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Many flowering plants adopt self-incompatibility (SI) to maintain their genetic diversity.
In species of Solanaceae, Plantaginaceae, and Rosaceae, SI is genetically controlled
by a single S-locus with multiple haplotypes. The S-locus has been shown to
encode S-RNases expressed in pistil and multiple SLF (S-locus F-box) proteins in
pollen controlling the female and male specificity of SI, respectively. S-RNases
appear to function as a cytotoxin to reject self-pollen. In addition, SLFs have been
shown to form SCF (SKP1/Cullin1/F-box) complexes to serve as putative E3 ubiquitin
ligase to interact with S-RNases. Previously, two different mechanisms, the S-RNase
degradation and the S-RNase compartmentalization, have been proposed as the restriction
mechanisms of S-RNase cytotoxicity allowing compatible pollination. In this study, we
have provided several lines of evidence in support of the S-RNase degradation mechanism
by a combination of cellular, biochemical and molecular biology approaches. First, both
immunogold labeling and subcellular fractionation assays showed that two key pollen
SI factors, PhS3L -SLF1 and PhSSK1 (SLF-interacting SKP1-like1) from Petunia hybrida, a
Solanaceous species, are co-localized in cytosols of both pollen grains and tubes. Second,
PhS3L -RNases are mainly detected in the cytosols of both self and non-self-pollen tubes
after pollination. Third, we found that PhS-RNases selectively interact with PhSLFs by
yeast two-hybrid and co-immunoprecipitation assays. Fourth, S-RNases are specifically
degraded in compatible pollen tubes by non-self SLF action. Taken together, our results
demonstrate that SCFSLF -mediated non-self S-RNase degradation occurs in the cytosol
of pollen tube through the ubiquitin/26S proteasome system serving as the major
mechanism to neutralize S-RNase cytotoxicity during compatible pollination in P. hybrida.
Keywords: self-incompatibility, self-pollen incompatibility, cross-pollen compatibility, S-RNase localization,
SCFSLF , ubiquitin/26S proteasome system

INTRODUCTION
Self-incompatibility (SI) is a mating strategy that allows individual of a species to discriminate self (genetically related) from
non-self (genetically unrelated), and thus accept cross-pollen
whereas reject self-one. These outcomes are referred to as crosspollen compatibility (CPC) and self-pollen incompatibility (SPI),
respectively. In many species of flowering plants, such discrimination is genetically controlled by a single S-locus with multiple
haplotypes, self-pollen rejection occurs when the pollen S haplotype matches either of the two pistil S haplotypes and the
S-locus has been shown to encode at least two components from
both the pollen and pistil sides, controlling the male and female
expression of SI specificity, respectively (De Nettancourt, 2001;
Takayama and Isogai, 2005; Franklin-Tong, 2008; Zhang et al.,
2009). In Solanaceae, Plantaginaceae and Rosaceae, the pistil S
encodes a T2 family ribonuclease, named S-RNase (McClure
et al., 1989; Clark et al., 1990; Lee et al., 1994; Murfett et al.,
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1994; Sassa et al., 1996; Xue et al., 1996), whereas the pollen S
has been shown to encode multiple paralogous F-box proteins
called the S Locus F-box (SLF) in Solanaceae and Plantaginaceae
(Lai et al., 2002; Zhou et al., 2003; Sijacic et al., 2004; Qiao
et al., 2004a; Kubo et al., 2010; Williams et al., 2014) and SLF
(Entani et al., 2003) or S-haplotype-specific F-box protein (SFB)
in Rosaceae (Ushijima et al., 2003; Yamane et al., 2003; Sassa
et al., 2007). In addition, other factors, not encoded by the
S-locus, have been found in pistil side and are involved at different stages of the SI reaction. So far, three essential pistil-modifier
factors, 120K (120 kDa glycoprotein), HT-B protein and NaStEP
(Nicotiana alata stigma expressed protein), have been identified
in Nicotiana species (McClure et al., 1999; Hancock et al., 2005;
Jimenez-Durán et al., 2013). 120K is a style-specific glycoprotein that is taken up by pollen tubes during pollination (Lind
et al., 1996; Schultz et al., 1997). Suppression of 120K expression by RNAi prevents S-specific pollen rejection (Hancock et al.,
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2005). Immunolocalization shows that HT-B is also taken up by
pollen tubes during pollination. Loss-of-function assays showed
that HT-B is essential for pollen rejection (McClure et al., 1999;
Kondo et al., 2002; O’Brien et al., 2002; Sassa and Hirano, 2006;
Puerta et al., 2009). NaStEP is a Kunitz-type proteinase inhibitors
and a positive regulator of HT-B stability in Nicotiana alata pollen
tubes (Busot et al., 2008; Jimenez-Durán et al., 2013).
