
Citation: Choi, Y.-J.; Jung, S.; Eom,

H.; Hoang, T.; Han, H.-G.; Kim, S.;

Ro, H.-S. Structural Analysis of the A

Mating Type Locus and Development

of the Mating Type Marker of

Agaricus bisporus var. bisporus. J.

Fungi 2023, 9, 284. https://doi.org/

10.3390/jof9030284

Academic Editor: Hoi Shan Kwan

Received: 27 January 2023

Revised: 15 February 2023

Accepted: 20 February 2023

Published: 21 February 2023

Copyright: © 2023 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

Fungi
Journal of

Article

Structural Analysis of the A Mating Type Locus and
Development of the Mating Type Marker of Agaricus bisporus
var. bisporus
Yeon-Jae Choi † , Sujin Jung †, Hyerang Eom, Thimen Hoang, Hui-Gang Han, Sinil Kim and Hyeon-Su Ro *

Department of BioMedical Bigdata (BK21), Research Institute of Life Sciences, Gyeongsang National University,
Jinju 52828, Republic of Korea
* Correspondence: rohyeon@gnu.ac.kr
† These authors contributed equally to this work.

Abstract: Karyotyping in Agaricus bisporus is crucial for both the isolation of homokaryotic strains
and the confirmation of dikaryon establishment. For the verification of the karyotype, the A mat-
ing type loci of two homokaryotic strains, H39 and H97, were analyzed through comparative
sequence analysis. The two loci showed major differences in two sequence regions designated as
Region 1 and Region 2. H97 had a putative DNA transposon in Region 1 that had target site duplica-
tions (TSDs), terminal inverted repeats (TIRs), and a loop sequence, in contrast to H39, which only
had the insertional target sequence. Homologous sequences of the transposon were discovered in
the two different chromosomes of H97 and in one of H39, all of which have different TSDs but share
high sequence homology in TIR. Region 2 shared three consensus sequences between H97 and H39.
However, it was only from H97 that a large insertional sequence of unknown origin was discovered
between the first and second consensus sequences. The difference in length in Region 1, employed
for the verification of the A mating type, resulted in the successful verification of mating types in the
heterokaryotic and homokaryotic strains. This length difference enables the discrimination between
homo- and heterokaryotic spores by PCR. The present study suggests that the A mating type locus in
A. bisporus H97 has evolved through transposon insertion, allowing the discrimination of the mating
type, and thus the nuclear type, between A. bisporus H97 and H39.
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1. Introduction

Agaricus bisporus var. bisporus (abbreviated as A. bisporus) is the most commonly
cultivated edible mushroom in the world. Because of its economic importance, many
cultivars are being developed, and in recent years, there has been increasing demand for
the development of new varieties in response to environmental changes, such as global
warming, to ensure the sustainability of the mushroom industry. In the generation of
new strains, the traditional cross-mating between two different monokaryons has been
the major technique employed in mushroom breeding. Molecular breeding by modifying
genomic sequences to alter the function and expression of genes of interest [1] or by
introducing foreign DNA to the host chromosomal sequence [2–4] has been attempted with
some mushrooms; however, this approach is not applicable to edible mushrooms because
the mushrooms generated in this way are essentially genetically modified organisms
(GMOs). Nonetheless, a new technology in molecular breeding has emerged recently,
namely CRISPR-Cas9 gene-editing technology, which enables targeted modification of the
genes or DNA sequences of certain functions [5–8]. It has been applied to generate a new
strain of A. bisporus that is resistant to browning via gene-editing of polyphenol oxidase
(PPO) [9]. PPO-modified A. bisporus was the first gene-edited organism to circumvent the
US FDA’s GMO regulation, opening a new avenue for the breeding of mushrooms.
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A. bisporus is a pseudo-homothallic species of Agaricus that primarily produces bi-
nucleated spores while also producing a minor portion of mononuclear spores. The
bi-nucleated spores develop into self-fertilizing heterokaryotic mycelia (n + n), which
are capable of producing fruiting bodies without the need for mating [10]. However,
homokaryotic mycelia (n), which are generated when mononuclear spores germinate, must
be mated with a suitable mating partner of a different mating type for the completion of
sexual reproduction. Because of its unique life cycle, breeding A. bisporus has a number of
issues regardless of whether it involves conventional cross-mating or molecular breeding.
Firstly, it is very hard to isolate homokaryotic (n) strains with a desirable genetic trait
from the basidiospores because the spore-derived mycelia are essentially heterokaryotic
(n + n), even without mating [10]. Studies on basidiospores have shown that the rate
of homokaryons versus heterokaryons is less than 3% [10–12]. Secondly, it is impossible
to discriminate the mated heterokaryotic mycelia from the homokaryotic mycelia using
microscopic observation, which has been a common practice in mushroom breeding,
because A. bisporus lack clamp connections on the heterokaryotic mycelia. Moreover, A.
bisporus can have up to 25 nuclei in a mycelial cell [13], presenting challenges particularly
in molecular breeding where a modified nucleus has to be selected from the multiple
unmodified nuclei within the targeted mycelial cell. Dedikaryotization provides a useful
solution to this issue, allowing for the generation of homokaryons of A. bisporus through a
simple process that involves plating protoplasts derived from heterokaryotic mycelium and
selecting for homokaryotic regenerants [14]. Nevertheless, the generation and verification
of homokaryons are still some of the main hurdles in the breeding of A. bisporus.

