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Abstract

Hybrid crops produce higher yields than their inbred parents due to heterosis. For high purity
of hybrid seeds, it is critical to eliminate self-pollination. Manual or mechanical removal of
male parts (such as detasseling in maize) is labor-intensive, fuel and time-consuming, and
can cause physical damage to female plants, resulting in significant seed yield reductions.
Many male-sterility systems either require a maintainer for male-sterile line propagation or
are often affected by environmental factors. Roundup® Hybridization System (RHS) utilizes
glyphosate to induce male sterility, which effectively eliminates the need for maintainer lines
and removal of male parts for commercial hybrid seed production. The first-generation RHS
(RHS1) is based on low expression of a glyphosate-insensitive 5-enolpyruvylshikimate-3-
phosphate synthase (CP4 EPSPS) in pollen. This report presents the second-generation
RHS (RHS2) technology built on RNA interference (RNAi) combined with CP4 EPSPS. It
utilizes maize endogenous male tissue-specific small interfering RNAs (mts-siRNAs) to trig-
ger cleavage of the CP4 EPSPS mRNA specifically in tassels, resulting in glyphosate-sensi-
tive male cells due to lack of the CP4 EPSPS protein. Male sterility is then induced by
glyphosate application at the stages critical for pollen development, and the male-sterile
plants are used as the female parent to produce hybrid seed. The endogenous mts-siRNAs
are conserved across maize germplasms, and the inducible male sterility was replicated in
representative germplasms through introgression of a CP4 EPSPS transgene containing
the mts-siRNA target sequence. This technology combines the relative simplicity and conve-
nience of a systemic herbicide spray methodology with targeted protein expression to create
an inducible male sterility system for industrial production of row crop hybrid seeds in an
environmentally-independent manner.
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Introduction

Hybrid crops derived from crosses between diverse varieties of a species or different species
exhibit greater growth rate, biomass, fertility and yield than their parents due to heterosis [1].
Hybrids account for more than half of major crops cultivated worldwide [2]. In the USA, most
of the planted maize acreage is hybrids [3]. For high purity of hybrid seeds, it is critical to elim-
inate self-pollination. Cytoplasmic male sterility [2]), genic male-sterility mutants [4, 5], trans-
genic lines in which proteins toxic to male tissues are expressed [6-9], or transgenic lines in
which genes critical to male tissue development are suppressed [10-13] can be used to prepare
female parents for hybrid seed production. However, these male sterility systems require one
or more maintainers for fertility restoration so that the male sterile line can be propagated [2,
14, 15].

Co-expression of two nonoverlapping fragments of a phytotoxic barnase gene inserted sep-
arately on allelic positions of the same chromosome can eliminate the need of restoration
lines, but this split-gene system still requires a fertile maintainer and only 50% of the resulting
progeny will be male-sterile [16]. Environment-sensitive genic male-sterility mutants enable a
two-line system because the same mutants can serve as a maintainer under permissive condi-
tions, but this system is environment-dependent [2, 17]. In chemically induced male sterility
systems, gametocides can cause damage to non-male tissues because of poor selectivity [18,
19], and male parents must be protected to avoid injury to the stamens when female parents
are sprayed with a chemical hybridization agent.

Manual or mechanical removal of male parts (such as detasseling) is a common practice in
hybrid maize seed production but is labor-intensive, fuel and time-consuming, and can cause
physical damage to female plants, resulting in significant seed yield reductions [20]. Although
effective, mechanical detasseling can be imperfect, and hybrid seed purity may be at risk with-
out multiple rounds of manual detasseling. Therefore, an inducible male sterility system that
combines the relative simplicity and convenience of chemical methods with the effectiveness
and specificity of the transgenic approach are of great value for industrial production of row
crop hybrid seeds in an environmentally independent manner.

Glyphosate, best known for its broad spectrum herbicidal activity against weeds, exhibits
low mammalian toxicity and a favorable environmental profile [21]. Roundup® and other
glyphosate-based herbicides target 5-enolpyruvylshikimate-3-phosphate synthase (EPSPS), a
shikimate pathway enzyme required for plant survival. Roundup Ready™ (RR) crops contain a
transgene encoding a glyphosate-insensitive EPSPS derived from Agrobacterium sp. strain CP4
(CP4 EPSPS) that confers tolerance to glyphosate [22].

Unlike other herbicides, glyphosate is a highly systemic herbicide that is readily translo-
cated from source to sink tissues, such as apical meristems in plants [23, 24]. Due to the slow
rate of glyphosate metabolism in maize, applications prior to and during the development of
the male reproductive tissue could result in the presence of glyphosate in these tissues and thus
prevent pollen development, pollen shed, or anther extrusion. Based on this unique feature of
glyphosate, the robust, environmentally-independent, inducible Roundup™ Hybridization
System (RHS) was established for industrial applications in row crops. The first generation
RHS (RHS1) relies on a combination of promoter and intron to drive expression of CP4
EPSPS preferentially in vegetative and female reproductive tissues with very low expression in
pollen, resulting in glyphosate-sensitive male tissues [21]. Male sterility is then induced by
application of glyphosate herbicide at late growth stages [25].

RNA interference (RNAI) is a biological process in which small noncoding RNAs trigger
post-transcriptional gene silencing [26]. RNAi is present in many eukaryotes including plants
and is a powerful tool to regulate gene expression [27]. Both microRNAs (miRNAs) and small
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interfering RNAs (siRNAs) can trigger RNAI [28]. External siRNAs, synthesized in vitro or
generated in vivo from dsRNA delivered by a transgene, have been widely used to suppress
endogenous genes of interest [29]. Transgenes bearing miRNA-responsive sensor sequences
complementary to miRNAs in the 3’ untranslated region (3’'UTR) have been used to investi-
gate endogenous miRNAs expression [30].

Since miRNA-mRNA recognition does not require perfect pairing, one miRNA potentially
can recognize an array of targets and many miRNAs in fact have multiple targets [31, 32]. In
contrast, siRNA-mRNA recognition is a highly-specific paring with only one siRNA target rec-
ognized per siRNA [29]. An miRNA typically has just one recognition site on its target, while
siRNA has multiple recognition sites spread across the target for a multitude of siRNAs [28,
32]. In this study, endogenous siRNA-mediated RNAi was utilized to develop a second-gener-
ation RHS (RHS2) technology, in which an siRNA target sequence was placed in the 3’
untranslated region (UTR) of the CP4 EPSPS transgene, resulting in CP4 EPSPS protein
expression to confer glyphosate tolerance in all maize tissues except tassels. The hypothesis is
that endogenous siRNAs can be used to regulate expression of a transgene in plants. Specifi-
cally, endogenous male tissue-specific siRNAs (mts-siRNAs) recognize transgenic mts-siRNA
targets and trigger cleavage of the CP4 EPSPS mRNA only in maize tassels. This can be used in
conjunction with timed application of glyphosate for inducible male sterility system useful for
hybrid seed production on an industrial scale.

