brl4 showed
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a similar pattern, with upregulation shortly after mating in the early dikaryon. Thus,
different roles for the single B-like receptors may be expected, and those functions likely are
related to processes induced by mating interactions. Thus, we propose for Brl2 a function
after mating and in clamp fusion.

A different regulation of brl2 and brl3 was seen in RasGap1 and Cdc42 mutant back-
ground. This rather places them into signaling pathways influencing cytoskeleton forma-
tion via Cdc42, cAMP and MAPK cascades, mainly influencing fruiting body formation
and pheromone response [60]. The transcription factor Fst4 seems to influence the expres-
sion of brl2, which was significantly induced in the ∆fst4∆fst4 dikaryon. In contrast, the
pheromone-recognizing bar3 and bbr2 genes were stably expressed [61]. A motif similar
to the Fhl1-binding motif of yeast was found in bbr2 and with a lower similarity in bar2,
brl1, brl2 and brl4. The transcription factor Fhl1 is known to bind Rap1, and the complex
then regulates the expression of several genes and is involved in cell wall maintenance [48],
while the localization of Brl2 near the hyphal tip indicated a role in hyphal growth.

4.4. Self-Recognition through Brls

Both brl2 and brl3 did not change their expression in the early dikaryon but instead
were repressed in the established dikaryon.

This is in line with the differential expression pattern of brl genes in the lifecycle.
The genes coding for dynamitin and Con-6 are located as direct neighbors to brl4, and an
induction of con-6 was confirmed in mating interactions, mostly in W22 × 12–43 but also in
the signal transduction mutants of S. commune [11,60]. The upregulation of con-6 indicates
an involvement in dikaryon and mushroom formation, similar to N. crassa Con proteins
functioning in asexual spore development [62].

We propose a function of Brl3 and Brl4 in hyphal self-sensing and -avoidance based
on the phenotypes observed in overexpression analyses. The receptors, however, so far are
orphans. Potential ligands could be self-pheromones that after recognition do not lead to
hyphal attraction but rather induce hyphae to grow away from the pheromone source. This
would create the observed self-avoidance phenotype and be in line with the asymmetrical,
dikaryon-like growth of brl3 overexpressing mutants and the downregulation of brl3 in the
established dikaryon. Thus, self-pheromones would act as auto-inhibitors, which had been
postulated earlier to explain feathery hyphal growth in dikaryons [63].

The function of an inhibitor secreted by the mycelium would slowly diffuse, producing
an inhibitory front. Hyphae ahead of this front are not inhibited, causing the leading growth
and finally asymmetry of the colony. Aside from self-pheromones acting as auto-inhibitors,
other ligands might be involved. The volatile compounds 1-octen-3-ol and 3-octanone,
which control conidia germination of A. nidulans [64], are known to inhibit the growth
of other fungi [65]. In addition, small secreted proteins common to fungi are suggested
to play a role in development and fruiting [66]. A study identified 10 putative small
secreted proteins in the genome of S. commune, which might function as auto-inhibitory
substances [61]. Our results indicate that Brl3 and Brl4 are involved in sensing this auto-
inhibitor, creating the typical asymmetrical colony.

As to intracellular signaling involved in response to an auto-inhibitor, the transcription
factors hom2 and bri1 have been reported to be involved in mycelial growth, and dikaryons
homozygous for ∆hom2 and ∆bri1 form symmetrical colonies under conditions that would
usually show asymmetrical growth, again postulated to be exerted by regulation through a
postulated auto-inhibitor. Inactivation of these transcription factors abolished early stages
of fruiting body formation [61].

In contrast to the symmetrically growing monokaryons, dikaryons of S. commune form
asymmetrical colonies, which are able to produce fruiting bodies only in response to light.
In the dark, dikaryons grow symmetrically and mushroom formation is abolished. It could
be shown that the blue light receptor genes wc-1 and wc-2 are involved this light-stimulated
development [2]. Hence, yet another layer of regulation is imposed on self-avoidance.
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4.5. Different Functions of the Four Brls Have Evolved in This Highly Diversified Tetrapolar
Mating System

Since Brls are present in multiple basidiomycete genomes, a functional characteriza-
tion of the loci seems appropriate to unravel the puzzle of why receptors not involved
in pheromone recognition should have been conserved in evolution. The comparison
of the sequences of all four Brls with Bar3 and Bbr2 of S. commune H4–8 revealed the
highest similarities between the true mating-type receptors Bar3 and Bbr2 (29%, amino
acid level) [67]. The most unrelated receptor was Brl2, with only 17% identity to Bbr2 or
less to the other sequences.