Verification of the nucleus in A. bisporus has been approached by various fingerprinting
methods, including restriction fragment length polymorphisms (RFLPs) [12], inter-simple
sequence repeats (ISSRs) [11,15], and short sequence repeats (SSRs) [16]. However, all
of these have some degree of weakness in reproducibility and in practical application.
Alternatively, sequence variations in the allelic gene can be markers for each nucleus in
the dikaryotic cell [17–19]. In particular, sequence regions in the A mating type locus have
become successful nuclear markers for Lentinula edodes [20] and Pleurotus eryngii [21]. The
A mating type locus plays a critical role in the recognition of compatible nuclei for mating
partners [22].

In the present study, we analyzed the A mating type loci of two homokaryotic strains
(H97 and H39) of A. bisporus, which were the parental strains of the heterokaryotic Horst
U1 cultivar [23,24], to further understand structural differences and to develop nuclear
markers. Our investigation revealed that insertion of two DNA fragments differentiated
the mating type locus of H39 and H97 and thereby enabled PCR-based verification of the A
mating type by targeting the insertional sequences.

2. Materials and Methods
2.1. Strains and Culture Conditions

The strains of A. bisporus, including the heterokaryotic strains (1246 and 1225) and
the homokaryotic strains (1062, 1246-91, and 1225-78), were donated by the mushroom
stock center of the National Institute of Horticultural and Herbal Science, RDA, Korea.
The heterokaryotic strains, including NH1, Top, and EM, were isolated directly from the
fruiting bodies obtained from commercial markets. The mycelial culture was conducted in a
compost–dextrose–peptone medium (CDPM) containing 1% glucose, 0.7% malt extract, and
0.5% peptone in compost extract, as previously reported [4]. The mycelia were cultivated
in CDPM at 25 ◦C.

2.2. Sequence Analysis of the A Mating Type Locus

Sequence information for the A mating type locus located at chromosome 1 (GenBank
Acc. Nos. CP015470.1 for H39 and CP015457.1 for H97) of A. bisporus was retrieved from
GenBank. Gene arrangement in the A mating type locus of H39 was assigned manually
based on that of H97. Inverted repeats were predicted by the einverted program provided
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by EMBOSS explorer (http://emboss.toulouse.inra.fr/cgi-bin/emboss/einverted), accessed
on 23 November 2022. Secondary structure prediction of the inserted sequence found in the
A mating type locus of H97 was performed using the RNAfold web server (http://rna.tbi.
univie.ac.at/cgi-bin/RNAWebSuite/RNAfold.cgi), accessed on 12 January 2023.

2.3. Genomic DNA Extraction

Genomic DNA was extracted from the mycelia of A. bisporus cultured in the CPDM
medium for two weeks at 25 ◦C. In brief, the mycelia were collected by centrifugation at
3000× g for 10 min. The harvested mycelia were frozen in liquid nitrogen and then ground
using a mortar and pestle. Total genomic DNA was isolated from the ground mycelial
powder using a genomic DNA prep kit (HiGene™; BIOFACT, Daejeon, Republic of Korea).

2.4. Identification of Mating Types

Identification of the mating type was achieved using a targeted PCR with a primer
set (5′-ATCAGTACTTTGAAGCGTGGTAG-3′ and 5′-GTGCTCATACCTCACAATCACTG-
3′) specific to the variable sequence in Region 1 of the A mating type locus. The PCR
was conducted in a reaction mixture containing a template DNA (200 ng), 2X dye mix
(Enzynomix, Deajeon, Republic of Korea), and 1 µM of each primer under the following
conditions: initial denaturation at 95 ◦C for 5 min; 28 cycles of denaturation at 95 ◦C for
30 s, annealing at 57 ◦C for 30 s, and elongation at 72 ◦C for 2 min; and final elongation at
72 ◦C for 5 min.

2.5. Isolation of Homokaryotic Strains from Basidiospores

In order to generate spore-borne mycelia, basidiospores collected from the fruiting
bodies of A. bisporus NH1 were spread on a CDPM agar plate and then grown at 25 ◦C. Fast-
growing mycelia were removed from the plate as often as possible during the incubation
to exclude heterokaryotic single spore cultures, since heterokaryons grow generally faster
than homokaryons. Slow-growing colonies were taken from the plate and grown on CDPM
agar for further analysis.

