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A B S T R A C T

Developing plants from in vitro culture of microspores or immature pollen grains (androgenesis) is a highly
genotype-dependent process whose effectiveness in cereals is significantly reduced by occurrence of albino re-
generants. Here, we examined a hypothesis that the molecular differentiation of plastids in barley microspores
prior to in vitro culture affects the genotype ability to regenerate green plants in culture. At the mid-to-late
uninucleate (ML) stage, routinely used to initiate microspore culture, the expression of most genes involved in
plastid transcription, translation and starch synthesis was significantly higher in microspores of barley cv.
‘Mercada’ producing 90% albino regenerants, than in cv. ‘Jersey’ that developed 90% green regenerants. The ML
microspores of cv. ‘Mercada’ contained a large proportion of amyloplasts filled with starch, while in cv. ‘Jersey’
there were only proplastids. Using additional spring barley genotypes that differed in their ability to regenerate
green plants we confirmed the correlation between plastid differentiation prior to culture and albino re-
generation in culture. The expression of GBSSI gene (Granule-bound starch synthaseI) in early-mid (EM) micro-
spores was a good marker of a genotype potential to produce green regenerants during androgenesis. Initiating
culture from EM microspores that significantly improved regeneration of green plants may overcome the pro-
blem of albinism.

1. Introduction

The microspores released from the tetrad undergo micro-
gametogenesis to form mature pollen grains [1]. First, the vacuolisation
of microspores and the nucleus displacement to an acentric position
occur, indicating the stages of the microspore progress from the early
uninucleate microspores in which the nucleus is localised in the centre
to the late uninucleate microspores with a peripheral position of en-
larged nucleus [2]. Microspore development is followed by the first
pollen mitosis, which results in the formation of two unequal-sized
daughter cells – a vegetative and a generative cell [3]. The mature
pollen grain consists of two sperm cells enclosed in a vegetative cell that
accumulates starch deposited in the starch grains [1].

The microspores of cereals contain proplastids – undifferentiated,
colourless, small plastids that do not play any metabolic function but
they give rise to all types of plastids [4]. During the progression of
pollen development, the plastids in the vegetative cell differentiate into
amyloplasts and serve as storage for starch needed for the germination

of pollen grains and pollen tube growth [5,6]. In cereals, the differ-
entiation of proplastids into amyloplasts occurs in the vacuolated mi-
crospores [7,8], however, little is known about the molecular me-
chanisms that underlie this process. The molecular aspects of
amyloplast formation, including gene expression and proteomic ana-
lyses, have only been reported for the endosperm tissue of rice and
wheat [9–12] and potato tubers [13–15]. Initiation of amyloplast dif-
ferentiation requires transcriptional and translational activity within
the plastids, which serve as a checkpoint of proplastid to amyloplast
transition and a plastid-to-nucleus retrograde signal [16]. The retro-
grade signalling controls the induction of amyloplast development by
activating the nuclear-located genes encoding the starch biosynthesis
enzymes such as glucose-1-phosphate adenylyltransferase (Agp),
granule-bound starch synthase (GBSS), starch synthase (SS) and starch-
branching enzyme (Sbe) [17–19]. However detailed mechanisms of the
signal transduction and the stage of plastid differentiation during pollen
development remain unclear.

By treating vacuolated microspores with stress factors such as high
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or low temperatures or starvation, it is possible to change their devel-
opmental pathway from a gametophytic into a sporophytic one and to
induce microspore embryogenesis [20]. Developing plants from in vitro
culture of male gametophytes (androgenesis) is the most effective
method of producing doubled haploids (DH) [21–23]. Doubled hap-
loidy is the essential technology utilised to accelerate the development
of new cultivars in breeding programmes [24–26]. Therefore, an ef-
fective protocol for producing DH is the main concern of androgenetic
studies.

Among many factors that affect the efficiency of androgenesis, the
stage of microspore development is crucial because of the narrow re-
programming window [27]. It was demonstrated that the mid-to-late
uninucleate (ML) stage of microspore development is the most effective
stage to induce androgenesis in most crops [21]. However, androgen-
esis is a highly genotype-dependent process whose effectiveness in
cereals is severely limited by the regeneration of albino plants that lack
the chlorophyll in normally green tissues. The high level of albino
plants among androgenic regenerants, sometimes reaching 100%, has
been reported for all major cereals including barley [28,29], triticale
[30], wheat [31,32] and rice [33]. For this reason, albinism often limits
the use of agronomically important genotypes in the breeding pro-
grammes that utilise doubled haploidy.

Deletions in the plastid DNA of albino plants have been suggested as
the main cause of altered plastid formation in wheat [34–36], rice
[37,38], barley [35,39,40] and triticale [36]. Studies of chloroplast
development in anther culture of winter barley cv. ‘Igri’ that mostly
regenerates green plants and spring cultivars that mostly produce al-
bino plants indicated that the degradation of the plastid genome was
the cause of albino formation [41–43]. However, in wheat anther cul-
tures only a part of the examined albino regenerants contained altered
plastid DNA, although all of them showed changed transcriptome
profiles compared to the green plants [44]. In barley, a microarray
analysis of pretreated anthers derived from DH lines that differed in
their green/albino plant ratio identified 21 genes related to albino
formation [45]. Additionally, the QTLs for the level of green re-
generants have been identified in barley [46,47] and triticale [48].

The possible impact of plastid differentiation during pollen devel-
opment in vivo on the formation of albino plants in vitro has not yet been
the subject of androgenic studies. Despite the many ultrastructural and
molecular aspects that have been covered by research, the primary
mechanism that underlies the formation of albino plants during an-
drogenesis has not yet been revealed. Additionally, the genotype-de-
pendence of the albino plant phenomenon remains unexplained.

In this study, we addressed the question of whether the genotype-
dependent frequency of albino regenerants in barley microspore cul-
tures in vitro is the consequence of plastid differentiation during pollen
development in vivo. To verify this hypothesis we performed a detailed
analysis of plastid differentiation during the successive stages of pollen
development in spring barley cultivars that differed in their ability to
regenerate green plants during androgenesis. Based on the analysis of
expression profiles of genes involved in transcription, translation and
starch biosynthesis in microspore plastids, together with observations
of the plastid morphology using light microscopy and TEM, we de-
monstrate that the early activation of starch biosynthesis genes during
microspore development in vivo is associated with the high rate of al-
bino plants among in vitro regenerants. Our results show that initiating
cultures from an earlier stage of microspore development, before
amyloplast formation, might increase the contribution of green plants
in isolated microspore cultures and thus overcome the problem of al-
binism in barley.

2. Material and methods

2.1. Plant material and growth conditions

Ten spring barley cultivars with divergent pedigrees were used:

‘Argento’ (Denmark), ‘Bordo’ (Poland), ‘Bruce’ (Canada), ‘Chevallier’
(Great Britain), ‘Jersey’ (Netherlands), ‘Justina’ (Germany), ‘Larker’
(USA), ‘Loosdorfer’ (Austria), ‘Mercada’ (Germany) and ‘Tamparkorn’
(Great Britain). Except for the six-row cvs. ‘Bruce’, ‘Larker’ and
‘Tamparkorn’, the rest of cultivars are two-row. Among these geno-
types, ‘Argento’, ‘Bruce’, ‘Justina’ and ‘Mercada’ are used as fodder,
whereas ‘Bordo’, ‘Chevallier’, ‘Jersey’, ‘Larker’, ‘Loosdorfer’, and
‘Tamparkorn’ are malting cultivars.

The donor plants for the in vitro culture and in vivo analyses were
sown and grown at 18/16 °C for three weeks in a growth room with
light intensity of 200 μM s-1 m-2 and then transferred to a growth
chamber under controlled conditions at a day/night temperature of 17/
14 °C, illumination 480-500 μM s-1 m-2 photon flux density and 16/8 h
photoperiod. To initiate the in vitro culture, spikes containing micro-
spores at the mid-to-late uninucleate (ML) stage of development were
collected. To perform the experiments during the in vivo pollen devel-
opment, microspores at the stages: early uninucleate (E), early-mid
uninucleate (EM) and mid-to-late uninucleate (ML) as well as immature
binucleate pollen (BN) and mature pollen grains (P) were used
(Supplementary Data Fig. S1).

2.2. Isolated microspore culture

Tillers with spikes containing microspores at the ML developmental
stage were collected when the distance between the flag and the pe-
nultimate leaf was 6−8 cm, depending on the genotype. The distance
was determined experimentally and confirmed for each batch of spikes
by acetocarmine staining of anthers excised from the middle part of one
spike. Tillers were surface sterilised with 70% ethanol. The microspores
were freshly isolated according to Coronado et al. [49]. Briefly, eight to
ten spikes were homogenised in 20ml 0.4M mannitol using a Waring
Variable-Speed Laboratory Blender (Waring Laboratory Science) twice
for 20 s. The homogenate was filtered through 100 μm nylon mesh and
the remaining spike tissue was re-blended and then re-filtered. The
microspores were collected via centrifugation (110×g; 10 min; 4 °C), re-
suspended in 5ml 0.55M maltose overlaid with 2ml 0.4M mannitol
and centrifuged (110 × g; 10min; 4 °C) once more. The microspores
present in the interphase were collected and pretreated in SMB1
medium at 25 °C for 48 h, after adjustment of their density to 100,000
microspores per 1ml in Petri dish. All media (Supplementary Data
Table S1) were prepared according to Coronado et al. [49] and Kum-
lehn et al. [50]. The medium was then exchanged for KBP induction
medium and cultures were incubated at 25 °C in the dark for seven
days, followed by the addition of another 1ml of fresh KBP medium.
The incubation of the culture was then continued under the same
conditions on a rotary shaker at 65 rpm. The developed multicellular
structures were transferred onto KBPD differentiation medium for two
weeks, then the microspore-derived embryos were placed on K4NB
regeneration medium and cultured at 25 °C in the dark for five days,
after which they were exposed to 100 μM s-1 m-2 of light with a 16/8 h
photoperiod. The number of green and albino plants were counted after
four weeks and the number of both types of regenerants per 100,000
microspores (one induction Petri dish) was estimated. At least three
independent isolations of microspores were performed to initiate the in
vitro culture for each cultivar.