S-RNase is a pistil-specific glycoprotein and initially synthesized in transmitting cells of the style and then secreted into
extracellular matrix of the transmitting tract tissue (Cornish et al.,
1987; Anderson et al., 1989). S-RNase is very abundant and
mainly found in the transmitting track of a mature style where the
growth of self-pollen tube is arrested after pollination (Cornish
et al., 1987; Xue et al., 1996). It is proposed that S-RNase likely
functions as a cytotoxic ribonuclease to degrade RNA by gaining access to self-pollen tube whose growth is thus arrested, but
non-self-pollen tube growth is unaffected (McClure et al., 1990;
Luu et al., 2000; Liu et al., 2009). The S-RNase is necessary for the
pistil to recognize and reject self-pollen (Huang et al., 1994; Lee
et al., 1994; Murfett et al., 1994). Furthermore, the S-RNase alone
determines the pistil specificity of SI (Karunanandaa et al., 1994).
The first pollen S determinant, AhSLF-S2 , was identified
as an F-box gene in Antirrhinum hispanicum, a member of
Plantaginaceae (Lai et al., 2002). Most F-box proteins usually
serve as a component of an SCF (SKP1/Cullin1/F-box) ubiquitin
ligase complex that often results in its target substrate polyubiquitination and degradation (Smalle and Vierstra, 2004). Thus,
the finding of AhSLF-S2 provided a clue to the biochemical
mechanism of SI. It was proposed that its potential function is
involved in the ubiquitin/26S proteasome system (UPS) (Lai et al.,
2002). The UPS pathway uses ubiquitin-activating enzyme E1,
ubiquitin-conjugating enzyme E2 and ubiquitin ligase E3 to catalyze substrate polyubiquitination for degradation by the UPS
pathway (Bai et al., 1996). SCF complex is a class of multisubunit E3 ligase involved in recognition and polyubiquitination
of specific target proteins for degradation by the UPS pathway
(Cardozo and Pagano, 2004; Willems et al., 2004). For Cullin1,
as a scaffold protein, its N-and C-terminal domains interact with
SKP1 and Rbx1, respectively. The F-box domain of F-box proteins
interacts with SKP1 and a separate domain with their specific
substrates (Zheng et al., 2002). Importantly, Qiao et al. (2004a)
have shown that this C-terminal region of AhSLF2 interacts with
both its cognate self and non-self S-RNases. In addition, SSK1
(SLF-interacting SKP1-like 1) proteins have been shown to be
a novel class of pollen-specific SKP1-like proteins that bridge
Cullin1 and SLF proteins to form an SCFSLF complex in A. hispanicum (Plantaginaceae), Petunia (Solanaceae) as well as in both
Prunus and Pyrus (Rosaceae) (Huang et al., 2006; Zhao et al.,
2010; Matsumoto et al., 2012; Xu et al., 2013; Entani et al., 2014; Li
et al., 2014; Yuan et al., 2014). Taken together, these results showed
that both SLF and SSK1 are components of an SCF complex.
In addition, Cullin1 has been shown to be involved in both SI
and UI (unilateral incompatibility) in Solanum (Li and Chetelat,
2010, 2013). Thus, an S-RNase degradation model has been proposed to explain the biochemical mechanism of S-RNase-based
SI. The model posits that non-self S-RNases are degraded via the
UPS pathway mediated by SCFSLF complex in cross pollen tubes
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so that S-RNase cytotoxicity is restricted, whereas self S-RNase
is somehow able to escape degradation to exert its cytotoxicity to pollen tubes (Qiao et al., 2004a; Hua and Kao, 2006).
By contrast, the S-RNase compartmentalization model also has
been proposed for the S-RNase restriction mechanism (Goldraij
et al., 2006; McClure, 2009; McClure et al., 2011). This model
posits that the majority of S-RNases are sequestered in vacuoles
of pollen tube with a minority entering the cytosols to be recognized by SLF. Sequestered S-RNases are thus spatially separated
from cellular RNAs. Self-recognition is hypothesized to release
S-RNases from vacuoles and subsequently to inhibit self-pollen
tube growth, whereas cross recognition would stabilize vacuoles
to continue to sequester S-RNases. Therefore, it remains unclear
how the cytotoxic effect of S-RNase is specifically restricted in
compatible pollination.