3. Results
3.1. The A Mating Type Locus Structure of A. bisporus H39

The detailed structure of the A mating type locus of homokaryotic strain H39, a
parental strain to generate the heterokaryotic Horst U1 cultivar [23,24], was investigated
through sequence comparison with the A mating type locus of another parental homokaryon,
H97. The A mating type locus of H97 has been reported to consist of two β-fg genes, three
homeodomain protein (HD)-coding genes (a1-1, a2-1, and b2-2), and mip1 [19]. The A
mating type locus of H39 is located at chromosome 1 (spanning 947,581–960,644), the
same as that of H97. Both of the A mating type loci encode a1-1 and a2-1, which form a
heterodimeric transcription factor for mating gene regulation [22], located between β-fg
and mip1 (Figure 1). However, it was discovered that the extra copy of HD (b2-2) in H97
vanished, along with a 3 kb non-coding sequence in H39 (Figure 1A, Region 2). H39 also
lacked a sequence region of 1441 bp between β-fg1 and β-fg2 (Figure 1A, Region 1). These
two losses shortened the A mating type locus of H39 by 4214 bp.

Region 1 in H39 was made up of a serial connection of a sequence unit CTAAAGTCC,
a consensus sequence 1 (92 bp), an insertion (177 bp), and a consensus sequence 2 (256 bp).
However, in H97, it was composed of two CTAAAGTCC units with a large insertion
(1441 bp), a consensus sequence 1 (92 bp), and a consensus sequence 2 (256 bp) (Figure 1B),
indicating that Region 1 of H97 was expanded by the 1441 bp insertion situated between
the target site duplication (TSD) of CTAAAGTCC, while losing the 177 bp insertion.
Region 2 in H39, located between β-fg2 and a2-1, was a 791 bp sequence with no cod-
ing gene inside, whereas the same region in H97 comprised a much longer sequence
(3752 bp) with an extra copy of the HD gene (b2-2). Sequence comparison of Region 2
revealed that there were three consensus sequences between H39 and H97, of which the first

http://emboss.toulouse.inra.fr/cgi-bin/emboss/einverted
http://rna.tbi.univie.ac.at/cgi-bin/RNAWebSuite/RNAfold.cgi
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and third occurred immediately after β-fg2 and just before a2-1, respectively (Figure 1C).
The HD gene b2-2 was incorporated between the first and second consensus sequences in
H97, whereas the second consensus sequence was located at a distance of 72 bp from the
first consensus sequence in H39 (Figure 1C).
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of the A mating type loci located in chromosome 1. The shaded regions indicate the homologous
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numbers indicate the length of each gene or sequence region in the base pairs (bps). (B) Comparison
of Region 1 in H39 with that of H97. The target site duplications (TSDs) are boxed in red, and
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3.2. Analysis of Region 1 in the A Mating Type Locus

Further analysis of Region 1 revealed that it contained three inverted repeats (IRs), of
which IR1 was located immediately after the 5′-TSD and just before the 3′-TSD, while IR2
occurred at 6 bp after the 5′-side of IR1, and IR3 was connected to the 3′-side of IR1. IR2 and
IR3 contained Loop 1 (223 bp) and Loop 2 (972 bp), respectively (Figures 1B and 2A). The
sequence arrangement shown in Region 1 of H97, TSD–IR–insertion–IR–TSD, is a typical
structure of a DNA transposon, although neither of the loops carry intact transposase genes.
A secondary structure prediction by RNAfold resulted in the structure of a transposon
with the terminal inverted repeat (TIR, 93 bp), consisting of 5′-TIR by 5′-IR1 and 5′-IR3
and 3′–TIR by 3-’IR3 and 3′-IR1, as shown in Figure 2A. The transposition appears to have
occurred at the target site in the ancient chromosome 1, since the same site in H39 did not
have this insertion (Figures 1B and 2C). A more intact form of this structure, which lacks
Loop 1, was found at chromosome 7 (GenBank Acc. No. CP015463.1: 1242159–1243137)
of H97 but with a different TSD (GTCTGGGTG) (Figure 2B). The TIR here was a 96 bp-
long sequence highly homologous to the TIR region of the one found at chromosome
1 of H97. H39 did not have the transposon insertion at the target site in chromosome 7,
similar to that of chromosome 1 (Figure 2D). The same structures with different TSDs and
sequence variations in the TIR were found at chromosome 4 of H39 and H97 (Figure 2E).
Other structures with a homologous but shortened TIR (21 bp) were found at chromosome
3 of H39 and H97 and at chromosome 8 of H39 (Figure 2F). The Loop 2 homologues are
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provided in Supplementary Figures S1 and S2. The Loop 1 incorporated inside the 5′-TIR
of Region 1 is presumably another type of transposon that forms a palindromic structure
by IR2. Multiple homologous sequences were found in almost every chromosomal DNA of
H97 and H39, except for chromosome 11 of H97 and chromosome 4 of H39 (Supplementary
Figure S3). They could be part of the retrotransposon.
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Figure 2. Transposon sequences found in different chromosomes in H39 and H97. The homologous
sequences in the TIRs are boxed in green, and the TSDs are red-colored. (A) The structure of Region
1 in H97, composed of a serial connection of 5′TSD, 5′TIR, Loop 2, 3′TIR, and 3′TSD. 5′TIR has an
additional insertion with IR2 and Loop 1, presumably another form of transposon. (B) The structure
of the homologous transposon found at chromosome 7 of H97 (H97_ch7). The TIR and Loop 2 share
high sequence homologies with those at chromosome 1 (H97_ch1). However, it is thought to be
a more intact form since it lacks the Loop 1 insertion in the 5′TIR. (C) Possible explanation of the
transposon insertion at the target site in the ancient chromosome. Region 1 in H97 depicted in
(A) is thought to be constructed by sequential insertion of Loop 2 and Loop 1, whereas the target site
in chromosome 1 of H39 remains intact. (D) Possible incorporation of the homologous transposon
depicted in (B) to chromosome 7 of H97. The target site in H39 has two SNPs. (E) Homologous
transposons found from chromosome 4 of H39 (H39_ch4) and H97 (9H97_ch4). They share high
homology with the transposons depicted in (A,B), but have shown variations in the TIR regions.
(F) Potential transposons with a 21 bp homologous sequence region in the TIR regions. They have
homologous loop sequences but are not homologous to Loop 2. They share homology with the TIRs
in (A,B) only in 21 bp from the TSD.