For isolation of EM microspores, tillers showing 2−3 cm distance
between the flag and the penultimate leaf were collected. The EM mi-
crospores for the in vitro cultures were isolated with some modifications
because of their higher sensitivity to mechanical damage. The spikes
were blended twice in 20ml 0.4M mannitol at a very low speed
(Waring blender speed set between two and three on a ten-speed scale)
for 30 s. The microspores were collected via centrifugation at 120×g,
and the viable microspores were collected at 130×g.
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2.3. Preparation of samples and extracting the nucleic acids

Microspores (E, EM, ML) from five-six spikes were isolated by
blending (Waring Laboratory Science) them twice for 30 s at a low
speed in 0.4 M mannitol followed by filtering through 100 μm nylon
mesh. To isolate immature binucleate (BN) and mature pollen (P)
grains, the florets and anthers, respectively, were excised and slowly
blended in 0.4M mannitol and then filtered. The suspension was cen-
trifuged at 110 × g for 10min in order to collect the microspores and
pollen grains. The total RNA was isolated by grinding samples in a
frozen mortar using a RNAqueous™ Total RNA Isolation Kit (Invitrogen)
according to the manufacturer’s instructions, in three independent
biological repetitions. One biological repetition was represented by
microspores isolated from approx. six spikes. To extract DNA, samples
containing freshly isolated microspores, immature and mature pollen
grains were homogenised in liquid nitrogen with glass beads (Sigma
Aldrich) using a FastPrep Instrument (MP Biochemicals). DNA from
freshly isolated microspores at the E, EM and ML stages and immature
pollen grains (BN) were extracted using the C-TAB method [51]. The
DNA from mature pollen grains was isolated according to Torres et al.
[52]. The isolated DNA was treated with 10 μg of RNase at 37 °C for
45min. The concentration and purity of the isolated samples (three
biological repetitions, with microspores from approx. six spikes per
repetition) were evaluated using an ND-1000 spectrophotometer
(Thermo Fisher Scientific).

2.4. RT-qPCR and qPCR

One μg of total RNA per sample was treated with RQ1 RNase-Free
DNase (Promega) and reverse transcribed in a 20 μl reaction volume
using a RevertAid First Strand cDNA Synthesis Kit (Thermo Fisher
Scientific) with random primers, according to the manufacturer’s in-
structions. The obtained cDNA was diluted five-fold with water and
used at a volume of 2.5 μl in RT-qPCR. In qPCR, 50 ng of DNA was used
as the template to quantify the gene copy number. Both analyses were
carried out in a 10 μl volume using a LightCycler® 480 SYBR Green I
Master (Roche) in two technical repeats. The primers used in the ana-
lyses were designed with Primer3 [53] and are listed in Supplementary
Data Table S2 (RT-qPCR) and Supplementary Data Table S3 (qPCR).
Analyses were performed using a LightCycler 480 (Roche) under the
following reaction conditions: initial denaturation 5min at 95 °C, fol-
lowed by 10 s at 95 °C, 20 s at a temperature specific for the primers,
10 s at 72 °C, repeated in 40 cycles. Denaturation for the melt curve
analysis was conducted for 5 s at 95 °C, followed by 1min at 65 °C and
heating up to 98 °C (0.1 °C/s for the fluorescence measurement). The Ct
values and the value of the qPCR efficiency were obtained from Lin-
RegPCR [54].

2.5. Determining the relative expression level

The relative expression level was calculated using the ΔΔCt method
[55] and calibrated to the early uninucleate stage (E) of microspore
development of cv. ‘Jersey’. As an internal control, two genes, TMA7
and SERF were used in the experiments with the cultivars ‘Jersey’ and
‘Mercada’, while the genes SERF and H2A were used as the references
for the experiments with all ten cultivars (Supplementary Data Table
S2). The stability of expression of the reference genes was evaluated
using NormFinder [56] and BestKeeper [57] and was found to be
adequate for all of them.

2.6. Semi-quantitative RT-PCR

The validation of the GBSSI gene expression level using a semi-
quantitative RT-PCR with the H2A gene as the internal control was
performed for ten barley cultivars listed above. RNA from the EM mi-
crospores (500 ng/sample) was used to synthesise cDNA as previously

described. The reaction was prepared in a 20 μl volume with 1 × Pol
Buffer B (EURx); 0.25mM of each dNTP (Promega); 0.5 μM forward
and 0.5 μM reverse primer; 0.5 U Color Taq DNA Polymerase (EURx)
and 3 μl of cDNA. The amplifications were performed as follows: 95 °C
for 5min followed by 94 °C for 40 s, 58 °C for 30 s and 72 °C for 30 s and
repeated in 30 cycles, followed by a final elongation for 5min at 72 °C.
The products of the reactions were visualised in 1.8% agarose gel.

2.7. Plastome copy number

The plastid DNA copy number was evaluated as the number of
plastid genes per haploid genome using the qPCR method, according to
Lutz et al. [58]. The plastid genes were quantified in relation to two
single copy nuclear genes: ARF1 and EF1 (Supplementary Data Table
S2). The plastome copy number was presented as the average value of
the quantification of the plastid genes that were localised within a
plastid genome as followed: psbA, matK, psbD, atpI, clpP, infA in LSC;
ndhB, 16S, ndhH in IR and ndhF in SSC (Supplementary Data Table S2).
LSC and SSC cover the long and short single copy region, respectively,
whereas IR refers to the inverted repeat region in a plastome that
contains two copies of the plastome genes.

2.8. Light and transmission electron microscope (TEM) analysis

Anthers containing microspores at various developmental stages
were removed from freshly harvested spikes, followed by fixation and
preparation according to Schumann et al. [59]. An electron microscopic
analysis using a Tecnai Sphera G2 (FEI Company) was performed based
on a previously described protocol [60]. Briefly, the plant material was
fixed by immersion for 6 h at RT in a 50mM cacodylate buffer (pH 7.2)
containing 0.5% (v/v) glutaraldehyde and 2.0% (v/v) formaldehyde,
washed in a cacodylate buffer and twice in distilled water. Next, the
samples were fixed in 1.0% (v/v) osmium tetroxide for 1 h at RT, wa-
shed twice in distilled water, dehydrated by passage through an acetone
series (20–100%) and infiltrated with Spurr resin (Sigma Aldrich) in-
itially 33%, then 66% and finally 100%. Semi-thin (2 μm) cross sections
were cut from the embedded samples and stained for 2min at 60 °C
with 1% (w/v) methylene blue and 1% (w/v) Azur II in 1% (w/v)
aqueous borax, followed by Lugol's iodine treatment for 10min at RT.
After washing and drying, the prepared cross sections were examined
using a Zeiss Axiocam camera in a Zeiss Axiovert 135 microscope
(Zeiss).

The analysis was performed in three independent biological re-
petitions with at least 100 microspores (at E, EM, ML stage) per re-
petition. The types of plastids were recognised according to the
common description as proplastids and amyloplasts [5]. However, we
also distinguished two different phases of proplastids that occurred in
the microspores: initial undifferentiated proplastids and differentiating
proplastids.

2.9. Statistical analysis

To estimate the significant differences (at P < 0.05) between the
compared samples, the One Way Analysis of Variance followed by
Tukey’s HSD test was applied unless otherwise noted. The relationship
between the different features was estimated using Pearson's correla-
tion coefficient, followed by determining the P-value to verify the sta-
tistical significance of a correlation.

3. Results

3.1. The androgenic response of the tested cultivars

First, we evaluated ten spring barley cultivars of different origins for
their ability to regenerate green plants from isolated microspore cul-
ture. All of the tested cultivars showed a high induction and
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regeneration potential in microspore culture with an average rate of
116.7 plants regenerated per 100,000 cultured microspores and a range
of 63.9–165.9 regenerants (Fig. 1A). However, the cultivars revealed a
much higher variation in the proportion of green regenerants among
the regenerated plants, which differed from 11.0%–97.5% of the green
regenerants (Fig. 1B). Based on the Tukey’s HSD test (P < 0.05), five
groups of cultivars could be distinguished in regards to their ability to
regenerate green plants, with the cvs. ‘Tamparkorn’ and ‘Jersey’ ex-
pressing the highest green plant rate and the cvs. ‘Argento’ and ‘Mer-
cada’ the lowest. Among these four cultivars, ‘Jersey’ and ‘Mercada’ had
a similar regeneration efficiency (85–100 regenerated plants per
100,000 microspores), while they showed an extreme difference in the
ratio of green to albino regenerants (Fig. 1C,D). The cv. ‘Tamparkorn'
had a similar regeneration capacity and green/albino ratio as ‘Jersey’,
but it was a six-row cultivar, while ‘Jersey’ and ‘Mercada’ were two-
row. Taking all the above into consideration, these two genotypes were
selected for further studies whose aim was to characterise plastid dif-
ferentiation at the molecular and ultrastructure levels during pollen
development in vivo.