To address this issue, in this study, we determined the subcellular location of two key pollen SI factors, PhS3L -SLF1 and PhSSK1,
as well as of the pistil factor PhS3L -RNase in pollen tubes after
pollination in P. hybrida. Our results revealed that PhS3L -SLF1
and PhSSK1 are localized in cytosols of pollen grains and tubes
where the majority of S-RNases are also located in the cytosols
after pollination. In addition, we found that PhSLFs interact with
PhS-RNases. Furthermore, we found that non-self S-RNases are
degraded through the SCFSLF -mediated UPS pathway in compatible pollen tubes. Taken together, our results demonstrate that the
SCFSLF -mediated cytosolic degradation of S-RNase serves as the
major mechanism to restrict its cytotoxicity to cross-pollen tubes
in P. hybrida, providing an important insight into the biochemical
and cellular mechanisms of S-RNase-based SI.

RESULTS
IDENTIFICATION OF THE POLLEN-S GENES OF P. HYBRIDA

To identify the pollen-S genes in P. hybrida, we first cloned
four PhSLF alleles by a homology-based method from selfincompatible S1 S1 , S3 S3 , S3L S3L , and Sv Sv homozygous plants as
described (Clark et al., 1990; Robbins et al., 2000; Qiao et al.,
2004b). PhS1 -SLF1 (GenBank accession number GQ121443.1),
PhS3 A-SLF1 (GenBank accession number AY639403.1), PhS3L SLF1 (GenBank accession number GQ121445.1) and PhSv -SLF
(GenBank accession number GQ121446.1) were found to belong
to Type-1 SLFs (Supplementary Figures S1A,B) based on the
classification by Kubo et al. (2010). We then isolated a promoter fragment derived from a 2120 bp sequence upstream of a
pollen-specific gene PhS3 A-SLF1. A binary vector pBI101 containing the PhS3 A-SLF1 promoter fragment fused with a downstream GUS reporter gene (Supplementary Figure S2A) was
introduced into self-incompatible lines of S1 Sv and S3 S3L haplotypes, respectively. GUS activity analysis of the transgenic plants
and wild-type revealed that this putative promoter fragment
was sufficient to drive the GUS expression specifically in the
anther (Supplementary Figure S2B), resulted from its expression
in the pollen grains (Supplementary Figure S2C). To determine
whether the PhSLF alleles encode the pollen S-determinants, we
generated transgenic plants by introducing three alleles, PhS1 SLF1, PhS3L -SLF1, and PhSv -SLF1 driven by the PhS3 A-SLF1
promoter into different self-incompatible lines of S haplotypes,
respectively. Competitive interaction, where expression of two
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heteroallelic pollen-S genes in the same pollen grain causes breakdown of pollen self-incompatibility, has been used to test the
validity of the pollen-S genes (Lewis, 1947; Sijacic et al., 2004;
Qiao et al., 2004b). The PhS3L -SLF1 transgene caused breakdown of self-incompatibility in S3 S3L but not S3L Sv haplotypes
(Supplementary Figures S3A,B, Supplementary Tables S1,S2),
indicating that it functions as the pollen-S product against nonself S3 -RNase. Consistent with this result, all progeny from selfpollination of the primary S3 S3L /PhS3L -SLF1 plants inherited
S3 -RNase and the transgene, with an S3 S3 to S3 S3L segregation ratio of ca.1:1 as predicted (Supplementary Figure S4A,
Supplementary Table S2). We also examined the inheritance of
the PhS3L -SLF1 transgene and progeny S-genotypes from pollination of wild-type S3 S3L plants with the pollen from the
S3 S3L /PhS3L -SLF1-3 transgenic plants. All progeny also inherited
S3 -RNase and the transgene, with an S3 S3 to S3 S3L segregation ratio of ca.1:1 as predicted (Supplementary Figure S4A).