3.3. Simple Verification of the A Mating Type through PCR

Verification of the mating type is the first step in mushroom breeding. This can be
achieved either by cross-mating analysis among the monokaryotic mycelia generated from
the basidiospores or by direct sequence analysis of the mating type locus. Different from
the tetrapolar mating behavior in most mushrooms, A. bisporus mates in a bipolar manner,
governed only by the A mating type locus [19,25]. Therefore, any sequence variation in
the A mating type loci of compatible mating pairs can be a marker for the mating type of
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the monokaryotic strains and a marker for a nucleus in the dikaryotic cytoplasm as well.
Accordingly, we assessed the A mating type of A. bisporus using the length difference in
Region 1 (Figure 1), by designating Region 1 in the homokaryotic H39 strain (427 bp) as
the A1 mating type and that in the H97 strain (1699 bp) as the A2 mating type. The PCR
analysis targeting Region 1 resulted in the successful recognition of the two A mating types
in the heterokaryotic strains as an indication of the presence of two nuclei (Figure 3A). It
also showed that the three homokaryotic strains stocked in RDA are the A1 mating type.
The verification method was employed to distinguish the mating type of the basidiospores
collected from the fruiting body of A. bisporus NH1. The majority of the spore-borne
mycelia (82/102) were bi-nucleated and showed the presence of both the A1 and A2 mating
types, while 20 were homokaryons (Figure 3B). Among the 20 homokaryons, eight were
A1 and 12 were A2. The rate of homokaryons in this experiment was 19.6%, which was
extraordinarily higher than the previously reported value of less than 3% [11,12]. This
potentially came from the biased selection process of spore-borne mycelia that targeted
the isolation of slow-growing mycelia. It is known that homokaryons grow slower than
heterokaryons [10,26].
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of commercial and stock strains. (B) Verification of the A mating types of the spore-borne mycelial
isolates. The basidiospores, collected from the fruiting body of the NH1 strain, were plated on
CDPM. The slow-growing mycelial colonies were isolated and their A mating types were investigated
using PCR targeting of Region 1 in Figure 1. The homokaryons are indicated by arrows in different
colors, where A1s are in red and A2s are in blue. Differently identified karyotypes from the A mating
type marker analysis shown in Figure 4A are boxed. The distribution of the spore mating types is
summarized in the table under the picture.



J. Fungi 2023, 9, 284 7 of 10

J. Fungi 2023, 9, x  7  of  10 
 

 

different colors, where A1s are in red and A2s are in blue. Differently identified karyotypes from 

the A mating  type marker analysis shown  in Figure 4A are boxed. The distribution of  the spore 

mating types is summarized in the table under the picture. 

3.4. Validation of the A Mating Type Marker and Comparison with the 39Tr 2/5‐2/4 Marker 

Validation of our A mating type marker was performed by direct sequencing of the 

variable sequence region located between the HD domain regions of a1‐1 and a2‐1 in the 

A mating type loci, as previously described [20]. Our sequence analysis on some of the 

homokaryons in Figure 3B revealed that the A1 homokaryons shared identical sequences, 

while the A2 homokaryons shared the same sequence polymorphism, as shown in Figure 

4A. Validity of  the A mating  type marker was  further demonstrated by  the successful 

mating of Nos. 23 and 24 with No. 13 and failure in mating Nos. 13 and 19, as well as Nos. 

22 and 23 (Figure 4B). 

The karyotypes of  the spore‐borne mycelia shown  in Figure 3B were compared to 

those determined using the 39Tr 2/5‐2/4 marker, an approach developed by Gao et al. [18]. 