Materials and methods
Transformation and event selection

A binary construct was designed containing four transgenic cassettes (S2 Fig) for the tolerance
to inhibitors of acetyl CoA carboxylase (ACCase) in the aryloxyphenoxy propionate (FOPs)
group such as quizalofop; synthetic auxins such as dicamba and 2,4-D; inhibitors of glutamine
synthetase such as phosphinothricin or glufosinate; and the EPSPS inhibitor glyphosate. The
RHS?2 cassette contained the CP4 EPSPS transgene driven by the CaMV 35S promoter. To
enable inducible male sterility by glyphosate application, an mts-siRNA target sequence was
placed between the CP4 EPSPS stop codon and 3’UTR. Transgenic plants were generated
using the binary construct through Agrobacterium tumefaciens (ABI strain)-mediated transfor-
mation of immature embryos derived from an inbred line of maize (Zea mays L.) and then
subjected to a series of screenings and molecular characterizations, basically as previously
described [25], to identify backbone-free events carrying a single copy of the intact T-DNA.
The maize germplasm that was used for the transformation is referred to as wild type (WT)
and used as a control hereafter.

Conventional and homozygous transgenic inbred plants were grown for agronomic trials
in fields at various locations or for molecular experiments in a greenhouse with 14 hours of
natural sunlight supplemented with an irradiance of 50-120 W m™ (provided by 1000 W
lamps) at 25°C and 8 hours of dark at 19°C and 70% relative humidity. Plants were watered as
necessary and fertilized with a 20-20-20 mixture of nitrogen, potassium, and phosphorus,
respectively.

Genomic DNA extraction

Leaf tissues were ground in liquid nitrogen to a fine powder. Genomic DNA was extracted
from the powder using the cetyltrimethylammonium bromide (CTAB) method [33]. DNA
was precipitated with ethanol and rinsed in 70% ethanol. The DNA pellet was dissolved in TE
buffer (10 mM TRIS, 1 mM EDTA, pH 8.0), and the quality and quantity of the DNA samples
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were assessed using a NanoDrop 1000 instrument (Thermo Fisher Scientific, Waltham, MA)
and stored in a -20°C freezer until use.

Characterization of endogenous genes

A pair of forward and reverse primers, G1158118 GF1 and G1158118 GR1 (S1 Table), was
designed to amplify a genomic fragment that shares sequence similarity with a pool of mts-siR-
NAs. Polymerase chain reaction (PCR) was conducted in a mixture that contained 180 ng of
genomic DNA from 31 maize inbred lines as templates, 2.5 units of Ex Taq DNA polymerase
(Takara Bio Inc., Kusatsu, Shiga, Japan), and 20pmoles each of the forward and reverse prim-
ers on a Thermal Controller (M] Research Inc., Waltham, MA) programmed as follows: after
initial denaturation of 30 sec at 95°C, 35 cycles of amplification (each consisting of a denatur-
ation step of 10 sec at 95°C, an annealing step of 30 sec at 55°C, and an extension step of 35 sec
at 72°C). PCR products were purified using a QIAquick Nucleotide Removal Kit (Qiagen, Hil-
den, Germany) and then sequenced using the forward and reverse primers, respectively, with a
Taq Dye Deoxy Terminator Cycle Sequencing Kit on a 373A DNA sequencer (Thermo Fisher
Scientific).

Total RNA extraction

Plant samples were collected at indicated stages, frozen immediately in liquid nitrogen, and
individually ground in liquid nitrogen to a fine powder. Total RNA including small RNAs was
extracted by using RNA Purification Kit (Norgen Biotek Corp., Thorold, ON, Canada) for
microarray or TRIzol™ Reagent (Thermo Fisher Scientific) for other assays. The quality and
quantity of the RNA samples were assessed using a NanoDrop 1000 instrument (Thermo
Fisher Scientific), and the RNA samples were stored in a -80°C freezer until use.

Small RNA sequencing

Small RNAs were purified with the mirPremier microRNA Isolation Kit (Sigma, St. Louis,
MO) from RNA samples extracted from ear, leaf, root, silk, and tassel tissues collected at vari-
ous growth stages. Libraries were prepared from the small RNA samples with a TruSeq Small
RNA Library Preparation Kit (Illumina, San Diego, CA), and sequencing of the libraries was
performed on a MiSeq (Illumina).

Microarray

The microarray chips contained triplicate probes of the complementary sequence for each of
the selected 1,216 mts-siRNAs from tassel tissues. Total RNAs isolated from 26 WT tissues col-
lected from 31 germplasms were used to synthesize complementary DNA (cDNA). Cy5-la-
belled complementarity RNAs were then prepared from the cDNA samples and hybridized
with custom microarray chips (LC Sciences, Houston, TX). Hybridization images were col-
lected using a GenePix™ 4000B laser scanner (Molecular Devices, Sunnyvale, CA) and digi-
tized using Array-Pro™ Analyzer image analysis software (Media Cybernetics, Rockville, MD).
Relative signal values were derived by background subtraction and normalization. Differen-
tially expressed signals were determined by t-test with p < 0.05.

Real-time PCR

Total RNA was used for expression analyses of endogenous genes by a TagMan or a SYBR
Green assay (S1 Table). One-step real-time PCR was performed in singleplex with three
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replicates for each RNA sample. Maize elongation factor 1a (EF1la) was used as a normalizer.
Relative expression levels were determined as previously described [34].

Rapid amplification of 5’ cDNA ends (5’RACE)

Total RNA from tassel, leaf, and ear samples was treated with the TURBO DNase I (Thermo
Fisher Scientific) to remove any potential trace of genomic DNA. After phenol/chloroform
extraction and ethanol precipitation, 5’RACE was conducted using a transgene-specific primer
upstream of a predicted poly(A) site and a nested transgene-specific primer, T-Os.GRP3
GSP11 and T-Os.GRP3 GSP21 (S1 Table), with the 5 RACE System (Thermo Fisher Scien-
tific) following the procedure provided by the manufacturer. The extension time for the
uncleaved transcript (>2.1 kilobase pairs (kb)) was 2 min 10 sec and for the cleavage products
(<400 base pairs (bp)) was 25 sec. The products were purified using the QIAquick Nucleotide
Removal Kit (Qiagen), subcloned into the pCRTMZ.l—TOPO vectors using a TOPO® TA Clon-
ing Kit (Thermo Fisher Scientific), and then sequenced using the pCR Seq Primer 101 or 201
(S1 Table), respectively, with a Taq Dye Deoxy Terminator Cycle Sequencing Kit on a 373A
DNA sequencer (Thermo Fisher Scientific) in accordance with the manufacturer’s protocols.

Bioinformatics analysis

Differential bioinformatic analysis was conducted to identify tassel-enriched small RNA
sequences by comparing the sequences in the tassel small RNA libraries with those in the small
RNA libraries prepared from other maize tissues. Sequence alignment tools such as Basic
Local Alignment Search Tool or SHort Read Mapping Package [35] were employed to identify
putative endogenous targets that have clustered, overlapping alignments of multiple mts-
siRNA sequences with perfect or near perfect matches by comparing the mts-siRNA sequences
against unigene collections of maize cDNA sequences. To identify cleavage sites, sequence
alignments of the CP4 EPSPS transgene and 5’RACE products were generated using Multalin
[36] after the adaptor, poly(C) tail, and vector sequences were removed manually from the
sequences of 5’RACE products.