3.2. Expression profiles of genes involved in plastid biogenesis during pollen
development in barley cultivars ‘Jersey’ and ‘Mercada’

To evaluate whether the cultivars that displayed different green
plant regeneration levels during androgenesis exhibited any differences
in plastid development, we analysed the expression of the genes related
to transcription and translation in the microspore and pollen plastids
(Supplementary Data Table S2). At the early (E) stage of microspore
development, the analysed genes (except for RpoTp) exhibited a similar
expression level in both cultivars (Fig. 2; Supplementary Data Fig. S2).

However, as pollen development progressed, divergent profiles of gene
expression were observed between the cultivars. In cv. ‘Jersey’, which
produced mostly green regenerants, the plastid-localised genes rpoA,
rpoB, rpoC1 and rpoC2, encoding the subunits of RNA polymerase PEP
(plastid-encoded RNA polymerase) and the translation-related genes
(16S, 23S rRNA, rps2, rps7, rps8, rps15, rpl2, rpl16, infA) encoding rRNA,
plastid-specific ribosomal proteins and translation initiation factor
showed a common expression profile: the highest level at the early-mid
(EM) stage, a rapid decline at the mid-to-late (ML) stage and an increase
at the binucleate (BN) stage. Conversely, the expression of the majority
of the analysed genes remained at the same level throughout the E to
ML stages in cv. ‘Mercada’, which regenerated mostly albino plants. At
the ML stage, which is the stage of initiating microspore culture, the
expression level of the plastome-encoded genes was significantly higher
(2 to 16x) in the microspores of cv. ‘Mercada’ than in cv. ‘Jersey’.
Moreover, at this stage, a significantly higher expression of many nu-
clear-encoded genes engaged in plastid transcription and translation,
was observed in cv. ‘Mercada’ compared to cv. ‘Jersey’. Among these
genes were two sigma factor encoding genes that are essential for the
PEP activity (Supplementary Data Fig. S2A). The genes encoding factors
involved in the initiation, elongation or termination of translation had
the most heterogeneous expression, although they still had divergent
patterns between the compared cultivars and a higher expression level
at the ML stage in the ‘Mercada’ microspores (Supplementary Data Fig.
S2B). The differences in the expression profiles of the examined genes
suggested various dynamics of plastid differentiation during the early
stages of in vivo pollen development in both cultivars. During pollen
maturation, however, both genotypes had a similar, strong reduction in
the expression of all of the analysed genes (Fig. 2; Supplementary Data
Fig. S2).

Fig. 1. The androgenic response of cultivars in isolated microspore culture.
(A) The total number of all regenerated plants per 100,000 isolated microspores. (B) The percentage of green plants among regenerants. (C–D) Petri dishes of cv.
‘Jersey’ (C) and ‘Mercada’ (D) after 21 days in regeneration medium. Given values present mean of n ≥ 3 with SD. Different letters indicate a significant difference
between cultivars according to Tukey’s HSD test (P < 0.05). (For interpretation of the references to colour in this figure legend, the reader is referred to the web
version of this article).
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In addition to the gene expression analysis, we counted the density
of the plastids in the microspores at different stages of development
based on the microscopic observations. Both cultivars had a similar
density of plastids in the E and EM microspores (Fig. 3A). In cv. ‘Jersey’,
however, the number of plastids significantly increased at the ML stage,
whereas it remained unchanged in cv. ‘Mercada’. At the ML stage, when
plant material is usually collected for culture, the density of plastids in
the ‘Jersey’ microspores was 32% higher than in the microspores of
‘Mercada’. In accordance with this data, the expression of the PDR1
gene encoding a plastid-dividing ring1 protein involved in plastid di-
visions increased gradually from the E to ML stage in cv. ‘Jersey’ and
reached the highest level in the ML microspores. The transcript level of
PDR1 in cv. ‘Mercada’ reached the highest level at the EM stage and

decreased by 30% at the ML stage (Fig. 3B). In both cultivars, the PDR1
expression declined by 90% in the immature BN pollen grains.

3.3. Amyloplast formation during pollen development in ‘Jersey’ and
‘Mercada’ cultivars

Considering the differences in plastid biogenesis between ‘Jersey’
and ‘Mercada’, we performed a detailed analysis of plastid differentia-
tion during pollen development. Microscopic observations in TEM en-
abled three types of plastids to be distinguished during microspore and
pollen development: initial undifferentiated proplastids, differentiating
proplastids (referred to proplastids) and amyloplasts accumulating
starch (Fig. 3C–E). The undifferentiated proplastids were characterised

Fig. 2. Expression profiles of plastid-localised genes involved in plastid biogenesis during pollen development in ‘Jersey’ and ‘Mercada’ cultivars.
(A) Genes involved in transcription in plastids: rpoA, rpoB, rpoC1, rpoC2 encoding subunits of PEP (plastid-encoded polymerase). (B–D) Genes involved in translation,
encoding: (B) components of small ribosomal subunit: 16S rRNA, rps2, rps8, rps7, rps15, (C) large ribosomal subunit: 23S rRNA, rpl2, rpl16 and (D) infA encoding
translation initiation factor in plastids. Graphs show mean values of n ≥ 3 with SEM, normalised to early (E) microspores of cv. ‘Jersey’. An asterisk presents a
significant difference between cultivars at a certain stage of pollen development. A hash indicates a value significantly different from the preceding stage of
development within each cultivar (Tukey’s test, P < 0.05). Stages of pollen development: E – early uninucleate, EM – early-mid uninucleate, ML – mid-to-late
uninucleate, BN – immature binucleate pollen, P – mature pollen grain.
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by a low electron density and the presence of single invaginations from
the inner membrane (Fig. 3C), whereas the electron density of the
differentiating proplastids was much higher (Fig. 3D). At the early stage

(E), only undifferentiated initial proplastids were observed in both
cultivars (Fig. 3F). The microspores of cv. ‘Mercada’ had a faster dif-
ferentiation of proplastids, as in the EM microspores the initial

(caption on next page)
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proplastids and proplastids were present in similar numbers. Moreover,
during the progression of microspore development, at the ML stage a
high number of amyloplasts was observed in addition to an equal
amount of proplastids and only a few initial proplastids. Conversely, no
differentiation of proplastids occurred at the EM stage in cv. ‘Jersey’,
which resulted in the initial proplastids being the main group of plastids
in the EM microspores. Hence, at the next stage of development (ML),
the microspores of cv. ‘Jersey’ contained mostly differentiating pro-
plastids, a few initial proplastids and no amyloplasts. This analysis
showed that at the ML stage, cv. ‘Mercada’ contained amyloplasts that
were filled with starch grains, while in cv. ‘Jersey’ there were only
undifferentiated and differentiating proplastids. In cv. ‘Jersey’, amylo-
plasts occurred in the BN pollen grains in a comparable numbers with
proplastids, whereas at this stage we observed four times more amy-
loplasts than proplastids in cv. ‘Mercada’.

Together with the observations of the progression of plastid differ-
entiation, the plastome copy number was assessed using qPCR (Fig. 3I).
In cv. ‘Jersey’, the plastome copy number was unchanged from the E to
ML stage and significantly decreased in the immature BN pollen. In cv.
‘Mercada’, a gradual decrease in the plastome copy number was ob-
served throughout all stages of pollen development. At the E stage, cv.
‘Mercada’ had ca. 40% more plastid genomes than ‘Jersey’, while at the
ML the results were reverse – the average plastome copy number in
‘Mercada’ was two-fold lower than in ‘Jersey’ (Fig. 3I). This data in-
dicates a faster degradation of the plastid genomes in cv. ‘Mercada’. The
significant deviation between the copy numbers of individual plastid
genes that was observed in the ‘Mercada’ microspores as early as the E
stage supports this hypothesis (Supplementary Data Fig. S3). Ad-
ditionally, the expression profile of the PolI gene encoding the DNA
polymerase responsible for plastome replication differed between the
cultivars (Fig. 3J). At the E stage of microspore development, the PolI
expression was two-fold higher in cv. ‘Mercada’ than in ‘Jersey’, after
which it decreased progressively, similar to the plastome copy number
in this genotype. The observed difference in plastome copy number
between ‘Jersey’ and ‘Mercada’ at the time of initiating in vitro culture
(ML stage) may indicate a relationship between the stability of plastid
DNA and the progress of amyloplast formation.