The 39Tr 2/5‐2/4 marker is located on chromosome 7 of H39 (CP015476.1:748009‐748677, 

668 bp) and H97 (CP015463.1:812033‐812389, 356 bp). We designated the former as the H1 

karyotype and  the  latter as  the H2 karyotype  in  this study.  In  the 39Tr 2/5‐2/4 marker 

analysis, 80 were heterokaryons (marked as H1H2 in Figure 4C) and 22 were homokary‐

ons  (marked as H1 or H2  in Figure 4C). The homokaryons of  the H1 karyotype corre‐

sponded to the A1 mating type, except for homokaryons Nos. 23 and 53 which were the 

A2 mating type. Likewise, the H2 homokaryons were mostly the A2 mating type, except 

for four homokaryons, Nos. 19, 54, 94, and 95, which were A1 in the mating‐type analysis. 

Additionally, the isolates No. 36 and No. 81, which were heterokaryons in the A mating‐

type marker analysis, were estimated to be homokaryons. The karyotype differences dis‐

covered here potentially result from transposon mobilization from H1 to H2. The H1 se‐

quence contained a hAT‐type non‐autonomous DNA transposon homologous to ABR1, 

which was absent from H2 (Supplementary Figure S4). 

 

Figure 4. Validation of the karyotyping marker. (A) Sequence analysis of the A mating type regions 

in the spore‐borne mycelial isolates. The sequence regions between a2‐1 and a1‐1 were determined 
Figure 4. Validation of the karyotyping marker. (A) Sequence analysis of the A mating type regions in
the spore-borne mycelial isolates. The sequence regions between a2-1 and a1-1 were determined after
PCR. The consensus sequences in a2-1 and a1-1 are shaded in yellow and polymorphic sequences
are shaded in grey. (B) Mating analysis between homokaryotic strains. Karyotyping was carried
out after isolating heterokaryotic mates from the mating plate (red arrows). (C) Karyotyping of the
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from the A mating type marker analysis shown in Figure 3B are boxed.

3.4. Validation of the A Mating Type Marker and Comparison with the 39Tr 2/5-2/4 Marker

Validation of our A mating type marker was performed by direct sequencing of the
variable sequence region located between the HD domain regions of a1-1 and a2-1 in
the A mating type loci, as previously described [20]. Our sequence analysis on some
of the homokaryons in Figure 3B revealed that the A1 homokaryons shared identical
sequences, while the A2 homokaryons shared the same sequence polymorphism, as shown
in Figure 4A. Validity of the A mating type marker was further demonstrated by the
successful mating of Nos. 23 and 24 with No. 13 and failure in mating Nos. 13 and 19, as
well as Nos. 22 and 23 (Figure 4B).

The karyotypes of the spore-borne mycelia shown in Figure 3B were compared to
those determined using the 39Tr 2/5-2/4 marker, an approach developed by Gao et al. [18].
The 39Tr 2/5-2/4 marker is located on chromosome 7 of H39 (CP015476.1:748009-748677,
668 bp) and H97 (CP015463.1:812033-812389, 356 bp). We designated the former as the H1
karyotype and the latter as the H2 karyotype in this study. In the 39Tr 2/5-2/4 marker
analysis, 80 were heterokaryons (marked as H1H2 in Figure 4C) and 22 were homokaryons
(marked as H1 or H2 in Figure 4C). The homokaryons of the H1 karyotype corresponded
to the A1 mating type, except for homokaryons Nos. 23 and 53 which were the A2 mating
type. Likewise, the H2 homokaryons were mostly the A2 mating type, except for four
homokaryons, Nos. 19, 54, 94, and 95, which were A1 in the mating-type analysis. Addi-
tionally, the isolates No. 36 and No. 81, which were heterokaryons in the A mating-type
marker analysis, were estimated to be homokaryons. The karyotype differences discovered
here potentially result from transposon mobilization from H1 to H2. The H1 sequence
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contained a hAT-type non-autonomous DNA transposon homologous to ABR1, which was
absent from H2 (Supplementary Figure S4).

4. Discussion

The mating of basidiomycetes is normally governed by mating type genes clustered
in two chromosomal mating type loci, A and B, resulting in tetrapolar mating behavior,
whereas the mating of A. bisporus var. bisporus is controlled by the A mating type locus
because of a loss of mating type function in the B locus [19]. Similar bipolar mating has been
shown by other mushrooms, such as Coprinellus disseminatus, Phanerochaete chrysosporium,
and Pholiota nameko [27–29]. In these mushrooms, the diversification of the A mating type
locus is particularly important for successful reproduction in wild environments.