All Brls share higher identity with the pheromone-recognizing mating-type receptors
than with each other, and the resulting phylogenetic tree indicates that they developed
from several independent receptor duplication events. The higher conservation of the
N-terminus of Brl proteins can be explained by the limited sequence variation of the
transmembrane helices involving only a few amino acids to fulfill the requirements to
form a transmembrane, α-helical structure [68]. This part has a potential influence on lig-
and/pheromone recognition and may be under high evolutionary pressure to be conserved.
Mutations of this region caused new receptor phenotypes in S. commune [12,13]. Here, Brls
are strikingly similar, which supports their diversified roles not directly associated with
pheromones and their specific recognition.

We could establish that Brl1 is involved in mating and localized in pseudoclamps,
while the localization of Brl2 near the hyphal tip indicated a role in hyphal growth. In
contrast, brl3 and brl4 control dikaryotic asymmetrical growth.

Overexpression of brl1 led to a flat phenotype with a reduced vegetative growth rate
concerning colony diameter. However, biomass formation was not significantly reduced,
indicating a compensation of the reduced aerial hyphal formation by substrate mycelium.
The colony contained wide, vacuole-rich hyphae suggestive of autophagy and cell permeabi-
lization that can be observed in fungal interactions, as well as in autophagy [69,70].

In contrast to the more similar N-termini, Brls’ C-termini were long and more diverse.
The C-terminus is the target for several intracellular protein–protein interactions for signal
transduction. The Brls share specifically long intracellular C-termini, which were more
variable, including various protein-binding sequences and kinase-binding sites suggesting
a complex signaling network. All in all, our study thus could infer different roles from
phylogenetic, expression and overexpression studies that make these members of the
class of fungal pheromone receptors an interesting target for different intracellular roles
connected to mating in tetrapolar basidiomycetes.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/jof7050399/s1, Table S1: S. commune wild-type and mutant strains used in this study, Table S2:
Primers used in this study, Figure S1: Protein characteristics for Brls, Bar3 and Bbr2 of S. commune
H4-8 and Ste3 of S. cerevisiae, Table S3: DNA and protein sequence identities, Figure S2: Alignment of
N-terminal amino acid sequences of receptors from S. commune, Figure S3: 3D models of receptor
proteins, Figure S4: Promoter analyses, Figure S5: Expression analysis of S. commune brl genes in
wild-type and mutant strains, Table S4: Sequence identity of brl genes in several S. commune strains
compared to the respectively sequence of S. commune H4-8, Figure S6: Morphology of dikaryotic
S. commune strain 12-43x4-39, Figure S7: Absolute quantification by qRT-PCR of brl3 expression,
Figure S8: Growth (A-C) and biomass (D-F) of the empty vector control strain and brl overexpression
strains using glucose (A, D), sucrose (B, E), and xylose (C, F) as carbon source, (G) shows the formed
biomass/cm2 on glucose, sucrose and xylose, Figure S9: S. commune brl1OE (A) and brl4OE (B) form
vacuole-rich wide hyphae, Figure S10: Mating interactions of T33, evc and brl-overexpressing strains
with the compatible partner 12-43, Figure S11: Confrontation of Brl1OE, Brl2OE, Brl3OE and Brl4OE
with each other did not result in any significant growth reduction, Figure S12: Expression of brl1, brl2,
brl3 and brl4 in S. commune V153-21 (Bnull), Figure S13. Localization of Brl2::his (A-C) and Bar2::egfp
in dikaryon.

Author Contributions: Conceptualization, E.K., K.K., D.F. and S.W.; Methodology, D.F. and S.W.;
Validation, D.F. and S.W.; Investigation, D.F. and S.W.; Visualization, D.F. and S.W.; Supervision, E.K.

https://www.mdpi.com/article/10.3390/jof7050399/s1
https://www.mdpi.com/article/10.3390/jof7050399/s1


J. Fungi 2021, 7, 399 16 of 18

and K.K.; Project Administration, E.K. and K.K.; Funding Acquisition, E.K. All authors contributed to
the writing of this article. All authors have read and agreed to the published version of the manuscript.

Funding: This work was funded by the German Science Foundation within SFB 1127-project ID
239748522 and under Germany’s Excellence Strategy EXC 2051-project ID 390713860 and the Jena
School for Microbial Communication JSMC GSC 124 as well as by the Friedrich Schiller University Jena.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data are available at JGI (S. commune genome sequences) or GEO
omnibus (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?accGSE26401 (accessed on 20 May 2021)).