Low molecular weight RNA blotting

Total RNA from each sample, a 1kb RNA Ladder (Thermo Fisher Scientific) combined with
the 25-nt CP4 EPSPS RNA oligos, or the size markers were mixed with the RNA loading Buffer
(Ambion, Grand Island, NY), denatured at 95°C for 5 min followed by 4°C for 5 min, loaded
to wells of a Criterion Precast 15% polyacrylamide TBE-Urea gel, separated by electrophoresis
in a Criterion Cell, and transferred onto positively charged nylon membrane via electroblot-
ting with a Criterion Blotter (Bio-Rad, Hercules, CA) following the manufacture’s instruction.
Using T-DNA templates and three sets of the gene-specific primers (S1 Table), three frag-
ments covering the entire CP4 EPSPS transcript except the mts-siRNA target sequence (to
avoid cross hybridization with the endogenous mts-siRNAs) (S2 Fig) were obtained by PCR
amplifications using Ex Taq DNA polymerase (Takara Bio Inc.) and purified with the QIA-
quick Gel Extraction Kit (Qiagen). DIG-labeled probes CP4 EPSPS 5, CP4 EPSPS 3’, and
OsGRP3 3’UTR were prepared from the PCR products with a PCR DIG Probe Synthesis Kit
(Roche, Basel, Switzerland). A 25-nt RNA oligo with a sequence (GGGUGCUGACAUCGAG—
GUUAUCAAU) identical to a portion of the CP4 EPSPS mRNA for use as a positive control and
two DIG-labeled 20- and 25-nt RNA oligos for use as size markers were synthesized. Hybridi-
zations were then conducted at 38°C with rotation in DIG Easy Hyb (Sigma). Post-hybridiza-
tion washes were done as recommended by the manufacture, and DIG detection was
performed using reagents and Lumi-Film X-ray films from Roche. In addition, the RNA blot
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was rinsed in RNase-free water briefly, incubated in the Stripping Buffer (0.2% SDS and 0.1x
SSC) for 45 min at 70°C twice to remove the DIG-labeled probes, equilibrated in 2x SSC, and
then reprobed with a synthetic DIG-labeled 21-nt DNA oligo (DIG-CAGAGCTCCCTT~
CAATCCAAR) designed for detection of zm-miR159b as a control.

Pollen viability assessment

Plants were sprayed with glyphosate in a greenhouse at the V3 stage or sequentially at V3, V8,
and V10. Tassels were harvested from 10 sprayed and 10 unsprayed plants when fully tolerant
plants had around 50% of their anthers extruded. Ten anthers at full pollen shed from each tas-
sel were collected, and pollen viability was tested by using Alexander’s stain [37]. The remain-
ing anthers from each tassel were placed in a 150-ml beaker containing 70 ml of 8.5%
mannitol solution (pH 5.5) and blended with an Osterizer Classic Chrome Beehive Blender
(Oster, Hilliard, Ohio) for 2 min. The mixture was sieved to a 250-ml beaker using a 100 um
sieve twice. The pollen solution was transferred from the beaker to a 50-ml screw top tube,
8.5% mannitol solution (pH 5.5) was added to 50 ml, and the mixture was centrifuged at 1000
xg for 5 min. The supernatant was carefully removed, and the pellet was re-suspended in 30
ml 8.5% mannitol solution (pH 5.5) and mixed well by swirling. Immediately, 15 pl of the pol-
len solution was loaded to the V-shaped groove on a hemocytometer (Hausser Scientific, Hor-
sham, PA), and then pollen grains (mature and non-mature) on all nine squares (full grid) of
the hemocytometer were counted. The highest and lowest pollen grain scores were discarded
before calculation for the total number of pollen.

Results
Identification of endogenous mts-siRNAs

In the current study, endogenous male tissue-specific small interfering RNAs (mts-siRNAs)
were defined as being 18 to 26-nucleotides long, with some partially overlapping or comple-
mentary to others. Maize mts-siRNAs were identified and used to post-transcriptionally sup-
press expression of a CP4 EPSPS transgene in a tissue-specific manner.

To identify mts-siRNAs, small RNA libraries prepared from various maize tissues were sub-
jected to deep sequencing. Small RNA sequences obtained from tassels at different develop-
mental stages were compared with those from other organs including leaves, roots and ears.
Thousands of small RNAs that are primarily expressed in tassel tissues were identified, with
normalized expression levels ranging from 40 to 2660 transcripts per million reads. As an
example, Fig 1A shows the normalized abundance of one cluster of such small RNAs in one
set of the libraries prepared from 15 maize organs.

From the tassel-enriched small RNAs, 1,216 putative mts-siRNAs were chosen for further
evaluation using custom microarray technology. Microarray data from custom chips designed
for detection of the selected mts-siRNAs revealed that more than 500 mts-siRNAs exhibited
tassel-specific expression in a panel of organs from WT plants, as shown in Fig 1C for ten such
mts-siRNAs (S2 Table). Additional microarray experiments indicated that the majority of the
mts-siRNAs were present in tassels from 30 other inbred germplasms tested (Fig 1D).

Identification of endogenous genes with sequence homology to mts-siRNAs

An endogenous gene with sequence homology to mts-siRNAs may be responsible for biogene-
sis of the siRNAs and may be the target for the siRNAs. To identify endogenous genes with
sequence homology to mts-siRNAs, over 500 mts-siRNAs were aligned against the cDNA
sequences in unigene collections from maize. More than a dozen cDNA sequences were found
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Fig 1. Identification of mts-siRNAs and selection of transgenic target. (A) Abundance of putative EU974548
targeting mts-siRNAs in small RNA libraries derived from 15 tissues as indicated. Unique reads do not include
redundant reads. Total reads count both unique and redundant reads. DBP: days before pollination; DAP: days after
pollination. (B) Distribution of mts-siRNAs on the EU974548 cDNA sequence (1826 bp long). mts-siRNAs sharing the
same as or complementary to the cDNA strand are shown above and below the zero line, respectively. The vertical axis
indicates normalized relative expression levels of mts-siRNAs. The horizontal axis shows the nucleotide position from
the beginning of the cDNA. mts-siRNA lengths are indicated by different colors. The boxed area, rich in mts-siRNA
recognition sites, was selected as a transgenic target and placed after the coding region of the CP4 EPSPS (S2 Fig). (C)
Tassel specificity of representative mts-siRNAs targeting the boxed area. Abundances of mts-siRNAs A to J (S2 Table.)
in maize tissues of the germplasm into which the transgene was transformed were measured by microarray. The
vertical axis shows signal intensity. (D) Presence of the mts-siRNAs A to ] in V8 tassels of thirty additional
representative maize germplasms commonly cultivated in North America. Graphic representation was based on
microarray signal intensities. (E) Conservation of one endogenous gene (Zm000014036860) with sequence homology
to the mts-siRNAs. Lane M: 1kb Plus DNA size marker (Thermo Fisher Scientific). Lanes 1 through 31: PCR products
from genomic DNA obtained from leaves of the germplasm into which the transgene was transformed and thirty
additional representative maize germplasms commonly cultivated in North America. Lane C: no templates control.

https://doi.org/10.1371/journal.pone.0202921.9001

containing one or more regions rich in potential mts-siRNA targets with perfect or near per-
fect sequence matches. One of these, EU974548, was previously isolated from a maize hybrid
via large-scale sequencing of expressed sequence tags [38]. A graphical representation of the
alignment of mts-siRNA and EU974548 sequences is shown in Fig 1B. The mts-siRNA
sequences aligned to either sense or antisense strand of the EU974548 cDNA sequence.
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To determine whether the EU974548 sequence is present in diverse maize germplasms,
PCR amplification was conducted using genomic DNA as a template. Products with the
expected size of 313bp were obtained from 31 representative maize germplasms cultivated in
North America (Fig 1E). Sequencing results of these amplicons revealed that they share over
92% sequence identity with the EU974548 cDNA (S1 Fig). Moreover, bioinformatic searches
using multiple sequence databases confirmed that the EU974548 sequence is present in repre-
sentative germplasms cultivated in global regions across the world, indicating the EU974548
sequence is broadly conserved in maize.