Furthermore, the S1 Sv /PhS3L -SLF1::FLAG plants also caused
self-incompatibility breakdown (Supplementary Figure S3C,
Supplementary Table S3). All progeny from self-pollination of the
primary S1 Sv /PhS3L -SLF1::FLAG plants inherited S1 -RNase and
the transgene, with an S1 S1 to S1 Sv segregation ratio of ca.1:1
as predicted (Supplementary Figure S4B, Supplementary Table
S3). Nevertheless, the PhS1 -SLF1 transgene did not show a competitive interaction in the S1 Sv transgenic plants (Supplementary
Figure S3D, Supplementary Table S4), and the PhSv -SLF1 transgene did not show a competitive interaction in the S3L Sv transgenic plants either (Supplementary Figure S3E, Supplementary
Table S5), showing that the PhS1 -SLF1 and PhSv -SLF1 do not
function as the pollen-S at least against Sv -RNase and S3L -RNase,
respectively. Taken together, these results showed that the PhS3L SLF1 and PhS3L -SLF1::FLAG act as the functional pollen-S against
S3 -RNase and S1 -RNase, respectively.
PHS3L -SLF1 AND PhSSK1 BOTH LOCALIZE TO THE CYTOSOLS OF
POLLEN GRAINS AND POLLEN TUBES

To examine the localization of the pollen SI factors PhS3L -SLF1
and PhSSK1, we performed immunogold labeling and subcellular
fractionation experiments. For immunogold labeling experiment
of PhS3L -SLF1, we used FLAG antibody to detect its expression in the mature pollen grains and pollinated pollen tubes
of the S1 Sv /PhS3L -SLF1::FLAG transgenic plants exhibiting the
competitive interaction described above. The FLAG gold particles corresponding to PhS3L -SLF1::FLAG are distributed in the
cytosols of both pollen grains and pollen tubes rather than associated with any discernible organelle (Figure 1A). This finding is
similar to that found for AhSLF-S2 in A. hispanicum (Wang and
Xue, 2005). As controls, the FLAG antibody did not label any
signal in both pollen grain, pollen tube and pollinated style of
wild-type (Supplementary Figure S5A), confirming the specificity
of FLAG antibody.
To examine the subcellular location of PhSSK1, P. hybrida
SLF-interacting SKP1-like1, an adaptor for an SCFSLF complex,
we used PhSSK1 antibody to detect its expression in the mature
pollen grains and pollinated pollen tubes of wild-type plants.
First, to examine the specificity of the PhSSK1 antibody, we
extracted proteins from different tissues for western blot analysis
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FIGURE 1 | PhS3L -SLF1 and PhSSK1 are both located in the cytosol of
pollen grains and pollen tubes. (A) Immunogold labeling of
PhS3L -SLF1::FLAG in pollen grain (left) and pollen tube (right).
(B) Immunogold labeling of PhSSK1 in pollen grain (left) and pollen tube
(right). PG, pollen grain; Ex, exine; In, intine (arrow); C, cytosol; V, vacuole;
PT, pollen tube; PTW, pollen tube wall; TT, transmitting tract tissue.
(C) Western blot detection of PhS3L -SLF1::FLAG (SLF) and PhSSK1 (SSK1)
in subcellular fractions of pollen grains. (D) Western blot detection of
PhS3L -SLF1::FLAG (SLF) and PhSSK1 (SSK1) in subcellular fractions of
in vitro germinated pollen tubes. WT EC and EC denote entire cell
homogenates from wild-type and the transgenic pollen grains or pollen
tubes, respectively. Pellet fractions (P1, P12, P40, and P160) and
supernatant fractions (S1, S12, S40, and S160) are derived from differential
centrifugation at 1000, 12,000, 40,000, and 160,000 g, respectively. cFBP,
Sar1, and Arf1 are marker antibodies for cytosol, endoplasmic reticulum
(ER) and Golgi, respectively.

and found strong signals at approximately 30 kDa in the pollen
grains and pollen tube extracts, and no signal was found with the
protein extracts from other organs, including leaf and pistil, indicating that the antibody is specific for its target protein. In addition, western blotting analysis using rabbit pre-immune serum
for PhSSK1 antibody showed no apparent signal in the protein
extracts from all of these organs examined (Supplementary Figure
S5B). In addition, we further performed immunogold labeling
using rabbit pre-immune serum as a negative control and the preimmune serum did not label any signal in wild-type pollen grain
and pollen tube as well as pollinated style (Supplementary Figure
S5C). Thus, the PhSSK1 antibody has strong target specificity and
we performed immunogold labeling using the antibody to detect
the subcellular location of PhSSK1. The immunogold labeling
results showed that the PhSSK1 gold particles exhibited a similar distribution to the PhS3L -SLF1::FLAG in the cytosols of both
pollen grains and tubes (Figure 1B). Taken together, these results
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indicated that the pollen SI factors PhS3L -SLF1 and PhSSK1 are
both localized in the cytosols of the pollen grains and pollinated
pollen tubes.