Acknowledgments: We are thankful for the help of Elke-Martina Jung (confocal laser scanning
microscopy); Petra Mitscherlich, Lisa Semmerau and Peggy Brand-Schön (technical assistance);
Matthias Gube (phylogeny); Martin Reinicke (IT); and Dominik Sammer (phylogeny).

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

References
1. Almási, É.; Sahu, N.; Krizsán, K.; Bálint, B.; Kovács, G.M.; Kiss, B.; Cseklye, J.; Drula, E.; Henrissat, B.; Nagy, I.; et al. Comparative

genomics reveals unique wood-decay strategies and fruiting body development in the Schizophyllaceae. New Phytol. 2019, 224,
902–915. [CrossRef] [PubMed]

2. Ohm, R.A.; Aerts, D.; Wosten, H.A.B.; Lugones, L.G. The blue light receptor complex WC-1/2 of Schizophyllum commune is
involved in mushroom formation and protection against phototoxicity. Environ. Microbiol. 2013, 15, 943–955. [CrossRef]

3. Kothe, E. Mating types and pheromone recognition in the homobasidiomycete Schizophyllum commune. Fungal Genet. Biol. 1999,
27, 146–152. [CrossRef]

4. Raudaskoski, M.; Kothe, E. Basidiomycete mating type genes and pheromone signaling. Eukaryot. Cell 2010, 9, 847–859. [CrossRef]
5. Riquelme, M.; Challen, M.P.; Casselton, L.A.; Brown, A.J. The origin of multiple B mating specificities in Coprinus cinereus. Genetics

2005, 170, 1105–1119. [CrossRef]
6. Niculita-Hirzel, H.; Labbé, J.; Kohler, A.; Le Tacon, F.; Martin, F.; Sanders, I.R.; Kües, U. Gene organization of the mating type

regions in the ectomycorrhizal fungus Laccaria bicolor reveals distinct evolution between the two mating type loci. New Phytol.
2008, 180, 329–342. [CrossRef]

7. van Peer, A.F.; Park, S.-Y.; Shin, P.-G.; Jang, K.-Y.; Yoo, Y.-B.; Park, Y.-J.; Lee, B.-M.; Sung, G.-H.; James, T.Y.; Kong, W.-S.
Comparative genomics of the mating type loci of the mushroom Flammulina velutipes reveals widespread synteny and recent
inversions. PLoS ONE 2011, 6, e22249. [CrossRef]

8. Bakkeren, G.; Kämper, J.; Schirawski, J. Sex in smut fungi: Structure, function and evolution of mating type complexes. Fungal
Genet. Biol. 2008, 45, S15–S21. [CrossRef] [PubMed]

9. Specht, C.A.; Stankis, M.M.; Giasson, L.; Novotny, C.P.; Ullrich, R.C. Functional analysis of the homeodomain related proteins of
the a-alpha locus of Schizophyllum commune. Proc. Natl. Acad. Sci. USA 1992, 89, 7174–7178. [CrossRef] [PubMed]

10. Fowler, T.J.; Mitton, M.F.; Vaillancourt, L.J.; Raper, C.A. Changes in mate recognition through alterations of pheromones and
receptors in the multisexual mushroom fungus Schizophyllum commune. Genetics 2001, 158, 1491–1503. [CrossRef]

11. Erdmann, S.; Freihorst, D.; Raudaskoski, M.; Schmidt-Heck, W.; Jung, E.M.; Senftleben, D.; Kothe, E. Transcriptome and functional
analysis of mating in the basidiomycete Schizophyllum commune. Eukaryot. Cell 2012, 11, 571–589. [CrossRef]

12. Gola, S.; Hegner, J.; Kothe, E. Chimeric pheromone receptors in the basidiomycete Schizophyllum commune. Fungal Genet. Biol.
2000, 30, 191–196. [CrossRef]

13. Gola, S.; Kothe, E. The little difference: In vivo analysis of pheromone discrimination in Schizophyllum commune. Curr. Genet.
2003, 42, 276–283. [CrossRef] [PubMed]