Selection of commercial transgenic events

The conservation of the mts-siRNAs (Fig 1D) and the EU974548 sequence (Fig 1E) across a
wide range of maize germplasms makes EU974548 ideal for use in transgene regulation. Sur-
veying the cDNA sequence alignment, several notable regions that display clustered, overlap-
ping alignments of multiple mts-siRNA targets were identified. A 201-bp region was identified
as having multiple potential recognition sites corresponding to the most abundant mts-siRNAs
(Fig 1B) was used to create synthetic mts-siRNA target sequences. A construct was made with
the element placed 3’ to the coding region of the CP4 EPSPS gene (S2 Fig). Transgenic plants
were generated from the binary vector via Agrobacterium (ABI strain)-mediated transforma-
tions. Subsequently, homozygous plants were evaluated for effectiveness of glyphosate-induced
male sterility. After initial testing, the 201-bp mts-siRNA version was found to be efficacious
for suppressing transgene expression in male reproductive cells.

Maize immature embryos were transformed by Agrobacterium carrying the four-cassette
construct including the CP4 EPSPS transgene linked to the 201-bp mts-siRNA target sequence
(S2 Fig), producing 436 transgenic events of which 92 were backbone-free and carrying only a
single copy of the insertion in plants. In the greenhouse, 70 of the 92 events demonstrated tol-
erance to glyphosate. Of these, 30 events were advanced to field testing where 22 provided veg-
etative tolerance to glyphosate and inducible male sterility. Additional field trials, trait efficacy
trials, and molecular characterizations were then conducted for multiple years in order to
select the commercial event MON 87429 that contains the RHS2 trait.

Tassel-specific cleavage of the CP4 EPSPS mRNA with mts-siRNA
recognition sites

Under the control of the cauliflower mosaic virus (CaMV) 35S promoter, the CP4 EPSPS
transgene is transcribed throughout the plant. Analysis using 5’ rapid amplification of cDNA
ends (5’RACE) of plants containing MON 87429 showed a 2.1-kb product, representing the
full-length CP4 EPSPS transcript, in all tissue samples (Fig 2A, left) including tassels, and
sequencing results confirmed the product was derived from the intact CP4 EPSPS mRNA.
Small products, mostly about 300 bp and 400 bp, representing cleavage products of the CP4
EPSPS transcript were obtained only from the tassel and not found in leaf or ear tissue of
plants containing MON 87429 (Fig 2A, right). Sequencing of these products revealed endori-
bonuclease cleavage sites exclusively in the mts-siRNA target sequence (Fig 2B), indicating
that cleavage occurs only at the mts-siRNA recognition sites and in a sequence-specific
manner.

Absence of secondary CP4 EPSPS siRNAs

Secondary siRNAs can move from the site of origin and thus silence homologous genes locally
or distantly [29]. To determine whether there are secondary siRNAs derived from the CP4
EPSPS transcript in plants containing MON 87429, low molecular weight RNA blotting [39]
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Fig 2. Selective expression of the CP4 EPSPS in plants containing MON 87429. (A) Male tissue-specific cleavage of
the CP4 EPSPS transcript. Full length CP4 EPSPS (approximately 2.1 kb) was detected in all tissues while cleaved
products (<400 bp) were detected only in tassels from plants containing MON 87429. The extension time was 2 min
10 sec for the uncleaved transcript or 25 sec for cleavage products, respectively. M: 1kb Plus DNA size marker (Thermo
Fisher Scientific); L: V6 leaf; E: VT ear; T1: V6 tassel; T2: V8 tassel; T3: V10 tassel; T4: V12 tassel. (B) Sequence-specific
cleavage of the CP4 EPSPS. Cleavage sites () were identified on the mts-siRNA target sequence (201 bp) in the CP4
EPSPS transcript by sequencing the 5’RACE products. (C) Absence of CP4 EPSPS small RNAs. Total RNA (10 pg)
from various tissues of WT (left) or plants containing MON 87429 (right), respectively, was used for RNA blotting.
The upper shows equal loading and quality of the RNA samples by sharp, distinct ribosomal RNA bands in TBE-urea
denaturing polyacrylamide gel (ethidium bromide stained). M: a mix of the 1kb RNA ladder (1 pg) and a synthetic
25-nt CP4 EPSPS RNA oligo (1 ng) as a positive control; T1: V6 tassel; T2: V8 tassel; T3: V10 tassel; T4: V12 tassel; E:
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middle represents the low molecular weight RNA blot that was hybridized with three DIG-labeled probes covering the
whole CP4 EPSPS transcript except the 201-bp target region. The lower illustrates the small RNA blot that was
reprobed for miR159 after stripping off the CP4 EPSPS probes to demonstrate small RNA quality of in the samples.
VE: emergence stage; Vn: leaf stages by number of leaves on the maize plant; VT: tasseling stage.

https://doi.org/10.1371/journal.pone.0202921.9002

was conducted. Ribosomal RNA bands were sharp and even across samples, indicating high
quality and equal loading of the RNA samples (Fig 2C, upper). The RNA molecules were then
transferred onto a membrane and hybridized with three probes that cover the entire CP4
EPSPS transcript except for the mts-siRNA target sequence (S2 Fig). This region was inten-
tionally left out to avoid its cross hybridization with the endogenous mts-siRNAs.

An in vitro, chemically-synthesized 25-nt RNA oligo with a sequence identical to a portion
of the CP4 EPSPS mRNA was detected as a positive control (Fig 2C, middle left), indicating
that the probes worked and hybridization and visualization were successful. No signal was
observed in any samples tested (including leaves, roots, tassels at different developmental
stages, and ears) for plants containing MON 87429 or the WT plants (Fig 2C, middle), demon-
strating that no secondary siRNAs were generated from the CP4 EPSPS transcripts in plants
containing MON 87429. After stripping off the CP4 EPSPS probes, the blot was hybridized to
a synthetic DIG-labeled DNA oligo complementary to zm-miRNA159, which was previously
demonstrated to be expressed in all maize tissues [40] and used as a control here. Zm-
miRNA159 was detected in all samples (Fig 2C, bottom), indicating separation and electro-
blotting of small RNAs were successful.
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Inducible male sterility in plants containing MON 87429

Under normal growth conditions and without glyphosate applications, there was no signifi-
cant difference in total pollen grain counts per tassel between plants containing MON 87429
and WT plants, the conventional counterpart (Fig 3A). Plants containing MON 87429 demon-
strated complete fertility with full anther extrusion (Fig 3B), viable pollen (Fig 3C), and grain
yield equivalent to WT plants (Fig 31I).

No damage was observed on plants containing MON 87429 when glyphosate was sprayed
at vegetative growth stage V3, demonstrating vegetative tolerance (Fig 3D). Anther extrusion
was normal (Fig 3E) and pollen were fully fertile (Fig 3F). This enables inbred seed propaga-
tion without the need of a maintainer line.