In parallel to cytological observations, we determined the relative
expression level of six genes located in the nuclear genome
(Supplementary Data Table S2), which are engaged in starch bio-
synthesis during microspore and pollen development in vivo. At the
early stage (E), the expression of the starch biosynthesis genes was very
low in both cultivars. At the next stage (EM), most of the analysed genes
showed the same expression level as earlier in cv. ‘Jersey’, while in cv.
‘Mercada’, their transcription increased significantly and was from 4 to
150 times higher than in ‘Jersey’ (Fig. 4). In both cultivars, the ex-
pression of all genes increased even further until the BN pollen stage;
however, in ‘Mercada’, most genes (except for AgpL and Dpe2) reached
the highest transcriptional activity as early as the ML stage. It should be
noted that at this stage, the relative transcription level of all starch
synthesis-related genes was three to nine times higher in the micro-
spores of ‘Mercada’ compared to ‘Jersey’. These results, together with
the microscopic observations of the high number of amyloplasts in the
ML ‘Mercada’ microspores indicate an earlier activation of the starch
synthesis genes in this genotype. The most pronounced increase in

transcription activity between the E and ML microspores was observed
for the GBSSI gene encoding an enzyme involved in the elongation of
the amylose chain (280x for ‘Jersey’ and 2500x for ‘Mercada’). The
expression level of this gene in the EM and ML microspores can be used
as an indicator of plastid differentiation in developing microspores.

3.4. Plastid differentiation during pollen development in other spring barley
cultivars

To confirm the hypothesis that early amyloplast formation during
microspore development in vivo is associated with the high ratio of
albino regenerants during androgenesis, we analysed the expression
profiles of the starch synthesis-related genes and plastid differentiation
among other barley cultivars. The ten tested genotypes represented
different abilities for regenerating green plants in microspore culture,
which ranged from 10% to almost 100% (Fig. 1). Of the starch synthesis
genes that were analysed in ‘Jersey’ and ‘Mercada’ cultivars, we se-
lected Sbe1, Dpe2 and GBSSI due to their significantly increased ex-
pression during microspore development. The expression level of Sbe1
(encoding starch branching enzyme1) increased as early as in the EM
microspores of all genotypes compared to the preceding E stage
(Fig. 5A). Moreover, an analysis of the Dpe2 and GBSSI expression in the
EM microspores permitted two groups of genotypes to be distinguished:
1) the cultivars, which, similar to ‘Jersey’, had the same Dpe2 and GBSSI
transcription level in the E and EM microspores and 2) the group of
cultivars that had a highly increased expression of these genes in the
EM microspores, similar to ‘Mercada’. The first group of genotypes
demonstrated a high ability to regenerate green plants in microspore
culture (more than 60% green regenerants), while in the second group,
albino plants comprised the majority of regenerants (Fig. 1).

An even more clear difference between these two groups of geno-
types was revealed by the cytological observations of the plastids in the
microspores at the ML stage, which are used to initiate the cultures. In
the ML microspores of cultivars that produced a low percentage of
green plants, the presence of starch-accumulating plastids was detected
during the microscopic observations (Fig. 6). The majority of those
cultivars had a similar number of amyloplasts and differentiating pro-
plastids, whereas in the cultivars with a high ability to regenerate green
plants, no amyloplasts were detected in the ML microspores. Ad-
ditionally, an increase in the number of plastids between the EM and
ML stages was detected in cvs. ‘Jersey’, ‘Tamparkorn’, ‘Chevallier’ and
‘Loosdorfer’, which produced more than 60% green regenerants during
androgenesis (Supplementary Data Fig. S4). A simple staining of starch
with Lugol’s solution permitted the starch grains in the ML microspores
of these cultivars to be visualised (Fig. 6B), which supported the pre-
vious observations. The level of albino plants regenerated from mi-
crospore culture and the amyloplast number in the ML microspores had
a very strong positive correlation (r-value=0.94). Additionally, the
number of differentiating proplastids was strongly negatively correlated
with the regeneration of albino plants (Fig. 7A).

The activation of the Dpe2 and GBSSI genes involved in starch
synthesis was detected as early as in the EM microspores of the group of
cultivars that produced mostly albino regenerants. A statistical analysis
revealed a very strong and strong positive correlation between the ex-
pression level of the Dpe2 (r-value=0.85), GBSSI (r-value=0.86),

Fig. 3. Plastid development in ‘Jersey’ and ‘Mercada’ cultivars during microgametogenesis.
(A) Density of plastids in microspores at the succeeding developmental stages. (B) The relative expression level of PDR1 gene (Plastid-dividing ring1). (C–E)
Ultrastructure of different types of plastids identified during pollen development including (C) initial proplastid, (D) proplastid and (E) mature amyloplast. (F)
Density and types of plastids observed in both cultivars during successive stages of microspore development. (G) Overview of plastids present on 25 μm2 of cytoplasm
in cv. ‘Jersey’ and (H) ‘Mercada’ in microspore at the ML stage. (I) Plastome copy number per cell. (J) The relative profile of PolI (Organellar DNA polymeraseI)
expression during pollen development. Values in (A) and (F) present mean of at least n≥ 300 microspores with SD. Graphs in (B), (I) and (J) show mean values of n
≥ 3 with SD in (I) and SEM in (B) and (J). Relative expression level normalised to E microspores of cv. ‘Jersey’. An asterisk presents a value significantly different
between cultivars at a certain stage of pollen development. A hash indicates a value significantly different from the preceding stage within cultivar (Tukey’s test,
P < 0.05). IP – initial proplastid, P – proplastid, A- amyloplast. Stages of pollen development: E – early uninucleate, EM – early-mid uninucleate, ML – mid-to-late
uninucleate, BN – immature binucleate pollen, P – mature pollen grain.
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Sbe1 (r-value=0.76) genes in the EM microspores and the density of
the starch-accumulating plastids in the cytoplasm of ML microspores
(Fig. 7B–D). The analysis also showed a very strong and strong positive
correlation between the expression level of the Dpe2, GBSSI and Sbe1
genes in the EM microspores and the rate of regenerated albino plants
in the in vitro culture (r-value= 0.82, 0.85 and 0.67, respectively,
Fig. 7B–D). Taking into account the obtained data, we assume that the
faster conversion of proplastids into amyloplasts, which results in a
high proportion of amyloplasts in the ML microspores, leads to the
formation of albino plants during androgenesis.

The expression level of the GBSSI gene in the EM microspores was
also observed in a semi-quantitative PCR, in which only the cultivars
that produced less than 60% of green plants had a strong visible am-
plification of the GBSSI transcript (Fig. 5B). Therefore, we consider that
the expression of this gene in EM microspores can serve as a marker of
amyloplast differentiation, and as a result, as an indicator of the gen-
otypes that will produce mostly albino regenerants in isolated micro-
spore culture.

3.5. The microspore developmental stage at the initiation of culture
influences the regeneration of green plants

Based on the positive correlation between the amyloplast

differentiation and albino plant regeneration, we assumed that using an
earlier stage of microspore development for in vitro culture should in-
fluence the number of green regenerants. Therefore, we performed a
preliminary study to compare the green plant regeneration in cultures
that had been initiated from microspores at the early-mid uninucleate
(EM) and mid-to-late uninucleate (ML) developmental stages. We used
five cultivars that had a differential level of green regenerants in a
microspore culture initiated from ML microspores. The ‘Jersey’ and
‘Loosdorfer’ cultivars produced more than 60%, whereas ‘Bordo’,
‘Justina’ and ‘Mercada’ regenerated less than 25% green plants.

In the isolated microspore cultures of cvs. ‘Bordo’, ‘Justina’ and
‘Mercada’, the stage of microspore development did not influence the
overall number of regenerants (Fig. 8A). However, in the ‘Mercada’
culture that had been initiated from EM microspores, the number of
green plants increased more than four-fold compared to the ML stage,
which enabled ca. 60 plants per 100,000 microspores to be obtained
(Fig. 8B). The proportion of green plants among all regenerants in-
creased from 12.6% to 46.6%. An even more striking improvement was
achieved for the ‘Bordo’ and ‘Justina’ cultivars in which the percentage
of green regenerants increased from ca. 20% to 84% of the total number
of regenerated plants. In cvs. ‘Jersey’ and ‘Loosdorfer’, the regeneration
capacity decreased in the cultures that had been initiated from EM
microspores compared to the ML stage (Fig. 8A). Nevertheless, the

Fig. 4. The expression profiles of genes involved in starch biosynthesis during microgametogenesis of ‘Jersey’ and ‘Mercada’ cultivars.
Graphs show mean values of n ≥ 3 with SEM for relative expression level normalised to E microspores of cv. ‘Jersey’. An asterisk presents a value significantly
different between cultivars at a certain stage of pollen development. A hash indicates a value significantly different from the preceding stage within cultivar (Tukey’s
test, P < 0.05). Stages of pollen development: E – early uninucleate, EM – early-mid uninucleate, ML – mid-to-late uninucleate, BN – immature binucleate pollen, P
– mature pollen grain.
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contribution of green plants among the regenerants did not differ be-
tween the cultures initiated using EM or ML microspores for these
genotypes (Fig. 8B).

These results indicate that initiating culture from microspores at an
earlier stage of development, prior to amyloplast differentiation, sig-
nificantly improves the regeneration of green plants and overcomes the
problem of albinism during barley androgenesis.