14. Ohm, R.A.; de Jong, J.F.; Lugones, L.G.; Aerts, A.; Kothe, E.; Stajich, J.E.; de Vries, R.P.; Record, E.; Levasseur, A.; Baker, S.E.;
et al. Genome Sequence of the Model Mushroom Schizophyllum commune. Nat. Biotechnol. 2010, 28, 957–963. Available online:
www.nature.com/nbt/journal/v28/n9/abs/nbt.1643.html#supplementary-information (accessed on 28 March 2021). [CrossRef]

15. Wendland, J.; Vaillancourt, L.J.; Hegner, J.; Lengeler, K.B.; Laddison, K.J.; Specht, C.A.; Raper, C.A.; Kothe, E. The mating type
locus b alpha 1 of Schizophyllum commune contains a pheromone receptor gene and putative pheromone genes. EMBO J. 1995, 14,
5271–5278. [CrossRef]

16. James, T.Y.; Liou, S.R.; Vilgalys, R. The genetic structure and diversity of the A and B mating-type genes from the tropical oyster
mushroom, Pleurotus djamor. Fungal Genet. Biol. 2004, 41, 813–825. [CrossRef] [PubMed]

17. James, T.Y.; Srivilai, P.; Kues, U.; Vilgalys, R. Evolution of the bipolar mating system of the mushroom Coprinellus disseminatus
from its tetrapolar ancestors involves loss of mating-type-specific pheromone receptor function. Genetics 2006, 172, 1877–1891.
[CrossRef] [PubMed]

18. Kües, U.; Navarro-González, M. Mating-type orthologous genes in the primarily homothallic Moniliophthora perniciosa, the causal
agent of Witches’ Broom Disease in cacao. J. Basic Microbiol. 2010, 50, 442–451. [CrossRef] [PubMed]

http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?accGSE26401
http://doi.org/10.1111/nph.16032
http://www.ncbi.nlm.nih.gov/pubmed/31257601
http://doi.org/10.1111/j.1462-2920.2012.02878.x
http://doi.org/10.1006/fgbi.1999.1129
http://doi.org/10.1128/EC.00319-09
http://doi.org/10.1534/genetics.105.040774
http://doi.org/10.1111/j.1469-8137.2008.02525.x
http://doi.org/10.1371/journal.pone.0022249
http://doi.org/10.1016/j.fgb.2008.04.005
http://www.ncbi.nlm.nih.gov/pubmed/18501648
http://doi.org/10.1073/pnas.89.15.7174
http://www.ncbi.nlm.nih.gov/pubmed/1353887
http://doi.org/10.1093/genetics/158.4.1491
http://doi.org/10.1128/EC.05214-11
http://doi.org/10.1006/fgbi.2000.1222
http://doi.org/10.1007/s00294-002-0353-4
http://www.ncbi.nlm.nih.gov/pubmed/12589467
www.nature.com/nbt/journal/v28/n9/abs/nbt.1643.html#supplementary-information
http://doi.org/10.1038/nbt.1643
http://doi.org/10.1002/j.1460-2075.1995.tb00211.x
http://doi.org/10.1016/j.fgb.2004.04.005
http://www.ncbi.nlm.nih.gov/pubmed/15219565
http://doi.org/10.1534/genetics.105.051128
http://www.ncbi.nlm.nih.gov/pubmed/16461425
http://doi.org/10.1002/jobm.201000013
http://www.ncbi.nlm.nih.gov/pubmed/20586074


J. Fungi 2021, 7, 399 17 of 18

19. Martinez, D.; Challacombe, J.; Morgenstern, I.; Hibbett, D.; Schmoll, M.; Kubicek, C.P.; Ferreira, P.; Ruiz-Duenas, F.J.; Martinez,
A.T.; Kersten, P.; et al. Genome, transcriptome, and secretome analysis of wood decay fungus Postia placenta supports unique
mechanisms of lignocellulose conversion. Proc. Natl. Acad. Sci. USA 2009, 106, 1954–1959. [CrossRef]

20. James, T.Y.; Lee, M.; van Diepen, L.T.A. A single mating-type locus composed of homeodomain genes promotes nuclear migration
and heterokaryosis in the white-rot fungus Phanerochaete chrysosporium. Eukaryot. Cell 2011, 10, 249–261. [CrossRef]

21. Hsueh, Y.-P.; Xue, C.; Heitman, J. A constitutively active GPCR governs morphogenic transitions in Cryptococcus neoformans.
EMBO J. 2009, 28, 1220–1233. [CrossRef]