Glyphosate application at stages V3 followed by V8 followed by V10 resulted in no anther
extrusion or pollen shedding observed on tassels of plants containing MON 87429 (Fig 3G),
and more importantly, no viable pollen generated in anthers (Fig 3H and S3 Table). Pollen
development appeared to be arrested at the tetrad stage in these treated plants (Fig 3H); how-
ever, female reproductive cells were fully fertile and plants containing MON 87429 set seeds
normally when cross pollinated by pollen from plants containing NK603 (Fig 31I). Plants con-
taining commercial event NK603, which have robust vegetative and reproductive tolerance to
glyphosate [22], produced viable pollen after the same glyphosate application (S3 Table).

Expressions of endogenous genes with sequence homology to the mts-
siRNA target sequence

Seven putative endogenous genes were identified in the maize genome to have a fragment that
shares over 90% identity with the mts-siRNA target sequence via bioinformatics analyses. All
these genes are located in one region on chromosome 6. These genes appear to encode putative
membrane proteins with amino acid sequence homology to a serine incorporator that facili-
tates the synthesis of two serine-derived lipids, phosphatidylserine and sphingolipids.

No off-type phenotypes were observed in plants containing MON 87429. To further vali-
date absence of unintended side effects at the molecular level, expression levels of the putative
endogenous genes were measured by using two quantitative reverse transcription PCR assays:
a TagMan assay designed for detecting transcripts from two members and a SYBR Green
assay designed for six members of the gene family (expression of one member can be detected
by both assays). Overall, these genes were expressed at very low levels in both transgenic and
WT tassels (S3 Fig). Furthermore, the expression levels of the endogenous genes in plants con-
taining MON 87429 were comparable to those in WT plants of the germplasm into which the
transgene was transformed and four additional representative inbred lines. Statistically, there
were no significant differences between plants containing MON 87429 and WT plants.

Discussion

In this study, siRNA-mediated RNAi was used to selectively suppress transgene expression to
create a new inducible male sterility system for hybrid seed production in row crops named
RHS2 (Fig 4). A key component of the RHS2 technology is a mts-siRNA target sequence is
incorporated into the CP4 EPSPS cassette as a unique expression regulatory element within
the 3’UTR (S2 Fig), and this is then targeted by the endogenous mts-siRNAs (Fig 4A). The
endogenous mts-siRNAs (52 Table) are tassel-specific (Fig 1C and 1D), so cleavage of the CP4
EPSPS mRNA by the RNAi pathway occurs only in tassels and only in a sequence-specific
manner (Figs 2A and 4A). Following the cleavage, 3’ to 5" and 5’ to 3’ degradations of the
cleavage products occur, most likely catalyzed by RNA enzymes such as RNase II and
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Fig 3. Inducible male sterility in plants containing MON 87429. (A) Pollen grain counts. No significant differences
in pollen yields were observed between WT plants and plants containing MON 87429 when they were not treated with
glyphosate. Whole tassels from 10 plants each were individually harvested in paper bags when pollen shed was
observed throughout tassel branches. Pollen, mature or immature, were extracted and counted as described in the
methods. (B) and (E) Tassel fertility of plants containing MON 87429. Anther extrusion was normal on the tassel from
a plant that was not treated with glyphosate (B), or sprayed with 1.5 Ibs ae/acre of glyphosate at stage V3 only for weed
control (E), respectively. (C) and (F) Pollen viability of plants containing MON 87429. Pollen were viable when
glyphosate was not sprayed (C), or applied at stage V3 (F), respectively. (D) Vegetative tolerance of plants containing
MON 87429. No crop injury to the plants was observed after 1.5 Ibs ae/acre of glyphosate was applied at stage V3 while
WT plants were wiped out along with weeds. (G) and (H) Inducible male sterility of plants containing MON 87429.
Tassels were sterile (G) and pollen were not viable (H) after 1.5 ae/acre glyphosate was sprayed at stage V3, followed by
0.75 Ibs ae/acre each at V8 and V10. (I) Grain yields. The least significant difference (LSD) at 0.05 was 6.25 bu/acre
between WT counterparts and plants containing MON 87429 that were not treated with glyphosate and 10.50 bu/acre
between plants containing MON 87429 or NK603 that were treated with glyphosate at V3, V8 and followed by V10.
The symbolic diagram shows maize growth and development stages. Grey shaded: glyphosate applied; in parentheses:
data collected [at V10 for (D), VT for (A) to (C) and (E) to (H), and R6 for (I)]; >>>: V4 to V7, V11 to V14, or R2 to
R5, respectively. Scale bars = 200 pm in (C) and (F) or 400 um in (H). Arrows in (H) point to tetrads. Vn: leaf stages by
number of leaves on the maize plant.

https://doi.org/10.1371/journal.pone.0202921.9003

exoribonuclease 1. This results in reduced CP4 EPSPS protein production in male tissues,
which in turn leads to glyphosate-sensitive male reproductive cells. Applications of glyphosate
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https://doi.org/10.1371/journal.pone.0202921.9004

at the defined stages thus induce complete male sterility in plants containing MON 87429 (Fig
3G and 3H, S3 Table and Fig 4B).

Multiple cleavage sites have been identified in the 201-bp mts-siRNA target sequence (Fig
2B), demonstrating that the mts-siRNAs (S2 Table) trigger target mRNA cleavage specifically
at their recognition sites. The 201-bp target has multiple siRNA recognition/cleavage sites, but
bioinformatics analyses did not identify any miRNA recognition sites in the sequence. These
findings confirm that the RHS2 technology achieves selective gene regulation via the siRNA-
mediated RNAi pathway.
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The CP4 EPSPS mRNA remains intact in other tissues in plants containing MON 87429
(Fig 2A), conferring glyphosate tolerance to the vegetative and female reproductive tissues.
Vegetative tolerance of the plants containing MON 87429 allows applications of glyphosate in
early season for weed control (Figs 3D and 4B). Without glyphosate sprays, or with glyphosate
application only at early vegetative growth stages, both male (Fig 3C and 3F) and female (Fig
3I) tissues were fully fertile, which enables inbred seed propagation with no need of a main-
tainer line. With glyphosate applications timed to induce full male sterility, the plants contain-
ing MON 87429 were female fertile and set seeds normally after cross pollination by viable
pollen (Fig 3I). This demonstrates suitability of plants containing MON 87429 as the female
parent for hybrid seed production. Commercial hybrids with complete glyphosate tolerance
are generated by crossing a female parent containing MON 87429 with a male parent contain-
ing an event for complete glyphosate tolerance, similar to RR commercial hybrids currently in
the market [22].

It is crucial that the endogenous mts-siRNAs are present across a broad range of germ-
plasms as possible to achieve optimal germplasm penetrance. The mts-siRNAs accumulated in
the tassels of all representative maize germplasms tested (Fig 1D). The presence of endogenous
genes having a region with highly-conserved sequence homology to the mts-siRNAs in the
germplasms (Fig 1E and S1 Fig) indicates high germplasm penetrance potential for the RHS2
technology. Furthermore, the MON 87429 event was introgressed from the transformation
background into 15 other maize germplasms, and all of these displayed male sterility after
applications of glyphosate at the designated late growth stages.