The diversification of the A mating type locus has occurred in various ways, such
as sequence variations in the HD genes, gene number variations in HD gene sets, and
the insertion of DNA fragments into the mating type locus, depending on mushroom
species. Sequence variations in the mating type genes are one way to generate mating type
diversity, as shown in studies of L. edodes and P. eryngii, in which the sequence regions
spanning the 5′-HD1–intergenic sequence–5′-HD2 became hyper-variable [20,21]. The
paralogous expansion and constriction of HD gene sets have been discovered in many
mushrooms, such as Coprinopsis cinerea which carries three sets of HD1–HD2 pairs in the
archetypal A and diversifies through gene constriction [17,30]. The transposon insertion to
the A mating type locus is the other form of A mating type evolution as in A. bisporus var.
burnettii [19], Neurospora [31], and Ustilago [32]. Transposon insertion is also responsible
for the emergence of the A mating type locus of A. bisporus var. bisporus H97 in this
investigation (Figures 1 and 2). The presence of multiple homologous sequences in various
chromosomal DNAs (Figure 2) suggests that the A mating type locus may have acquired
the insertion through inter-chromosomal transposition.

Lastly, transposon insertion enables the simple detection of the mating types (nuclear
types) through PCR analysis. It is crucial to identify the nuclear type of the mycelial
cells in A. bisporus for the separation of homokaryons from heterokaryons and for the
verification of a specific nucleus in multi-nucleated heterokaryotic cells [10,13]. Numerous
fingerprinting methods, such as RFLP, ISSR, and SSR, have been developed [11,12,15,16];
nevertheless, they are not simple or useful enough for routine application. However, as
accessibility to genome sequence information increases, comparative analysis of these
sequences has opened up new possibilities for discovering more precise and straight-
forward verification markers when combined with PCR. This has been applied in the
karyotyping of L. edodes [20] and P. eryngii [21], and in the typing of mitochondrial DNA
in L. edodes [33]. Our mating type marker study, conducted within the same framework
as previous studies, illustrates that thorough analysis of genome information leads to the
straightforward and reliable detection of karyotype which enables differentiation between
homokaryons and heterokaryons and the evaluation of mating success in traditional mating
and molecular breeding.
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Author Contributions: Conceptualization, H.-S.R., S.J. and Y.-J.C.; methodology, S.J. and T.H.;
validation, S.J. and T.H.; formal analysis, H.-G.H. and H.E.; data curation, H.-S.R. and Y.-J.C.;
writing—original draft preparation, H.-S.R. and S.J.; writing—review and editing, S.K. and H.-S.R.
All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the GNU Bridge+ Innovative Ignition Creative project, Korea
Research Foundation.

Institutional Review Board Statement: Not applicable.

https://www.mdpi.com/article/10.3390/jof9030284/s1


J. Fungi 2023, 9, 284 9 of 10

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

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

References
1. Appels, F.V.; Dijksterhuis, J.; Lukasiewicz, C.E.; Jansen, K.; Wösten, H.A.; Krijgsheld, P. Hydrophobin gene deletion and

environmental growth conditions impact mechanical properties of mycelium by affecting the density of the material. Sci. Rep.
2018, 8, 4703. [CrossRef] [PubMed]

2. Chen, X.; Stone, M.; Schlagnhaufer, C.; Romaine, C.P. A fruiting body tissue method for efficient Agrobacterium-mediated
transformation of Agaricus bisporus. Appl. Environ. Microbiol. 2000, 66, 4510–4513. [CrossRef]

3. Mikosch, T.S.; Lavrijssen, B.; Sonnenberg, A.S.; van Griensven, L.J. Transformation of the cultivated mushroom Agaricus bisporus
(Lange) using T-DNA from Agrobacterium tumefaciens. Curr. Genet. 2001, 39, 35–39. [CrossRef]

4. Kim, M.S.; Ro, H.S. Generation of iron-independent siderophore-producing Agaricus bisporus through the constitutive expression
of hapX. Genes 2021, 12, 724. [CrossRef]

5. Sugano, S.S.; Suzuki, H.; Shimokita, E.; Chiba, H.; Noji, S.; Osakabe, Y.; Osakabe, K. Genome editing in the mushroom-forming
basidiomycete Coprinopsis cinerea, optimized by a high-throughput transformation system. Sci. Rep. 2017, 7, 1260. [CrossRef]
[PubMed]

6. Qin, H.; Xiao, H.; Zou, G.; Zhou, Z.; Zhong, J.J. CRISPR-Cas9 assisted gene disruption in the higher fungus Ganoderma species.
Proc. Biochem. 2017, 56, 57–61. [CrossRef]

7. Moon, S.; An, J.Y.; Choi, Y.J.; Oh, Y.L.; Ro, H.S.; Ryu, H. Construction of a CRISPR/Cas9-mediated genome editing system in
Lentinula edodes. Mycobiology 2021, 49, 599–603. [CrossRef]

8. Yamasaki, F.; Nakazawa, T.; Oh, M.; Bao, D.; Kawauchi, M.; Sakamoto, M.; Honda, Y. Gene targeting of dikaryotic Pleurotus
ostreatus nuclei using the CRISPR/Cas9 system. FEMS Microbiol. Lett. 2022, 369, fnac083. [CrossRef]