22. Raper, J.; Hoffman, R. Schizophyllum Commune; Springer: Boston, MA, USA, 1974; pp. 597–626.
23. Vaillancourt, L.J.; Raudaskoski, M.; Specht, C.A.; Raper, C.A. Multiple genes encoding pheromones and a pheromone receptor

define the b beta 1 mating type specificity in Schizophyllum commune. Genetics 1997, 146, 541–551. [CrossRef]
24. Gietz, R.D.; Schiestl, R.H.; Willems, A.R.; Woods, R.A. Studies on the transformation of intact yeast cells by the LiAc/SS-

DNA/PEG procedure. Yeast 1995, 11, 355–360. [CrossRef]
25. Rose, M. Methods in yeast genetics—A laboratory course manual. Biochem. Mol. Biol. Educ. 1990, 198. [CrossRef]
26. Munoz-Rivas, A.; Specht, C.A.; Drummond, B.J.; Froeliger, E.; Novotny, C.P.; Ullrich, R.C. Transformation of the basidiomycete

Schizophyllum commune. Mol. Gen. Genet. 1986, 205, 103–106. [CrossRef]
27. Bailey, T.L.; Elkan, C. Fitting a Mixture Model by Expectation Maximization to Discover Motifs in Biopolymers. Proc. Int. Conf.

Intell. Syst. Mol. Biol. 1994, 2, 28–36. [PubMed]
28. Bailey, T.L.; Gribskov, M. Combining evidence using p-values: Application to sequence homology searches. Bioinformatics 1998,

14, 48–54. [CrossRef] [PubMed]
29. Yang, J.; Yan, R.; Roy, A.; Xu, D.; Poisson, J.; Zhang, Y. The I-TASSER Suite: Protein structure and function prediction. Nat. Methods

2015, 12, 7–8. [CrossRef]
30. Zhang, Y. I-TASSER server for protein 3D structure prediction. BMC Bioinform. 2008, 9, 40. [CrossRef]
31. Roy, A.; Kucukural, A.; Zhang, Y. I-TASSER: A unified platform for automated protein structure and function prediction. Nat.

Protoc. 2010, 5, 725–738. [CrossRef] [PubMed]
32. Zhang, J.; Yang, J.; Jang, R.; Zhang, Y. GPCR-I-TASSER: A hybrid approach to G protein-coupled receptor structure modeling and

the application to the human genome. Structure 2015, 23, 1538–1549. [CrossRef] [PubMed]
33. Emanuelsson, O.; Brunak, S.; von Heijne, G.; Nielsen, H. Locating proteins in the cell using TargetP, SignalP and related tools.

Nat. Protoc. 2007, 2, 953–971. [CrossRef]
34. Juretic, D.; Zoranic, L.; Zucic, D. Basic charge clusters and predictions of membrane protein topology. J. Chem. Inf. Comput. Sci.

2002, 42, 620–632. [CrossRef] [PubMed]
35. Kyte, J.; Doolittle, R.F. A simple method for displaying the hydropathic character of a protein. J. Mol. Biol. 1982, 157, 105–132.

[CrossRef]
36. Jayasinghe, S.; Hristova, K.; White, S.H. Energetics, stability, and prediction of transmembrane helices. J. Mol. Biol. 2001, 312,

927–934. [CrossRef] [PubMed]
37. Krogh, A.; Larsson, B.; Von Heijne, G.; Sonnhammer, E.L. Predicting transmembrane protein topology with a hidden Markov

model: Application to complete genomes. J. Mol. Biol. 2001, 305, 567–580. [CrossRef]
38. Niculita-Hirzel, H.; Hirzel, A.H. Visualizing the gene order conservation among genomes with ChromoMapper. Int. J. Comput.

Intell. Bioinform. Syst. Biol. 2008, 1, 221024526.
39. Katoh, K.; Kuma, K.; Toh, H.; Miyata, T. MAFFT version 5: Improvement in accuracy of multiple sequence alignment. Nucleic

Acids Res. 2005, 33, 511–518. [CrossRef] [PubMed]
40. Katoh, K.; Kuma, K.; Miyata, T.; Toh, H. Improvement in the accuracy of multiple sequence alignment program MAFFT. Genome

Inform. Int. Conf. Genome Inform. 2005, 16, 22–33.
41. Pfaffl, M.W. A new mathematical model for relative quantification in real-time RT–PCR. Nucleic Acids Res. 2001, 29, e45. [CrossRef]
42. Vandesompele, J.; De Preter, K.; Pattyn, F.; Poppe, B.; Van Roy, N.; De Paepe, A.; Speleman, F. Accurate normalization of real-time

quantitative RT-PCR data by geometric averaging of multiple internal control genes. Genome Biol. 2002, 3, 1–12. [CrossRef]
43. Gentleman, R.; Carey, V.; Huber, W.; Irizarry, R.; Dudoit, S. Bioinformatics and Computational Biology Solutions Using R and