4. Discussion

Androgenesis, which is the most effective method of DH production,
is widely used in barley breeding programmes. Although barley is an
easily inducible species, its genotype-dependent response, which results
in a large number of albino regenerants, often limits the effective ap-
plication of this DH system [61,62]. To date, studies on the mechanisms
that lead to the formation of albino plants in cereal androgenesis have
primarily focused on plastid development during in vitro cultures. In

barley, ultrastructural analyses of plastids in microspore-derived em-
bryos and regenerated plants have been performed for several spring
cultivars that produce mostly albino regenerants and for the winter cv.
‘Igri’, which regenerates almost exclusively green plants [42,43]. The
green regenerants of cv. ‘Igri’ contained regular chloroplasts with well-
developed grana and thylakoids, and a low content of accumulated
starch grains. These plants originated from microspore-derived embryos
whose plastids had intensified divisions and a high DNA content.
Conversely, the plastids of albino regenerants of the spring cultivars
displayed few divisions, a high content of starch grains and a limited
thylakoid and DNA content. The authors concluded that the develop-
ment of albino plants was not initiated at the time of regeneration but
that it had begun earlier during the androgenetic process [43].

Here, we demonstrate that the ratio of green to albino regenerants
in isolated microspore culture of spring barley cultivars is determined
by the state of plastid differentiation in the microspores at the stage of
culture initiation. The cultivars that produced mostly albino

Fig. 5. The expression profiles of genes involved in starch biosynthesis in barley cultivars varying in the percentage of green plants regenerated in isolated mi-
crospore culture.
(A) The relative expression level of genes during successive stages of microspores development. Graphs show mean values of n=3 with SEM of relative expression
level normalised to E microspores of cv. ‘Jersey’. A hash demonstrates a value significantly different from the preceding stage within cultivar (Tukey’s test, P<0.05).
Stages of pollen development: E – early uninucleate, EM – early-mid uninucleate, ML – mid-to-late uninucleate. (B) Semi-quantitative analysis of GBSSI gene
expression in EM microspores of 10 cultivars, with gradient chart of green to albino plants ratio. (For interpretation of the references to colour in this figure legend,
the reader is referred to the web version of this article).

M. Gajecka, et al. Plant Science 291 (2020) 110321

9



regenerants showed a high activation of the starch-biosynthesis genes
as early as in the EM stage, which preceded the collection of micro-
spores for an in vitro culture, and the formation of amyloplasts in the ML
microspores that are used to initiate a culture. Conversely, the cultivars
that produced mostly green plants had differentiating proplastids in
their ML microspores, which were characterised by a few internal
membranes and a dense matrix. The Pearson’s correlation coefficient
indicated a very strong positive association between the number of
amyloplasts in the ML microspores and the level of regenerated albino
plants. An increase in the expression level of the GBSSI, Dpe2 and Sbe1
genes was positively associated with the presence of amyloplasts in the
ML microspores and with the regeneration rate of albino plants. Studies
on Bright Yellow-2 (BY-2) cultured tobacco cells exhibiting non-
photosynthetic, highly prolific properties indicated that the activation
of the expression of GBSSI, Dpe2 and Sbe1 genes is required for starch

biosynthesis and the deposition of starch granules within a plastid is
required to form an amyloplast [16,19]. It should be pointed out that
plastid differentiation at the early stages of microspore development in
barley has not previously been described.

The expression level of the GBSSI gene can easily be detected in
semi-quantitative PCR and may serve as a system to identify the gen-
otypes that predominantly produce albino regenerants prior to in-
itiating in vitro culture. Furthermore, a qPCR analysis permits the cul-
tivars that produce a moderate (30–60%) and high (75–90%) number of
albino plants to be distinguished. The possibility of indicating the
genotypes that have a low potential for regenerating green plants en-
ables them to be excluded from breeding programmes in which the
production of a high number of DH lines from F1 hybrids is required.
Alternatively, when such genotypes are the source of desirable genes for
breeding programmes, the information about their possible

Fig. 6. Types of plastids present in ML microspores of barley cultivars that differ in green to albino plant ratio in isolated microspore culture.
(A) Density of particular types of plastids in the ML microspores of barley cultivars. The given values present mean of n ≥ 300 microspores with SD. Different letters
indicate significant differences between cultivars in regards to each plastid type, according to Tukey’s test (P<0.05). (B) Representative pictures of microspores at
the ML stage with starch grains visualised by Lugol’s solution of 10 cultivars: (Je) ‘Jersey’, (Ta) ‘Tamparkorn’, (Ch) ‘Chevallier’, (Lo) ‘Loosdorfer’, (La) ‘Larker’, (Br)
‘Bruce’, (Bo) ‘Bordo’, (Ar) ‘Argento’, (Ju) ‘Justina’ and (Me) ‘Mercada’. (For interpretation of the references to colour in this figure legend, the reader is referred to the
web version of this article).
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performance in androgenesis would be very useful for determining a
sufficient number of donor plants to initiate culture and to produce the
required number of DH lines.

During the progression of pollen development, we observed a

significant decrease in the plastome copy number estimated by qPCR.
The degradation of plastomes during starch deposition is a well-docu-
mented process in the vegetative cell of pollen grains [63,64]. In our
experiments, a decrease in plastid DNA copy number occurred as early

Fig. 7. Correlation between the microspore plastid differentiation and albino plant regeneration among barley cultivars exhibiting different ratio of green/albino
regenerants in isolated microspore culture.
(A) Correlation between the density of amyloplasts or proplastids (number/25 μm2) in ML microspores and the level of albino plant (number/100,000 microspores)
in 10 barley cultivars. (B–D) Correlation between the amyloplast density in ML microspores, regeneration level of albino plant and expression level of (B) GBSSI (C)
Dpe2 (D) Sbe1 genes in EM microspores of 10 barley cultivars. Pearson’s correlation coefficient was used to test the relationship between the average values obtained
for cultivars. P-value, determined for each r-value, lower than 0.05 was considered as statistically significant. (For interpretation of the references to colour in this
figure legend, the reader is referred to the web version of this article).

Fig. 8. The efficiency of overall regeneration and green plant production in isolated microspore culture initiated from EM and ML microspores.
(A) The level of total regenerated plants and (B) the percentage of green plants among regenerants in isolated microspore culture of five barley cultivars initiated
from EM and ML microspores. Given values present mean of n ≥ 3 with SD. A hash indicates a significant difference in the number of total (A) and green regenerants
(B) between stages used to initiate the in vitro culture according to Tukey’s test (P<0.05). (For interpretation of the references to colour in this figure legend, the
reader is referred to the web version of this article).
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as in the EM microspores in the cultivar that produced more albino
plants. This indicates that the rate of plastid differentiation during
pollen development has an impact on the plastome copy number, as-
sociated with the progression of amyloplast formation.

Many studies have attempted to increase the frequency of the re-
generation of green plants by changing the culture conditions such as
pretreatment [65–69] or media composition [70–73]. However, the
influence of pretreatment, media and culture conditions modifications
remain highly genotype-dependent. Moreover, studies on the effects of
external factors on the efficiency of androgenesis indicate that the re-
generation capacity does not correlate with the occurrence of green and
albino plants. Apart from expanding the overall plant regeneration rate,
no external factor that has been introduced into in vitro culture has
overcome the problem of albinism [65,66,69]. The high number of
albino plants produced by the cultivars that contained amyloplasts in
the ML microspores suggests that modifications of the in vitro culture
procedure, including pretreatment, cannot reverse the differentiation of
proplastids into amyloplasts that occurs during microgametogenesis.
Analysis of plastid development in vivo enables the true capability of
different cultivars to regenerate green plants during androgenesis to be
revealed. Moreover, the proposed marker (GBSSI expression) can be
used to investigate and verify the potential of genotypes before in-
itiating a culture. We showed that using microspores at a stage of de-
velopment earlier than ML, which is usually recommended for culture
initiating, while technically more demanding, can increase the number
of green plants among the regenerants from isolated microspore culture
in barley. This improvement is clearly connected with a lack of pro-
plastid differentiation into amyloplasts in the early microspores of the
high albino-producing genotypes.

5. Conclusions

The study provides new insights into the phenomenon of genotype-
dependent regeneration of albino plants during androgenesis in barley.
Genotypes that have a similar regeneration potential, but differ in the
ratio of green to albino regenerants, exhibit divergent expression pro-
files of genes involved in transcription, translation and starch bio-
synthesis in microspore plastids. Cultivars producing mostly albino
regenerants in androgenesis show early activation of starch synthesis
genes, differentiation of proplastids into amyloplasts and degradation
of plastomes during microspore development in vivo. The expression of
the GBSSI gene (encoding a granule-bound starch synthaseI) may serve
as a marker of genotype potential to produce green regenerants during
androgenesis. We demonstrated that initiating culture from micro-
spores at the early-mid stage of development, before amyloplast dif-
ferentiation, significantly improves the regeneration of green plants and
may overcome the problem of albinism in barley microspore embry-
ogenesis.

Authors’ contribution

IS conceived the study; IS and MG designed the experiments and
analysed the data; MG performed the gene expression and plastome
copy number experiments and analysis; MM performed the cytological
and ultrastructure studies; MG, BC, JJ and JZ handled the isolated
microspore culture; MG, MM and IS wrote the manuscript. All of the
authors read and approved the manuscript.

Declaration of Competing Interest

The authors declare that they have no known competing financial
interests or personal relationships that could have appeared to influ-
ence the work reported in this paper.

Acknowledgements

This work was supported by the Polish Ministry of Agriculture and
Rural Development (grant no. HOR hn-801/11/14-PO-0114-003).