Short-distance (cell-to-cell) and long-distance (between organs) movement of small
RNAs are associated with spatiotemporal coordination of gene regulation, cell fate deci-
sions, and tissue patterning in multicellular organisms [41, 42]. Secondary siRNAs can
amplify post-transcriptional gene silencing locally or distantly in plants (a phenomenon
called transitivity) [29]. Small RNA blotting demonstrated that there are no CP4 EPSPS
siRNAs present in plants containing MON 87429 (Fig 2C), conforming that secondary
CP4 EPSPS siRNAs are not produced, and the CP4 EPSPS silencing is constrained to the
male cells, so the CP4 EPSPS expression will not be impacted in the other cells. No transi-
tivity is involved so other genes would not be expected to be affected. This is supported by
the lack of off types observed in plants containing MON 87429 through many years of
field trials.

Built on the RR technology, RHS is a convenient platform utilizing glyphosate to
induce male sterility in female parents in a hybrid seed production field [25]. The high ste-
rility standard achieved by RHS2 technology ensures better hybrid seed purity over other
male sterility systems. The complete termination of pollen development in a biologically
safe and tightly controlled manner and the efficient male fertility restoration in the F1
hybrid plants creates a superior system for hybrid seed production. RHS2 greatly simpli-
fies the process and significantly reduces the cost of commercial hybrid maize seed pro-
duction at an industrial scale.

Plants containing MON 87429 carry four expression cassettes (S2 Fig). The CP4 EPSPS cas-
sette provides vegetative and female tissue tolerance to glyphosate to facilitate hybrid seed pro-
duction. For weed management the dicamba mono-oxygenase (DMO) and phosphinotricin
N-acetyltransferase (PAT) cassettes provide tolerance to dicamba and glufosinate herbicides,
respectively. The FOPs and 2,4-D tolerance enzyme variant T (FT_T) cassette provides toler-
ance to FOPs and some synthetic auxin herbicides. These herbicide tolerant traits provide
growers multiple options for weed management utilizing currently available, and widely used,
herbicides with varying modes of action.
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Conclusions

The RHS2 technology was created for hybrid seed production to take advantage of the naturally
occurring siRNA-mediated RNAi pathway in maize. These mts-siRNAs are specific to maize,
however, similar gene expression regulation tools can be developed in other plants by substitut-
ing the target sequence with one recognized by mts-siRNAs from the species of interest. This
selective gene regulation technology by native siRNAs provides a novel method for fine tuning
transgenic expression at the tissue, organ, or cell level in order to achieve desired patterns.

Supporting information

S1 Fig. Sequence conservation of an endogenous gene with sequence homology to the mts-
siRNA target sequence. PCR products were obtained from the germplasm into which the
transgene was transformed and thirty additional representative maize germplasms commonly
cultivated in North America. Sequences were determined by Sanger sequencing. Sequence
alignments were generated with a program by Corpet [37] using the default parameters. Nucle-
otides identical to those of the first sequence are represented by dots.

(TTF)

S2 Fig. Transgenic elements in the T-DNA for generating plants containing MON 87429.
LB: left border; PAT: phosphinotricin N-acetyltransferase; DMO: dicamba mono-oxygenase;
FT_T: FOPs and 2,4-D tolerance enzyme variant T (a-ketoglutarate-dependent dioxygenase);
CP4 EPSPS: Agrobacterium sp. strain CP4 5-enolpyruvylshikimate-3-phosphate synthase; mts-
siRNA: male tissue-specific small interfering RNAs; RB: right border. Not drawn to scale.
(TIF)

S3 Fig. Expression of endogenous genes with sequence homology to the mts-siRNAs in V8
tassels. (A) Expression levels of two endogenous genes as determined by a TagMan assay (S1
Table). (B) Expression levels of six endogenous genes as determined by a SYBR Green assay
(S1 Table). Plants containing MON 87429 (test) and WT counterparts (control) and additional
4 inbred lines (reference) were grown in a randomized complete block design with 100 replica-
tions for the test and control materials, and 25 replications for each reference material in a
greenhouse. Each replication included three technical replicates (subsamples) per material.
Real time PCR was conducted in triplicate for each subsample. The statistical analysis using a
linear mixed model for a randomized complete block design reveals there are no significant
differences out of two comparisons at the 5% level. Black dots: mean; gray dots: upper or lower
95% confidence interval, respectively.

(TIF)

S1 Table. Primers and probes used in this study.
(DOCX)

S2 Table. Representative mts-siRNAs with sequence homology to the mts-siRNA target
sequence.
(DOCX)

S3 Table. Pollen yield per tassel and pollen viability.
(DOCX)

Acknowledgments

We are grateful to Tom H. Adams, Lyle D. Crossland, Zoe P. McKiness and Tracy E. Klinga-
man for their support; Pamela J. Sisson, John L. Vicini, Kevin Glenn, Mark E. Leibman, Qing

PLOS ONE | https://doi.org/10.1371/journal.pone.0202921  August 23, 2018 14/17


http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0202921.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0202921.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0202921.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0202921.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0202921.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0202921.s006
https://doi.org/10.1371/journal.pone.0202921

@° PLOS | ONE

Native mts-siRNA-mediated inducible male sterility system in plants

Tian, Marianne Malven, Claudia J. Smith, David M. Wilson, Sarah T. Berger, Cara Griffith,
Jeff E. Ahrens, Jonathan R. Philips and Elena A. Rice for their comments on the manuscript;
Hong Liu and Isaac R. Banks for technical assistance.

Author Contributions

Conceptualization: Heping Yang, Youlin Qi, Mike E. Goley, Jintai Huang, Sergey Ivashuta,
Yuanji Zhang, Marguerite J. Varagona.

Formal analysis: Heping Yang, Youlin Qi, Mike E. Goley, Yuanji Zhang, Xin Li.

Investigation: Heping Yang, Youlin Qi, Mike E. Goley, Oscar C. Sparks, Jiyan Ma, Brook M.
van Scoyoc, Amy L. Caruano-Yzermans, Jennifer King-Sitzes, Aihong Pan, Martin A.
Stoecker, B. Elizabeth Wiggins.

Writing - original draft: Heping Yang.

Writing - review & editing: Heping Yang, Mike E. Goley, Jintai Huang, Sergey Ivashuta, Mar-
guerite J. Varagona.

References

1. Tester M, Langridge P. Breeding technologies to increase crop production in a changing world. Science.
2010; 327:818-822. https://doi.org/10.1126/science.1183700 PMID: 20150489

2. ChenlL, Liu YG. Male sterility and fertility restoration in crops. Annu Rev Plant Biol. 2014; 65: 579-606.
https://doi.org/10.1146/annurev-arplant-050213-040119 PMID: 24313845

3. Fernandez-Cornejo J. The seed industry in U.S. agriculture: an exploration of data and information on
crop seed markets, regulation, industry structure, and research and development. USDA Agricultural
Information Bulletin. 2004; No. AIB-786.