Bioconductor; Springer Science & Business Media: Berlin/Heidelberg, Germany, 2006.
44. Huelsenbeck, J.P.; Ronquist, F. MRBAYES: Bayesian inference of phylogenetic trees. Bioinformatics 2001, 17, 754–755. [CrossRef]
45. Rambaut, A. FigTree v1. 3.1: Tree Figure Drawing Tool. 2009. Available online: http://tree.bio.ed.ac.uk/software/figtree

(accessed on 28 March 2021).
46. Rambaut, A.; Drummond, A.J.; Xie, D.; Baele, G.; Suchard, M.A. Posterior summarisation in Bayesian phylogenetics using Tracer

1.7. Syst. Biol. 2018, 67, 901–904. [CrossRef] [PubMed]
47. Bardwell, L.; Cook, J.G.; Voora, D.; Baggott, D.M.; Martinez, A.R.; Thorner, J. Repression of yeast Ste12 transcription factor by

direct binding of unphosphorylated Kss1 MAPK and its regulation by the Ste7 MEK. Genes Dev. 1998, 12, 2887–2898. [CrossRef]
[PubMed]

48. Azad, G.K.; Singh, V.; Baranwal, S.; Thakare, M.J.; Tomar, R.S. The transcription factor Rap1p is required for tolerance to cell-wall
perturbing agents and for cell-wall maintenance in Saccharomyces cerevisiae. FEBS Lett. 2015, 589, 59–67. [CrossRef]

http://doi.org/10.1073/pnas.0809575106
http://doi.org/10.1128/EC.00212-10
http://doi.org/10.1038/emboj.2009.68
http://doi.org/10.1093/genetics/146.2.541
http://doi.org/10.1002/yea.320110408
http://doi.org/10.1016/0307-4412(91)90039-B
http://doi.org/10.1007/BF02428038
http://www.ncbi.nlm.nih.gov/pubmed/7584402
http://doi.org/10.1093/bioinformatics/14.1.48
http://www.ncbi.nlm.nih.gov/pubmed/9520501
http://doi.org/10.1038/nmeth.3213
http://doi.org/10.1186/1471-2105-9-40
http://doi.org/10.1038/nprot.2010.5
http://www.ncbi.nlm.nih.gov/pubmed/20360767
http://doi.org/10.1016/j.str.2015.06.007
http://www.ncbi.nlm.nih.gov/pubmed/26190572
http://doi.org/10.1038/nprot.2007.131
http://doi.org/10.1021/ci010263s
http://www.ncbi.nlm.nih.gov/pubmed/12086524
http://doi.org/10.1016/0022-2836(82)90515-0
http://doi.org/10.1006/jmbi.2001.5008
http://www.ncbi.nlm.nih.gov/pubmed/11580239
http://doi.org/10.1006/jmbi.2000.4315
http://doi.org/10.1093/nar/gki198
http://www.ncbi.nlm.nih.gov/pubmed/15661851
http://doi.org/10.1093/nar/29.9.e45
http://doi.org/10.1186/gb-2002-3-7-research0034
http://doi.org/10.1093/bioinformatics/17.8.754
http://tree.bio.ed.ac.uk/software/figtree
http://doi.org/10.1093/sysbio/syy032
http://www.ncbi.nlm.nih.gov/pubmed/29718447
http://doi.org/10.1101/gad.12.18.2887
http://www.ncbi.nlm.nih.gov/pubmed/9744865
http://doi.org/10.1016/j.febslet.2014.11.024


J. Fungi 2021, 7, 399 18 of 18

49. Wirth, S.; Kunert, M.; Ahrens, L.M.; Krause, K.; Broska, S.; Paetz, C.; Kniemeyer, O.; Jung, E.M.; Boland, W.; Kothe, E. The
regulator of G-protein signalling Thn1 links pheromone response to volatile production in Schizophyllum commune. Environ.
Microbiol. 2018, 20, 3684–3699. [CrossRef] [PubMed]

50. Raper, C.A.; Raper, J.R. Mutational analysis of a regulatory gene for morphogenesis in Schizophyllum. Proc. Natl. Acad. Sci. USA
1973, 70, 1427–1431. [CrossRef] [PubMed]

51. Stamberg, J.; Raper, J.R. Genetic Recombination in Schizophyllum commune. Am. J. Bot. 1966, 53, 626.
52. Kothe, E. Tetrapolar fungal mating types: Sexes by the thousands. FEMS Microbiol. Rev. 1996, 18, 65–87. [CrossRef] [PubMed]
53. Coelho, M.A.; Bakkeren, G.; Sun, S.; Hood, M.E.; Giraud, T. Fungal sex: The Basidiomycota. Microbiol. Spectr. 2017, 5, 147–175.