9. Waltz, E. Gene-edited CRISPR mushroom escapes US regulation. Nature 2016, 532, 293. [CrossRef] [PubMed]
10. Kerrigan, R.W.; Royer, J.C.; Baller, L.M.; Kohli, Y.; Horgen, P.A.; Anderson, J. Meiotic behavior and linkage relationships in the

secondarily homothallic fungus Agaricus bisporus. Genetics 1993, 133, 225–236. [CrossRef] [PubMed]
11. Sharma, M.; Suman, B.C.; Gupta, D. Characterization of single spore isolates of Agaricus bisporus (Lange) imbach using conven-

tional and molecular methods. Curr. Microbiol. 2014, 69, 474–483. [CrossRef]
12. Summerbell, R.C.; Castle, A.J.; Horgen, P.A.; Anderson, J.B. Inheritance of restriction fragment length polymorphisms in Agaricus

brunnescens. Genetics 1989, 123, 293–300. [CrossRef]
13. Gehrmann, T.; Pelkmans, J.F.; Ohm, R.A.; Vos, A.M.; Sonnenberg, A.S.; Baars, J.J.; Wösten, H.; Reinders, M.; Abeel, T. Nucleus-

specific expression in the multinuclear mushroom-forming fungus Agaricus bisporus reveals different nuclear regulatory programs.
Proc. Natl. Acad. Sci. USA 2018, 115, 4429–4434. [CrossRef]

14. Miyazaki, K.; Maeda, H.; Sunagawa, M.; Tamai, Y.; Shiraishi, S. Screening of heterozygous DNA markers in shiitake (Lentinula
edodes) using de-dikaryotization via preparation of protoplasts and isolation of four meiotic monokaryons from one basidium.
J. Wood Sci. 2000, 46, 395–400. [CrossRef]

15. Nazrul, M.I.; YinBing, B. Differentiation of homokaryons and heterokaryons of Agaricus bisporus with inter-simple sequence
repeat markers. Microbiol. Res. 2011, 166, 226–236. [CrossRef] [PubMed]

16. Wang, L.N.; Wei, G.A.O.; Wang, Q.Y.; Qu, J.B.; Zhang, J.X.; Huang, C.Y. Identification of commercial cultivars of Agaricus bisporus
in China using genome-wide microsatellite markers. J. Integrat. Agricult. 2019, 18, 580–589. [CrossRef]

17. Pardo, E.H.; O’Shea, S.F.; Casselton, L.A. Multiple versions of the A mating type locus of Coprinus cinereus are generated by three
paralogous pairs of multiallelic homeobox genes. Genetics 1996, 144, 87–94. [CrossRef] [PubMed]

18. Gao, W.; Baars, J.J.; Dolstra, O.; Visser, R.G.; Sonnenberg, A.S. Genetic variation and combining ability analysis of bruising
sensitivity in Agaricus bisporus. PloS ONE 2013, 8, e76826. [CrossRef]

19. Foulongne-Oriol, M.; Taskent, O.; Kües, U.; Sonnenberg, A.S.M.; van Peer, A.F.; Giraud, T. Mating-type locus organization and
mating-type chromosome differentiation in the bipolar edible button mushroom Agaricus bisporus. Genes 2021, 12, 1079. [CrossRef]

20. Ha, B.; Kim, S.; Kim, M.; Moon, Y.J.; Song, Y.; Ryu, J.S.; Ryu, H.; Ro, H.S. Diversity of A mating type in Lentinula edodes and mating
type preference in the cultivated strains. J. Microbiol. 2018, 56, 416–425. [CrossRef]

21. Ju, Y.; Kim, S.; Kim, M.; Ryu, J.S.; Ro, H.S. Structure analysis of A and B mating type loci in a representative commercial strain of
Pleurotus eryngii. Sci. Hortic. 2020, 274, 109686. [CrossRef]

22. Kües, U. From two to many: Multiple mating types in Basidiomycetes. Fungal Biol. Rev. 2015, 29, 126–166. [CrossRef]
23. Sonnenberg, A.S.; de Groot, P.W.; Schaap, P.J.; Baars, J.J.; Visser, J.; Van Griensven, L.J. Isolation of expressed sequence tags of

Agaricus bisporus and their assignment to chromosomes. Appl. Environ. Microbiol. 1996, 62, 4542–4547. [CrossRef]
24. Sonnenberg, A.S.; Gao, W.; Lavrijssen, B.; Hendrickx, P.; Sedaghat-Tellgerd, N.; Foulongne-Oriol, M.; Kong, W.S.; Schijlen, E.;

Baars, J.J.; Visser, R.G. A detailed analysis of the recombination landscape of the button mushroom Agaricus bisporus var. bisporus.
Fungal Genet. Biol. 2016, 93, 35–45. [CrossRef] [PubMed]