We would like to thank Dr. Christopher Ridout (John Innes Centre)
for providing the seeds of the ‘Chevallier’, ‘Larker’, ‘Loosdorfer’ and
‘Tamparkorn’ cultivars and Agnieszka Janiak (University of Silesia in
Katowice) for advice on reference genes.

Appendix A. Supplementary data

Supplementary material related to this article can be found, in the
online version, at doi:https://doi.org/10.1016/j.plantsci.2019.110321.

References

[1] A. Sharma, M.B. Singh, P.L. Bhalla, Ultrastructure of microsporogenesis and mi-
crogametogenesis in Brachypodium distachyon, Protoplasma 252 (2015)
1575–1586, https://doi.org/10.1007/s00709-015-0793-6.

[2] I. Szarejko, Anther culture for doubled haploid production in barley (Hordeum
vulgare L.), in: M. Maluszynski, K.J. Kasha, B.P. Forster, I. Szarejko (Eds.), Doubled
Haploid Prod. Crop Plants, Kluwer Academic Publishers, Dordrecht, Netherlands,
2003, pp. 35–42.

[3] C. Carrizo García, M. Nepi, E. Pacini, It is a matter of timing: asynchrony during
pollen development and its consequences on pollen performance in angiosperms—a
review, Protoplasma 254 (2017) 57–73, https://doi.org/10.1007/s00709-016-
0950-6.

[4] P. Jarvis, E. López-Juez, Biogenesis and homeostasis of chloroplasts and other
plastids, Nat. Rev. Mol. Cell Biol. 20 (2013) 787–802, https://doi.org/10.1038/
nrm3702.

[5] C. Clement, E. Pacini, Anther plastids in angiosperms, Bot. Rev. 67 (2001) 54–73,
https://doi.org/10.1007/BF02857849.

[6] E. Pacini, M. Guarnieri, M. Nepi, Pollen carbohydrates and water content during
development, presentation, and dispersal: a short review, Protoplasma 228 (2006)
73–77, https://doi.org/10.1007/s00709-006-0169-z.

[7] E. Pacini, C. Jacquard, C. Clément, Pollen vacuoles and their significance, Planta.
234 (2011) 217–227, https://doi.org/10.1007/s00425-011-1462-4.

[8] L.F. Primavesi, H. Wu, E.A. Mudd, A. Day, H.D. Jones, Visualisation of plastid de-
gradation in sperm cells of wheat pollen, Protoplasma 254 (2016) 229–237, https://
doi.org/10.1007/s00709-015-0935-x.

[9] T. Ohdan, P.B. Francisco, T. Sawada, T. Hirose, T. Terao, H. Satoh, Y. Nakamura,
Expression profiling of genes involved in starch synthesis in sink and source organs
of rice, J. Exp. Bot. 56 (2005) 3229–3244, https://doi.org/10.1093/jxb/eri292.

[10] N.L. Andon, S. Hollingworth, A. Koller, J.R. Yates, P.A. Haynes, J. Hill, Proteomic
characterization of wheat amyloplasts using identification of proteins by tandem
mass spectrometry, Proteomics 2 (2002) 1156–1168, https://doi.org/10.1002/
1615-9861(200209)2:9<1156::AID-PROT1156>3.0.CO;2-4.

[11] Y. Balmer, W.H. Vensel, F.M. DuPont, B.B. Buchanan, W.J. Hurkman, Proteome of
amyloplasts isolated from developing wheat endosperm presents evidence of broad
metabolic capability, J. Exp. Bot. 57 (2006) 1591–1602, https://doi.org/10.1093/
jxb/erj156.

[12] F.M. Dupont, Metabolic pathways of the wheat (Triticum aestivum) endosperm
amyloplast revealed by proteomics, BMC Plant Biol. 8 (2008) 39, https://doi.org/
10.1186/1471-2229-8-39.

[13] V.T. Valkov, N. Scotti, S. Kahlau, D. Maclean, S. Grillo, J.C. Gray, R. Bock, T. Cardi,
Genome-wide analysis of plastid gene expression in potato leaf chloroplasts and
tuber amyloplasts: transcriptional and posttranscriptional control, Plant Physiol.
150 (2009) 2030–2044, https://doi.org/10.1104/pp.109.140483.

[14] M. Brosch, K. Krause, J. Falk, K. Krupinska, Analysis of gene expression in amylo-
plasts of potato tubers, Planta 227 (2007) 91–99, https://doi.org/10.1007/s00425-
007-0597-9.

[15] A. Stensballe, S. Hald, G. Bauw, A. Blennow, K.G. Welinder, The amyloplast pro-
teome of potato tuber, FEBS J. 275 (2008) 1723–1741, https://doi.org/10.1111/j.
1742-4658.2008.06332.x.

[16] K. Enami, T. Ozawa, N. Motohashi, M. Nakamura, K. Tanaka, M. Hanaoka, Plastid-
to-nucleus retrograde signals are essential for the expression of nuclear starch
biosynthesis genes during amyloplast differentiation in tobacco BY-2 cultured cells,
Plant Physiol. 157 (2011) 518–530, https://doi.org/10.1104/pp.111.178897.

[17] Y. Miyazawa, A. Sakai, S. Kawano, T. Kuroiwa, Organellar protein synthesis con-
trols amyloplast formation independent of starch synthesis gene expression,
Cytologia (Tokyo) 65 (2000) 435–442.

[18] K. Enami, K. Tanaka, M. Hanaoka, Retrograde signals arise from reciprocal crosstalk
within plastids, Plant Signal. Behav. 7 (2012) 142–144, https://doi.org/10.4161/
psb.7.1.18451.

[19] Y. Nakamura, Biosynthesis of reserve starch, in: Y. Nakamura (Ed.), Starch,
Springer, Japan, 2015, pp. 25–44, , https://doi.org/10.1007/978-4-431-55495-0.

[20] S.M.S. Islam, N. Tuteja, Enhancement of androgenesis by abiotic stress and other
pretreatments in major crop species, Plant Sci. 182 (2012) 134–144, https://doi.
org/10.1016/j.plantsci.2011.10.001.

[21] M. Maluszynski, K.J. Kasha, B.P. Forster, I. Szarejko, Doubled Haploid Production in
Crop Plants A Manual, Kluwer Academic Publishers, Dordrecht, Netherlands, 2003.

[22] M.A. Germanà, Anther culture for haploid and doubled haploid production, Plant
Cell Tissue Organ Cult. 104 (2011) 283–300, https://doi.org/10.1007/s11240-010-
9852-z.

M. Gajecka, et al. Plant Science 291 (2020) 110321

12

https://doi.org/10.1016/j.plantsci.2019.110321
https://doi.org/10.1007/s00709-015-0793-6
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0010
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0010
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0010
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0010
https://doi.org/10.1007/s00709-016-0950-6
https://doi.org/10.1007/s00709-016-0950-6
https://doi.org/10.1038/nrm3702
https://doi.org/10.1038/nrm3702
https://doi.org/10.1007/BF02857849
https://doi.org/10.1007/s00709-006-0169-z
https://doi.org/10.1007/s00425-011-1462-4
https://doi.org/10.1007/s00709-015-0935-x
https://doi.org/10.1007/s00709-015-0935-x
https://doi.org/10.1093/jxb/eri292
https://doi.org/10.1002/1615-9861(200209)2:9<1156::AID-PROT1156>3.0.CO;2-4
https://doi.org/10.1002/1615-9861(200209)2:9<1156::AID-PROT1156>3.0.CO;2-4
https://doi.org/10.1093/jxb/erj156
https://doi.org/10.1093/jxb/erj156
https://doi.org/10.1186/1471-2229-8-39
https://doi.org/10.1186/1471-2229-8-39
https://doi.org/10.1104/pp.109.140483
https://doi.org/10.1007/s00425-007-0597-9
https://doi.org/10.1007/s00425-007-0597-9
https://doi.org/10.1111/j.1742-4658.2008.06332.x
https://doi.org/10.1111/j.1742-4658.2008.06332.x
https://doi.org/10.1104/pp.111.178897
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0085
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0085
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0085
https://doi.org/10.4161/psb.7.1.18451
https://doi.org/10.4161/psb.7.1.18451
https://doi.org/10.1007/978-4-431-55495-0
https://doi.org/10.1016/j.plantsci.2011.10.001
https://doi.org/10.1016/j.plantsci.2011.10.001
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0105
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0105
https://doi.org/10.1007/s11240-010-9852-z
https://doi.org/10.1007/s11240-010-9852-z


[23] T.D. Silva, Microspore embryogenesis, in: K.-I. Sato (Ed.), Embryogenesis, InTech,
2012, pp. 573–596, , https://doi.org/10.1007/978-3-642-04670-4.

[24] M.A. Germanà, Gametic embryogenesis and haploid technology as valuable support
to plant breeding, Plant Cell Rep. 30 (2011) 839–857, https://doi.org/10.1007/
s00299-011-1061-7.

[25] S.L. Dwivedi, A.B. Britt, L. Tripathi, S. Sharma, H.D. Upadhyaya, R. Ortiz, Haploids:
Constraints and opportunities in plant breeding, Biotechnol. Adv. 33 (2015)
812–829, https://doi.org/10.1016/j.biotechadv.2015.07.001.

[26] M. Badu, B. Tripathy, G.S. Sahu, K.A. Jena, Role of doubled haploids in vegetable
crop improvement, J. Pharmacogn. Phytochem. 6 (2017) 384–389.