[CrossRef]
54. Skrede, I.; Maurice, S.; Kauserud, H. Molecular characterization of sexual diversity in a population of Serpula lacrymans, a

tetrapolar basidiomycete. G3 2013, 3, 145–152. [CrossRef] [PubMed]
55. Stajich, J.E.; Wilke, S.K.; Ahrén, D.; Au, C.H.; Birren, B.W.; Borodovsky, M.; Burns, C.; Canbäck, B.; Casselton, L.A.; Cheng,

C.K.; et al. Insights into evolution of multicellular fungi from the assembled chromosomes of the mushroom Coprinopsis cinerea
(Coprinus cinereus). Proc. Natl. Acad. Sci. USA 2010, 107, 11889–11894. [CrossRef] [PubMed]

56. Freihorst, D.; Fowler, T.J.; Bartholomew, K.; Raudaskoski, M.; Horton, J.S.; Kothe, E. 13 The mating-type genes of the basid-
iomycetes. In Growth, Differentiation and Sexuality; Wendland, J., Ed.; Springer International Publishing: Cham, Switzerland, 2016;
pp. 329–349. [CrossRef]

57. Busnelli, M.; Mauri, M.; Parenti, M.; Chini, B. Analysis of GPCR dimerization using acceptor photobleaching resonance energy
transfer techniques. Methods Enzymol. 2013, 521, 311–327. [CrossRef]

58. Kothe, E.; Gola, S.; Wendland, J. Evolution of multispecific mating-type alleles for pheromone perception in the homobasid-
iomycete fungi. Curr. Genet. 2003, 42, 268–275. [CrossRef] [PubMed]

59. Schubert, D.; Raudaskoski, M.; Knabe, N.; Kothe, E. Ras GTPase-activating protein Gap1 of the homobasidiomycete Schizophyllum
commune regulates hyphal growth orientation and sexual development. Eukaryot. Cell 2006, 5, 683–695. [CrossRef] [PubMed]

60. Knabe, N.; Jung, E.M.; Freihorst, D.; Hennicke, F.; Horton, J.S.; Kothe, E. A central role for Ras1 in morphogenesis of the
basidiomycete Schizophyllum commune. Eukaryot. Cell 2013, 12, 941–952. [CrossRef]

61. Ohm, R.A.; de Jong, J.F.; de Bekker, C.; Wosten, H.A.B.; Lugones, L.G. Transcription factor genes of Schizophyllum commune
involved in regulation of mushroom formation. Mol. Microbiol. 2011, 81, 1433–1445. [CrossRef] [PubMed]

62. White, B.T.; Yanofsky, C. Structural characterization and expression analysis of the Neurospora conidiation gene con-6. Dev. Biol.
1993, 160, 254–264. [CrossRef]

63. Klein, K.K.; Landry, J.; Friesen, T.; Larimer, T. Kinetics of asymmetric mycelial growth and control by dikaryosis and light in
Schizophyllum commune. Mycologia 1997, 89, 916–923. [CrossRef]

64. Herrero-Garcia, E.; Garzia, A.; Cordobés, S.; Espeso, E.A.; Ugalde, U. 8-Carbon oxylipins inhibit germination and growth, and
stimulate aerial conidiation in Aspergillus nidulans. Fungal Biol. 2011, 115, 393–400. [CrossRef]

65. Leeder, A.C.; Palma-Guerrero, J.; Glass, N.L. The social network: Deciphering fungal language. Nat. Rev. Microbiol. 2011, 9,
440–451. [CrossRef] [PubMed]

66. Feldman, D.; Amedi, N.; Carmeli, S.; Yarden, O.; Hadar, Y. Manipulating the expression of small secreted protein 1 (Ssp1) alters
patterns of development and metabolism in the white-rot fungus Pleurotus ostreatus. Appl. Environ. Microbiol. 2019, 85, e00761-19.
[CrossRef] [PubMed]