4. WuY, Fox TW, Trimnell MR, Wang L, Xu RJ, Cigan AM, et al. Development of a novel recessive genetic
male sterility system for hybrid seed production in maize and other cross-pollinating crops. Plant Bio-
technol J. 2016; 14: 1046—1054. https://doi.org/10.1111/pbi. 12477 PMID: 26442654

5. ChangZ, ChenZ, Wang N, Xie G, LuJ, Yan W, et al. Construction of a male sterility system for hybrid
rice breeding and seed production using a nuclear male sterility gene. Proc Natl Acad SciU S A. 2016;
113: 14145-14150. https://doi.org/10.1073/pnas.1613792113 PMID: 27864513

6. Burgess DG, Ralston EJ, Hanson WG, Heckert M, Ho M, Jenq T, et al. A novel, two-component system
for cell lethality and its use in engineering nuclear male-sterility in plants. Plant J. 2002; 31: 113-125.
PMID: 12100487

7. Gils M, Marillonnet S, Werner S, Gritzner R, Giritch A, Engler C, et al. A novel hybrid seed system for
plants. Plant Biotechnol J. 2008; 6: 226—235. https://doi.org/10.1111/j.1467-7652.2007.00318.x PMID:
18086236

8. Mariani C, de Beuckeleer M, Truettner J, Leemans J, Goldberg RB. Induction of male sterility in plants
by a chimaeric ribonuclease gene. Nature. 1990; 347: 737-741.

9. Shukla P, Singh NK, Kumar D, Vijayan S, Ahmed |, Kirti PB. Expression of a pathogen-induced cysteine
protease (AdCP) in tapetum results in male sterility in transgenic tobacco. Funct Integr Genomics.
2014; 14: 307-317. https://doi.org/10.1007/s10142-014-0367-2 PMID: 24615687

10. Nawaz-ul-Rehman MS, Mansoor S, Khan AA, Zafar Y, Briddon RW. RNAi-mediated male sterility of
tobacco by silencing TA29. Mol Biotechnol. 2007; 36: 159—-165. PMID: 17914195

11.  Toppino L, Kooiker M, Lindner M, Dreni L, Rotino GL, Kater MM. Reversible male sterility in eggplant
(Solanum melongena L.) by artificial microRNA-mediated silencing of general transcription factor
genes. Plant Biotechnol J. 2010; 9: 684—692. https://doi.org/10.1111/.1467-7652.2010.00567.x PMID:
20955179

12. Svitashev S, Schwartz C, Lenderts B, Young JK, Cigan AM. Genome editing in maize directed by
CRISPR-Cas9 ribonucleoprotein complexes. Nat Commun. 2016; 7: 13274. https://doi.org/10.1038/
ncomms13274 PMID: 27848933

13. Cigan AM, Singh M, Benn G, Feigenbutz L, Kumar M, Cho MJ, et al. Targeted mutagenesis of a con-
served anther-expressed P450 gene confers male sterility in monocots. Plant Biotechnol J. 2017; 15:
379-389. https://doi.org/10.1111/pbi. 12633 PMID: 27614049

PLOS ONE | https://doi.org/10.1371/journal.pone.0202921  August 23, 2018 15/17


https://doi.org/10.1126/science.1183700
http://www.ncbi.nlm.nih.gov/pubmed/20150489
https://doi.org/10.1146/annurev-arplant-050213-040119
http://www.ncbi.nlm.nih.gov/pubmed/24313845
https://doi.org/10.1111/pbi.12477
http://www.ncbi.nlm.nih.gov/pubmed/26442654
https://doi.org/10.1073/pnas.1613792113
http://www.ncbi.nlm.nih.gov/pubmed/27864513
http://www.ncbi.nlm.nih.gov/pubmed/12100487
https://doi.org/10.1111/j.1467-7652.2007.00318.x
http://www.ncbi.nlm.nih.gov/pubmed/18086236
https://doi.org/10.1007/s10142-014-0367-2
http://www.ncbi.nlm.nih.gov/pubmed/24615687
http://www.ncbi.nlm.nih.gov/pubmed/17914195
https://doi.org/10.1111/j.1467-7652.2010.00567.x
http://www.ncbi.nlm.nih.gov/pubmed/20955179
https://doi.org/10.1038/ncomms13274
https://doi.org/10.1038/ncomms13274
http://www.ncbi.nlm.nih.gov/pubmed/27848933
https://doi.org/10.1111/pbi.12633
http://www.ncbi.nlm.nih.gov/pubmed/27614049
https://doi.org/10.1371/journal.pone.0202921

@° PLOS | ONE

Native mts-siRNA-mediated inducible male sterility system in plants

14.

15.

16.

17.

18.

19.

20.

21.

22,

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

Mariani C, Gossele V, de Beuckeleer, de Block M, Goldberg RB, de Greef W, et al. A chimaeric ribonu-
clease-inhibitor gene restores fertility to male sterile plants. Nature. 1992; 357: 384—387.

Zabaleta E, Mouras A, Hernould M, Suharsono, Araya A. Transgenic male-sterile plant induced by an
unedited afp9 gene is restored to fertility by inhibiting its expression with antisense RNA. Proc Natl Acad
SciU S A. 1996; 93: 11259-11263. PMID: 8855343

Kempe K, Rubtsova M, Gils M. Split-gene system for hybrid wheat seed production. Proc Natl Acad Sci
US A.2014; 111:9097-9102. https://doi.org/10.1073/pnas. 1402836111 PMID: 24821800

Weider C, Stamp P, Christov N, Husken A, Foueillassar X, Camp K, et al. Stability of cytoplasmic male
sterility in maize under different environmental conditions. Crop Science. 2009; 49: 77-84.

Kriete G, Niehaus K, Perlick AM, Puhler A, Broer |. Male sterility in transgenic tobacco plants induced
by tapetum-specific deacetylation of the externally applied non-toxic compound N-acetyl-L-phosphino-
thricin. Plant J. 1996; 9: 809-818. PMID: 8696362

Singh SP, Singh SP, Pandey T, Singh RR, Sawant SV. A novel male sterility-fertility restoration system
in plants for hybrid seed production. Sci Rep. 2015; 5: 11274. https://doi.org/10.1038/srep11274 PMID:
26073981

Wych RD. Production of hybrid seed corn. In: Sprague GF, Dudley JW, editors. Corn and Corn Improve-
ment, Agronomy Monograph 18. 3rd ed. Madison: ASA, CSSA and SSSA: 1988. pp. 565-607.

Huang J, Ellis C, Hauge B, Qi Y, Varagona MJ Herbicide Tolerance. In: Azhakanandam K, Silverstone
A, Daniell H, Davey MR, editors. Recent Advancements in Gene Expression and Enabling Technolo-
gies in Crop Plants. New York: Springer-Verlag; 2015. pp. 213-237.

Heck GR, Armstrong CL, Astwood JD, Behr CF, Bookout JT, Brown SM, et al. Development and char-
acterization of a CP4-EPSPS-based glyphosate-tolerant maize event. Crop Sci. 2005; 44: 329-339.

Feng PCC, Chiu T, Sammons RD. Glyphosate efficacy is contributed by its tissue concentration and
sensitivity in velvetleaf (Abutilon theophrasti) plants. Pest Biochem Physiol. 2003; 77: 83-91.

Feng PCC, Martino-Catt SJ, Padgette SR. Inhibitor of 5-enolpyruvyl shikimate 3-phosphate synthase.
In: Kr'amer W, Schirmer U, Jeschke P, Witschel M, editors. Modern Crop Protection Compounds. 2nd
edition. Weinheim: Wiley-VCH Verlag GmbH; 2011. pp. 406—422.