[27] J.M. Dunwell, Haploids in flowering plants: origins and exploitation, Plant
Biotechnol. J. 8 (2010) 377–424, https://doi.org/10.1111/j.1467-7652.2009.
00498.x.

[28] S. Marchand, G. Fonquerne, I. Clermont, L. Laroche, T.T. Huynh, F.J. Belzile,
Androgenic response of barley accessions and F1s with Fusarium head blight re-
sistance, Plant Cell Rep. 27 (2008) 443–451, https://doi.org/10.1007/s00299-007-
0477-6.

[29] K. Makowska, S. Oleszczuk, A. Zimny, A. Czaplicki, J. Zimny, Androgenic capability
among genotypes of winter and spring barley, Plant Breed. 134 (2015) 668–674,
https://doi.org/10.1111/pbr.12312.

[30] C. Lantos, L. Bóna, K. Boda, J. Pauk, Comparative analysis of in vitro anther- and
isolated microspore culture in hexaploid Triticale (X Triticosecale Wittmack) for
androgenic parameters, Euphytica 197 (2014) 27–37, https://doi.org/10.1007/
s10681-013-1031-y.

[31] I.B. Holme, A. Olesen, N.J.P. Hansen, S.B. Andersen, Anther and isolated micro-
spore culture response of wheat lines from northwestern and eastern Europe, Plant
Breed. 118 (1999) 111–117, https://doi.org/10.1046/j.1439-0523.1999.
118002111.x.

[32] C. Lantos, S. Páricsi, A. Zofajova, J. Weyen, J. Pauk, Isolated microspore culture of
wheat (Triticum aestivum L.) with Hungarian cultivars, Acta Biol. Szeged. 50 (2006)
31–35.

[33] T. He, Y. Yang, S.B. Tu, M.Q. Yu, X.F. Li, Selection of interspecific hybrids for anther
culture of indica rice, Plant Cell, J. Tissue Cult. Methods 86 (2006) 271–277,
https://doi.org/10.1007/s11240-006-9117-z.

[34] A. Day, T.H.N. Ellis, Chloroplast DNA deletions associated with wheat plants re-
generated from pollen: possible basis for maternal inheritance of chloroplasts, Cell.
39 (1984) 359–368, https://doi.org/10.1016/0092-8674(84)90014-X.

[35] A. Day, T.H.N. Ellis, Deleted forms of plastid DNA in albino plants from cereal
anther culture, Curr. Genet. 9 (1985) 671–678, https://doi.org/10.1007/
BF00449820.

[36] G.V. Mozgova, O.I. Zaitseva, V.A. Lemesh, Structural changes in chloroplast genome
accompanying albinism in anther culture of wheat and triticale, Cereal Res.
Commun. 40 (2012) 467–475, https://doi.org/10.1556/CRC.2012.0007.

[37] T. Harada, T. Sato, D. Asaka, I. Matsukawa, Large-scale deletions of rice plastid
DNA in anther culture, Theor. Appl. Genet. 81 (1991) 157–161, https://doi.org/10.
1007/BF00215717.

[38] M. Yamagishi, Heterogeneous plastid genomes in anther culture-derived albino rice
plants, Euphytica 123 (2002) 67–74, https://doi.org/10.1023/A:1014493316433.

[39] R. Dunford, R.M. Walden, Plastid genome structure and plastid-related transcript
levels in albino barley plants derived from anther culture, Curr. Genet. 20 (1991)
339–347, https://doi.org/10.1007/BF00318524.

[40] P. Mouritzen, P.B. Holm, Chloroplast genome breakdown in microspore cultures of
barley (Hordeum vulgare L.) occurs primarily during regeneration, J. Plant Physiol.
144 (1994) 586–593, https://doi.org/10.1016/S0176-1617(11)82141-3.

[41] S. Caredda, P. Devaux, R.S. Sangwan, C. Clement, Differential development of
plastids during microspore embryogenesis in barley, Protoplasma 208 (1999)
248–256, https://doi.org/10.1007/BF01279096.

[42] S. Caredda, C. Doncoeur, P. Devaux, R.S. Sangwan, C. Clément, Plastid differ-
entiation during androgenesis in albino and non-albino producing cultivars of
barley (Hordeum vulgare L.), Sex. Plant Reprod. 13 (2000) 95–104, https://doi.org/
10.1007/s004970000043.

[43] S. Caredda, P. Devaux, R.S. Sangwan, I. Proult, C. Clément, Plastid ultrastructure
and DNA related to albinism in androgenetic embryos of various barley (Hordeum
vulgare) cultivars, Plant Cell Tissue Organ Cult. 76 (2004) 35–43, https://doi.org/
10.1023/A:1025812621775.

[44] E. Ankele, E. Heberle-Bors, M.F. Pfosser, B.J. Hofinger, Searching for mechanisms
leading to albino plant formation in cereals, Acta Physiol. Plant. 27 (2005)
651–664, https://doi.org/10.1007/s11738-005-0069-4.

[45] M. Muñoz-Amatriaín, J.T. Svensson, A.M. Castillo, T.J. Close, M.P. Vallés,
Microspore embryogenesis: Assignment of genes to embryo formation and green vs.
albino plant production, Funct. Integr. Genomics 9 (2009) 311–323, https://doi.
org/10.1007/s10142-009-0113-3.

[46] X.W. Chen, L. Cistué, M. Muñoz-Amatriaín, M. Sanz, I. Romagosa, A.M. Castillo,
M.P. Vallés, Genetic markers for doubled haploid response in barley, Euphytica 158
(2007) 287–294, https://doi.org/10.1007/s10681-006-9310-5.

[47] M. Muñoz-Amatriaín, A.M. Castillo, X.W. Chen, L. Cistué, M.P. Vallés, Identification
and validation of QTLs for green plant percentage in barley (Hordeum vulgare L.)
anther culture, Mol. Breed. 22 (2008) 119–129, https://doi.org/10.1007/s11032-
008-9161-y.

[48] M. Krzewska, I. Czyczyło-Mysza, E. Dubas, G. Gołębiowska-Pikania, I. Żur,
Identification of QTLs associated with albino plant formation and some new facts
concerning green versus albino ratio determinants in triticale (×Triticosecale
Wittm.) anther culture, Euphytica 206 (2015) 263–278, https://doi.org/10.1007/
s10681-015-1509-x.

[49] M.J. Coronado, G. Hensel, S. Broeders, I. Otto, J. Kumlehn, Immature pollen-

derived doubled haploid formation in barley cv. golden promise as a tool for
transgene recombination, Acta Physiol. Plant. 27 (2005) 591–599, https://doi.org/
10.1007/s11738-005-0063-x.

[50] J. Kumlehn, L. Serazetdinova, G. Hensel, D. Becker, H. Loerz, Genetic transforma-
tion of barley (Hordeum vulgare L.) via infection of androgenetic pollen cultures
with Agrobacterium tumefaciens, Plant Biotechnol. J. 4 (2006) 251–261, https://doi.
org/10.1111/j.1467-7652.2005.00178.x.

[51] J.J. Doyle, J.L. Doyle, A rapid DNA isolation procedure for small quantities of fresh
leaf tissue, Phytochemical Bulletin. 19 (1987) 11–15.

[52] M.R. Torres, R.W. Masuelli, E.L. Camadro, A modified protocol for DNA extraction
from potato, asparagus and sunflower pollen. BAIRESBIOTECH 2005, VI National
Symposium on Biotechnology, Argentina, Buenos Aires, 7–11 June, 2005.

[53] A. Untergasser, I. Cutcutache, T. Koressaar, J. Ye, B.C. Faircloth, M. Remm,
S.G. Rozen, Primer3-new capabilities and interfaces, Nucleic Acids Res. 40 (2012)
1–12, https://doi.org/10.1093/nar/gks596.

[54] J.M. Ruijter, C. Ramakers, W.M.H. Hoogaars, Y. Karlen, O. Bakker, M.J.B. van den
Hoff, A.F.M. Moorman, Amplification efficiency: linking baseline and bias in the
analysis of quantitative PCR data, Nucleic Acids Res. 37 (2009) e45, https://doi.
org/10.1093/nar/gkp045.

[55] K.J. Livak, T.D. Schmittgen, Analysis of relative gene expression data using real-
time quantitative PCR and the 2(-Delta Delta C(T)) Method, Methods. 25 (2001)
402–408, https://doi.org/10.1006/meth.2001.1262.

[56] C.L. Andersen, J.L. Jensen, T.F. Ørntoft, Characterizing vascular parameters in
hypoxic regions: a combined magnetic resonance and optical imaging study of a
human prostate cancer model, Cancer Res. 66 (2006) 9929–9936, https://doi.org/
10.1158/0008.

[57] M.W. Pfaffl, A. Tichopad, C. Prgomet, T.P. Neuvians, Determination of stable
housekeeping genes, differentially regulated target genes and sample integrity:
BestKeeper - Excel-based tool using pair-wise correlations, Biotechnol. Lett. 26
(2004) 509–515, https://doi.org/10.1023/B:BILE.0000019559.84305.47.

[58] K.A. Lutz, W. Wang, A. Zdepski, T.P. Michael, Isolation and analysis of high quality
nuclear DNA with reduced organellar DNA for plant genome sequencing and re-
sequencing, BMC Biotechnol. 11 (2011) 54, https://doi.org/10.1186/1472-6750-
11-54.