67. Fowler, T.; Vaillancourt, L.J. Pheromones and pheromone receptors in Schizophyllum commune mate recognition: Retrospective of
a half-century of progress and a look ahead. In Sex in Fungi; Wiley: Hoboken, NJ, USA, 2007; pp. 301–315. [CrossRef]

68. Xue, C.; Hsueh, Y.P.; Heitman, J. Magnificent seven: Roles of G protein-coupled receptors in extracellular sensing in fungi. FEMS
Microbiol. Rev. 2008, 32, 1010–1032. [CrossRef]

69. Krause, K.; Jung, E.-M.; Lindner, J.; Hardiman, I.; Poetschner, J.; Madhavan, S.; Matthäus, C.; Kai, M.; Menezes, R.C.; Popp, J.;
et al. Response of the wood-decay fungus Schizophyllum commune to co-occurring microorganisms. PLoS ONE 2020, 15, e0232145.
[CrossRef]

70. Pinan-Lucarré, B.; Paoletti, M.; Dementhon, K.; Coulary-Salin, B.; Clavé, C. Autophagy is induced during cell death by
incompatibility and is essential for differentiation in the filamentous fungus Podospora anserina. Mol. Microbiol. 2003, 47, 321–333.
[CrossRef] [PubMed]

http://doi.org/10.1111/1462-2920.14369
http://www.ncbi.nlm.nih.gov/pubmed/30062773
http://doi.org/10.1073/pnas.70.5.1427
http://www.ncbi.nlm.nih.gov/pubmed/4514313
http://doi.org/10.1111/j.1574-6976.1996.tb00227.x
http://www.ncbi.nlm.nih.gov/pubmed/8672296
http://doi.org/10.1128/microbiolspec.FUNK-0046-2016
http://doi.org/10.1534/g3.112.003731
http://www.ncbi.nlm.nih.gov/pubmed/23390592
http://doi.org/10.1073/pnas.1003391107
http://www.ncbi.nlm.nih.gov/pubmed/20547848
http://doi.org/10.1007/978-3-319-25844-7_13
http://doi.org/10.1016/b978-0-12-391862-8.00017-x
http://doi.org/10.1007/s00294-002-0352-5
http://www.ncbi.nlm.nih.gov/pubmed/12589466
http://doi.org/10.1128/EC.5.4.683-695.2006
http://www.ncbi.nlm.nih.gov/pubmed/16607016
http://doi.org/10.1128/EC.00355-12
http://doi.org/10.1111/j.1365-2958.2011.07776.x
http://www.ncbi.nlm.nih.gov/pubmed/21815946
http://doi.org/10.1006/dbio.1993.1303
http://doi.org/10.1080/00275514.1997.12026862
http://doi.org/10.1016/j.funbio.2011.02.005
http://doi.org/10.1038/nrmicro2580
http://www.ncbi.nlm.nih.gov/pubmed/21572459
http://doi.org/10.1128/AEM.00761-19
http://www.ncbi.nlm.nih.gov/pubmed/31101610
http://doi.org/10.1128/9781555815837.ch18
http://doi.org/10.1111/j.1574-6976.2008.00131.x
http://doi.org/10.1371/journal.pone.0232145
http://doi.org/10.1046/j.1365-2958.2003.03208.x
http://www.ncbi.nlm.nih.gov/pubmed/12519185

	Introduction 
	Materials and Methods 
	Culture Conditions and Strains 
	Gene Overexpression and Protein Labeling 
	In Silico Analyses 
	Quantitative PCR 
	Whole-Genome Microarrays 
	Phylogenetic Analysis 
	Immunofluorescence Staining 
	Microscopy 

	Results 
	In Silico Analyses of brl Genes from Different Genotypes 
	Transcriptome Expression Analysis of Brls 
	Overexpression of brl2, brl3 and brl4 Induces Asymmetrical Growth 
	Brl2, Brl3 and Brl4 are Involved in Self-Recognition 
	Brl1 and brl4 Expression is Induced During Mating 
	A Role in Clamp Fusion 

	Discussion 
	What Is the Difference: Comparing the Ligand-Recognizing Pheromone Receptors and Brls 
	Is There an Involvement of One or More Brls in Mating? 
	Functions Downstream of Direct Pheromone Interaction 
	Self-Recognition through Brls 
	Different Functions of the Four Brls Have Evolved in This Highly Diversified Tetrapolar Mating System 

	References