25. Raper, C.A.; Kaye, G. Sexual and other relationships in the genus Agaricus. Microbiology 1978, 105, 135–151. [CrossRef]

http://doi.org/10.1038/s41598-018-23171-2
http://www.ncbi.nlm.nih.gov/pubmed/29549308
http://doi.org/10.1128/AEM.66.10.4510-4513.2000
http://doi.org/10.1007/s002940000178
http://doi.org/10.3390/genes12050724
http://doi.org/10.1038/s41598-017-00883-5
http://www.ncbi.nlm.nih.gov/pubmed/28455526
http://doi.org/10.1016/j.procbio.2017.02.012
http://doi.org/10.1080/12298093.2021.2006401
http://doi.org/10.1093/femsle/fnac083
http://doi.org/10.1038/nature.2016.19754
http://www.ncbi.nlm.nih.gov/pubmed/27111611
http://doi.org/10.1093/genetics/133.2.225
http://www.ncbi.nlm.nih.gov/pubmed/8094696
http://doi.org/10.1007/s00284-014-0608-6
http://doi.org/10.1093/genetics/123.2.293
http://doi.org/10.1073/pnas.1721381115
http://doi.org/10.1007/BF00776403
http://doi.org/10.1016/j.micres.2010.03.001
http://www.ncbi.nlm.nih.gov/pubmed/20630725
http://doi.org/10.1016/S2095-3119(18)62126-4
http://doi.org/10.1093/genetics/144.1.87
http://www.ncbi.nlm.nih.gov/pubmed/8878675
http://doi.org/10.1371/journal.pone.0076826
http://doi.org/10.3390/genes12071079
http://doi.org/10.1007/s12275-018-8030-6
http://doi.org/10.1016/j.scienta.2020.109686
http://doi.org/10.1016/j.fbr.2015.11.001
http://doi.org/10.1128/aem.62.12.4542-4547.1996
http://doi.org/10.1016/j.fgb.2016.06.001
http://www.ncbi.nlm.nih.gov/pubmed/27288752
http://doi.org/10.1099/00221287-105-1-135


J. Fungi 2023, 9, 284 10 of 10

26. Kerrigan, R.W.; Baller, L.M.; Horgen, P.A.; Anderson, J.B. Strategies for the efficient recovery of Agaricus bisporus homokaryons.
Mycologia 1992, 84, 575–579. [CrossRef]

27. Yi, R.; Tachikawa, T.; Ishikawa, M.; Mukaiyama, H.; Bao, D.; Aimi, T. Genomic structure of the A mating-type locus in a bipolar
basidiomycete, Pholiota nameko. Mycol. Res. 2009, 113, 240–248. [CrossRef]

28. James, T.Y.; Srivilai, P.; Kües, 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]

29. 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]

30. Casselton, L.A.; Olesnicky, N.S. Molecular genetics of mating recognition in basidiomycete fungi. Microbiol. Mol. Biol. Rev. 1998,
62, 55–70. [CrossRef]

31. Gioti, A.; Mushegian, A.A.; Strandberg, R.; Stajich, J.E.; Johannesson, H. Unidirectional evolutionary transitions in fungal mating
systems and the role of transposable elements. Mol. Biol. Evol. 2012, 29, 3215–3226. [CrossRef]

32. Bakkeren, G.; Jiang, G.; Warren, R.L.; Butterfield, Y.; Shin, H.; Chiu, R.; Linning, R.; Schein, J.; Lee, N.; Hu, G.; et al. Mating
factor linkage and genome evolution in basidiomycetous pathogens of cereals. Fungal Genet. Biol. 2006, 43, 655–666. [CrossRef]
[PubMed]

33. Kim, S.; Song, Y.; Ha, B.; Moon, Y.J.; Kim, M.; Ryu, H.; Ro, H.S. Variable number tandem repeats in the mitochondrial DNA of
Lentinula edodes. Genes 2019, 10, 542. [CrossRef] [PubMed]

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

http://doi.org/10.1080/00275514.1992.12026179
http://doi.org/10.1016/j.mycres.2008.11.002
http://doi.org/10.1534/genetics.105.051128
http://doi.org/10.1128/EC.00212-10
http://doi.org/10.1128/MMBR.62.1.55-70.1998
http://doi.org/10.1093/molbev/mss132
http://doi.org/10.1016/j.fgb.2006.04.002
http://www.ncbi.nlm.nih.gov/pubmed/16793293
http://doi.org/10.3390/genes10070542
http://www.ncbi.nlm.nih.gov/pubmed/31319586

	Introduction 
	Materials and Methods 
	Strains and Culture Conditions 
	Sequence Analysis of the A Mating Type Locus 
	Genomic DNA Extraction 
	Identification of Mating Types 
	Isolation of Homokaryotic Strains from Basidiospores 

	Results 
	The A Mating Type Locus Structure of A. bisporus H39 
	Analysis of Region 1 in the A Mating Type Locus 
	Simple Verification of the A Mating Type through PCR 
	Validation of the A Mating Type Marker and Comparison with the 39Tr 2/5-2/4 Marker 

	Discussion 
	References