[59] T. Schumann, S. Paul, M. Melzer, P. Dörmann, P. Jahns, Plant growth under natural
light conditions provides highly flexible short-term acclimation properties toward
high light stress, Front. Plant Sci. 8 (2017) 1–18, https://doi.org/10.3389/fpls.
2017.00681.

[60] M. Marzec, M. Melzer, I. Szarejko, Asymmetric growth of root epidermal cells is
related to the differentiation of root hair cells in Hordeum vulgare (L.), J. Exp. Bot.
64 (2013) 5145–5155, https://doi.org/10.1093/jxb/ert300.

[61] R. Asakaviciute, Androgenesis in anther culture of Lithuanian spring barley
(Hordeum vulgare L.) and potato (Solanum tuberosum L.) cultivars, Turk. J. Biol. 32
(2008) 155–160.

[62] T. Lazaridou, I. Sistanis, Response to in-vitro anther culture of F3 families origi-
nating from high and low yielding F2 barley (Hordeum vulgare L.) plants, Aust. J.
Crop Sci. 5 (2011) 265–270.

[63] Y.Y. Sodmergen, S.Y. Luo, T. Hu, Kuroiwa, Cytoplasmic DNA apportionment and
plastid differentiation during male gametophyte development in Pelargonium zo-
nale, Sex. Plant Reprod. 7 (1994) 51–56, https://doi.org/10.1007/BF00241887.

[64] L.Y. Tang, R. Matsushima, W. Sakamoto, Mutations defective in ribonucleotide
reductase activity interfere with pollen plastid DNA degradation mediated by DPD1
exonuclease, Plant J. 70 (2012) 637–649, https://doi.org/10.1111/j.1365-313X.
2012.04904.x.

[65] S. Broughton, The application of n -butanol improves embryo and green plant
production in anther culture of Australian wheat (Triticum aestivum L.) genotypes,
Crop Pasture Sci. 62 (2011) 813–822, https://doi.org/10.1071/CP11204.

[66] A.M. Castillo, N.H. Nielsen, A. Jensen, M.P. Vallés, Effects of n-butanol on barley
microspore embryogenesis, Plant Cell Tissue Organ Cult. 117 (2014) 411–418,
https://doi.org/10.1007/s11240-014-0451-2.

[67] P. Esteves, F. Belzile, Improving the efficiency of isolated microspore culture in six-
row spring barley: I-optimization of key physical factors, Plant Cell Rep. 33 (2014)
993–1001, https://doi.org/10.1007/s00299-014-1583-x.

[68] T. Würschum, M.R. Tucker, H.P. Maurer, Stress treatments influence efficiency of
microspore embryogenesis and green plant regeneration in hexaploid triticale
(×Triticosecale Wittmack L.), In Vitr. Cell. Dev. Biol. - Plant. 50 (2014) 143–148,
https://doi.org/10.1007/s11627-013-9539-3.

[69] B. Echávarri, L. Cistué, Enhancement in androgenesis efficiency in barley (Hordeum
vulgare L.) and bread wheat (Triticum aestivum L.) by the addition of dimethyl
sulfoxide to the mannitol pretreatment medium, Plant Cell Tissue Organ Cult. 125
(2016) 11–22, https://doi.org/10.1007/S11240-015-0923-Z.

[70] R. Khatun, S.M. Shahinul Islam, I. Ara, N. Tuteja, M.A. Bari, Effect of cold pre-
treatment and different media in improving anther culture response in rice (Oryza
sativa L.) in Bangladesh, Indian J. Biotechnol. 11 (2012) 458–463.

[71] P. Esteves, I. Clermont, S. Marchand, F. Belzile, Improving the efficiency of isolated
microspore culture in six-row spring barley: II-exploring novel growth regulators to
maximize embryogenesis and reduce albinism, Plant Cell Rep. 33 (2014) 871–879,
https://doi.org/10.1007/s00299-014-1563-1.

[72] A.M.R. Ferrie, K.I. Irmen, A.D. Beattie, B.G. Rossnagel, Isolated microspore culture
of oat (Avena sativa L.) for the production of doubled haploids: effect of pre-culture
and post-culture conditions, Plant Cell Tissue Organ Cult. 116 (2014) 89–96,
https://doi.org/10.1007/s11240-013-0385-0.

[73] M. Asif, F. Eudes, A. Goyal, E. Amundsen, H. Randhawa, D. Spaner, Organelle an-
tioxidants improve microspore embryogenesis in wheat and triticale, In Vitr. Cell.
Dev. Biol. - Plant 49 (2013) 489–497, https://doi.org/10.1007/s11627-013-9514-z.

M. Gajecka, et al. Plant Science 291 (2020) 110321

13

https://doi.org/10.1007/978-3-642-04670-4
https://doi.org/10.1007/s00299-011-1061-7
https://doi.org/10.1007/s00299-011-1061-7
https://doi.org/10.1016/j.biotechadv.2015.07.001
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0130
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0130
https://doi.org/10.1111/j.1467-7652.2009.00498.x
https://doi.org/10.1111/j.1467-7652.2009.00498.x
https://doi.org/10.1007/s00299-007-0477-6
https://doi.org/10.1007/s00299-007-0477-6
https://doi.org/10.1111/pbr.12312
https://doi.org/10.1007/s10681-013-1031-y
https://doi.org/10.1007/s10681-013-1031-y
https://doi.org/10.1046/j.1439-0523.1999.118002111.x
https://doi.org/10.1046/j.1439-0523.1999.118002111.x
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0160
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0160
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0160
https://doi.org/10.1007/s11240-006-9117-z
https://doi.org/10.1016/0092-8674(84)90014-X
https://doi.org/10.1007/BF00449820
https://doi.org/10.1007/BF00449820
https://doi.org/10.1556/CRC.2012.0007
https://doi.org/10.1007/BF00215717
https://doi.org/10.1007/BF00215717
https://doi.org/10.1023/A:1014493316433
https://doi.org/10.1007/BF00318524
https://doi.org/10.1016/S0176-1617(11)82141-3
https://doi.org/10.1007/BF01279096
https://doi.org/10.1007/s004970000043
https://doi.org/10.1007/s004970000043
https://doi.org/10.1023/A:1025812621775
https://doi.org/10.1023/A:1025812621775
https://doi.org/10.1007/s11738-005-0069-4
https://doi.org/10.1007/s10142-009-0113-3
https://doi.org/10.1007/s10142-009-0113-3
https://doi.org/10.1007/s10681-006-9310-5
https://doi.org/10.1007/s11032-008-9161-y
https://doi.org/10.1007/s11032-008-9161-y
https://doi.org/10.1007/s10681-015-1509-x
https://doi.org/10.1007/s10681-015-1509-x
https://doi.org/10.1007/s11738-005-0063-x
https://doi.org/10.1007/s11738-005-0063-x
https://doi.org/10.1111/j.1467-7652.2005.00178.x
https://doi.org/10.1111/j.1467-7652.2005.00178.x
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0255
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0255
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0260
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0260
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0260
https://doi.org/10.1093/nar/gks596
https://doi.org/10.1093/nar/gkp045
https://doi.org/10.1093/nar/gkp045
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1158/0008
https://doi.org/10.1158/0008
https://doi.org/10.1023/B:BILE.0000019559.84305.47
https://doi.org/10.1186/1472-6750-11-54
https://doi.org/10.1186/1472-6750-11-54
https://doi.org/10.3389/fpls.2017.00681
https://doi.org/10.3389/fpls.2017.00681
https://doi.org/10.1093/jxb/ert300
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0305
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0305
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0305
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0310
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0310
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0310
https://doi.org/10.1007/BF00241887
https://doi.org/10.1111/j.1365-313X.2012.04904.x
https://doi.org/10.1111/j.1365-313X.2012.04904.x
https://doi.org/10.1071/CP11204
https://doi.org/10.1007/s11240-014-0451-2
https://doi.org/10.1007/s00299-014-1583-x
https://doi.org/10.1007/s11627-013-9539-3
https://doi.org/10.1007/S11240-015-0923-Z
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0350
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0350
http://refhub.elsevier.com/S0168-9452(19)31494-3/sbref0350
https://doi.org/10.1007/s00299-014-1563-1
https://doi.org/10.1007/s11240-013-0385-0
https://doi.org/10.1007/s11627-013-9514-z

	Plastid differentiation during microgametogenesis determines green plant regeneration in barley microspore culture
	Introduction
	Material and methods
	Plant material and growth conditions
	Isolated microspore culture
	Preparation of samples and extracting the nucleic acids
	RT-qPCR and qPCR
	Determining the relative expression level
	Semi-quantitative RT-PCR
	Plastome copy number
	Light and transmission electron microscope (TEM) analysis
	Statistical analysis

	Results
	The androgenic response of the tested cultivars
	Expression profiles of genes involved in plastid biogenesis during pollen development in barley cultivars ‘Jersey’ and ‘Mercada’
	Amyloplast formation during pollen development in ‘Jersey’ and ‘Mercada’ cultivars
	Plastid differentiation during pollen development in other spring barley cultivars
	The microspore developmental stage at the initiation of culture influences the regeneration of green plants

	Discussion
	Conclusions
	Authors’ contribution
	mk:H1_21
	Acknowledgements
	Supplementary data
	References