Feng PCC, Qi Y, Chiu T, Stoecker MA, Schuster CL, Johnson SC, Fonseca AE, et al. Improving hybrid
seed production in maize with glyphosate-mediated male sterility. Pest Manag Sci. 2014; 70: 212-218.
https://doi.org/10.1002/ps.3526 PMID: 23460547

Fire A, Xu S, Montgomery M, Kostas S, Driver S, Mello C. Potent and specific genetic interference by
double-stranded RNA in Caenorhabditis elegans. Nature. 1998; 391: 806—-811. https://doi.org/10.1038/
35888 PMID: 9486653

Jones-Rhoades MW, Bartel DP, Bartel B. MicroRNAS and their regulatory roles in plants. Annu Rev
Plant Biol. 2006; 57: 19-53. https://doi.org/10.1146/annurev.arplant.57.032905.105218 PMID:
16669754

Carthew RW, Sontheimer EJ. Origins and Mechanisms of miRNAs and siRNAs. Cell. 2009; 136: 642—
655. https://doi.org/10.1016/j.cell.2009.01.035 PMID: 19239886

Borges F, Martienssen RA. The expanding world of small RNAs in plants. Nat Rev Mol Cell Biol. 2015;
16: 727-741. https://doi.org/10.1038/nrm4085 PMID: 26530390

Mansfield JH, Harfe BD, Nissen R, Obenauer J, Srineel J, Chaudhuri A, et al. MicroRNA-responsive
’sensor’ transgenes uncover Hox-like and other developmentally regulated patterns of vertebrate micro-
RNA expression. Nat Genet. 2004; 36: 1079—-1083. https://doi.org/10.1038/ng1421 PMID: 15361871

Voinnet O. Origin, biogenesis, and activity of plant microRNAs. Cell. 2009; 136: 669-687. https://doi.
org/10.1016/j.cell.2009.01.046 PMID: 19239888

Mack GS. MicroRNA gets down to business. Nat Biotechnol. 2007; 25: 631-638. https://doi.org/10.
1038/nbt0607-631 PMID: 17557095

Murry MG, Thompson WF. Rapid isolation of high molecular weight plant DNA. Nucleic Acids Res.
1980; 8:4321-4325. PMID: 7433111

Yang H, Schmuke JJ, Flagg LM, Roberts JK, Allen EM, lvashuta S, et al. A novel real-time polymerase
chain reaction method for high throughput quantification of small regulatory RNAs. Plant Biotechnol J.
2009; 7:621-630. https://doi.org/10.1111/j.1467-7652.2009.00429.x PMID: 19619184

Rumble SM, Lacroute P, Dalca AV, Fiume M, Sidow A, Brudno M. SHRiIMP: accurate mapping of short
color-space reads. PLoS Comput Biol. 2009; 5: e1000386. https://doi.org/10.1371/journal.pcbi.
1000386 PMID: 19461883

Corpet F. Multiple sequence alignment with hierarchical clustering. Nucleic Acids Res. 1988; 16:
10881-10890. PMID: 2849754

PLOS ONE | https://doi.org/10.1371/journal.pone.0202921  August 23, 2018 16/17


http://www.ncbi.nlm.nih.gov/pubmed/8855343
https://doi.org/10.1073/pnas.1402836111
http://www.ncbi.nlm.nih.gov/pubmed/24821800
http://www.ncbi.nlm.nih.gov/pubmed/8696362
https://doi.org/10.1038/srep11274
http://www.ncbi.nlm.nih.gov/pubmed/26073981
https://doi.org/10.1002/ps.3526
http://www.ncbi.nlm.nih.gov/pubmed/23460547
https://doi.org/10.1038/35888
https://doi.org/10.1038/35888
http://www.ncbi.nlm.nih.gov/pubmed/9486653
https://doi.org/10.1146/annurev.arplant.57.032905.105218
http://www.ncbi.nlm.nih.gov/pubmed/16669754
https://doi.org/10.1016/j.cell.2009.01.035
http://www.ncbi.nlm.nih.gov/pubmed/19239886
https://doi.org/10.1038/nrm4085
http://www.ncbi.nlm.nih.gov/pubmed/26530390
https://doi.org/10.1038/ng1421
http://www.ncbi.nlm.nih.gov/pubmed/15361871
https://doi.org/10.1016/j.cell.2009.01.046
https://doi.org/10.1016/j.cell.2009.01.046
http://www.ncbi.nlm.nih.gov/pubmed/19239888
https://doi.org/10.1038/nbt0607-631
https://doi.org/10.1038/nbt0607-631
http://www.ncbi.nlm.nih.gov/pubmed/17557095
http://www.ncbi.nlm.nih.gov/pubmed/7433111
https://doi.org/10.1111/j.1467-7652.2009.00429.x
http://www.ncbi.nlm.nih.gov/pubmed/19619184
https://doi.org/10.1371/journal.pcbi.1000386
https://doi.org/10.1371/journal.pcbi.1000386
http://www.ncbi.nlm.nih.gov/pubmed/19461883
http://www.ncbi.nlm.nih.gov/pubmed/2849754
https://doi.org/10.1371/journal.pone.0202921

@° PLOS | ONE

Native mts-siRNA-mediated inducible male sterility system in plants

37.

38.

39.

40.

41.

42,

Alexander PP. Differential staining of aborted and non-aborted pollen. Stain Technol. 1969; 44: 117—
122. PMID: 4181665

Alexandrov NN, Brover VV, Freidin S, Troukhan ME, Tatarinova TV, Zhang H, et al. Insights into corn
genes derived from large-scale cDNA sequencing. Plant Mol Biol. 2009; 69: 179—194. https://doi.org/
10.1007/s11103-008-9415-4 PMID: 18937034

Wu J, Huang HY, Hopper AK. A rapid and sensitive non-radioactive method applicable for genome-
wide analysis of Saccharomyces cerevisiae genes involved in small RNA biology. Yeast. 2013; 30:
119-128. https://doi.org/10.1002/yea.2947 PMID: 23417998

Zhang L, Chia JM, Kumari S, Stein JC, Liu Z, Narechania A, et al. A genome-wide characterization of
microRNA genes in maize. PLoS Genet. 2009; 5: e1000716. https://doi.org/10.1371/journal.pgen.
1000716 PMID: 19936050

Chitwood DH, Nogueira FT, Howell MD, Montgomery TA, Carrington JC, Timmermans MC. Pattern for-
mation via small RNA mobility. Genes Dev. 2009; 23: 549-554. https://doi.org/10.1101/gad.1770009
PMID: 19270155

Molnar A, Melnyk CW, Bassett A, Hardcastle TJ, Dunn R, Baulcombe DC. Small silencing RNAs in
plants are mobile and direct epigenetic modification in recipient cells. Science. 2010; 328: 872—-875.
https://doi.org/10.1126/science.1187959 PMID: 20413459

PLOS ONE | https://doi.org/10.1371/journal.pone.0202921  August 23, 2018 17/17


http://www.ncbi.nlm.nih.gov/pubmed/4181665
https://doi.org/10.1007/s11103-008-9415-4
https://doi.org/10.1007/s11103-008-9415-4
http://www.ncbi.nlm.nih.gov/pubmed/18937034
https://doi.org/10.1002/yea.2947
http://www.ncbi.nlm.nih.gov/pubmed/23417998
https://doi.org/10.1371/journal.pgen.1000716
https://doi.org/10.1371/journal.pgen.1000716
http://www.ncbi.nlm.nih.gov/pubmed/19936050
https://doi.org/10.1101/gad.1770009
http://www.ncbi.nlm.nih.gov/pubmed/19270155
https://doi.org/10.1126/science.1187959
http://www.ncbi.nlm.nih.gov/pubmed/20413459
https://doi.org/10.1371/journal.pone.0202921