Nevertheless, because it is hard to clearly distinguish the
endomembrane system from the cytosols in our immunogold
labeled sections, we further carried out subcellular fractionation experiments. The PhS3L -SLF1::FLAG (SLF) was always copurified with the supernatant fractions and significantly enriched
in the S160 fraction, representing the cytosolic fraction (Cherry,
1974; Quail, 1979; Arrese et al., 2001; Agrawal et al., 2011;
Rangel et al., 2013) of pollen grains (Figure 1C) and pollen tubes
(Figure 1D), consistent with the immunogold labeling results.
PhS3L -SLF1::FLAG specific signal detected in pollen grains and
pollen tubes of transgenic plant, but not in wild-type pollen
grains and pollen tubes (Figures 1C,D), indicating that FLAG
antibody is specific for its target protein. In addition, subcellular fractionation experiment further showed a similar location
for PhSSK1 (SSK1) (Figures 1C,D). Interestingly, SSK1 showed
a dynamic localization seen in P160 fractions of the pollen grains
(Figure 1C), similar to the Golgi marker Arf1 observed previously
(Pertl et al., 2009) though it was not clear how this occurs. Taken
together, these results showed that the pollen factors PhS3L -SLF1
and PhSSK1 are located in the cytosols of the pollen grains and
pollen tubes.
S-RNases ARE PREDOMINANTLY LOCALIZED IN THE CYTOSOLS OF
BOTH COMPATIBLE AND INCOMPATIBLE POLLEN TUBES

Previous studies have shown that S-RNases appear to have different locations. Luu et al. found that they are located in the
cytosols of pollen tubes in Solanum chacoense by immunocytochemical labeling (Luu et al., 2000). Whereas Goldraij et al. (2006)
showed that they are largely compartmentalized in vacuoles in
Nicotiana by immunolocalization. To examine the localization of
PhS3L -RNase (GenBank accession number AJ271065.1), we performed both immunogold labeling and subcellular fractionation
experiments. To examine the specificity of PhS-RNase antibody,
proteins from different tissues were extracted and detected. After
western blotting, strong signals were only found in the S3L S3L
and S3 S3 style extracts, but no signal was found in pollen grains,
pollen tubes, leaves, S1 S1 and Sv Sv styles. As a negative control, western blotting analysis using rabbit pre-immune serum
for PhS-RNase antibody detected, no apparent signal in all of
the organs examined (Supplementary Figure S5D). We further
performed the immunogold labeling using the PhS-RNase antibody and rabbit pre-immune serum as negative controls. PhSRNase antibody did not label any signal in pollen tube without
style extract treatment (Supplementary Figure S5E) and the preimmune serum also did not label any signal in pollinated pistil
(Supplementary Figure S5F). To further confirm the PhS-RNase
antibody specificity, total proteins of S3L S3L styles were isolated
and analyzed by two-dimensional polyacrylamide gel and western
blot. A strong signal was observed at approximately 30 kDa and
pH 9.0 (Supplementary Figure S6A). Then the spot was excised
from the gel and identified by liquid chromatography/tandem
mass spectrometry (LC-MS/MS). In the MASCOT search, a
total of 204 peptides matched the sequence of PhS3L -RNase
in total 900 peptides identified by the LC-MS/MS spectra, and
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matched peptides have a coverage 43% sequence of PhS3L -RNase
(Supplementary Figures S6A,B). The other peptides were identified from the 30 kDa protein spot did not match PhS3L -RNase
(Supplementary Table S6). In addition, other unidentified minor
fragments were judged to be derived from contaminated and/or
degraded proteins. Therefore, our proteomic data indicated that
the 30 kDa protein represents PhS3L -RNase. Taken together, these
results demonstrated that the PhS-RNase antibody specifically
detects its target protein.
For immunogold labeling experiment of PhS3L -RNase, we
used the PhS-RNase antibody to detect its expression in compatible (CPC) and incompatible (SPI) pollinated styles. Both CPC
and SPI styles at 6, 12, and 24 h post-pollination were stained
with aniline blue and monitored by a fluorescence microscope
(Supplementary Figure S7), showing that the growth of incompatible pollen tubes is arrested around the upper one-third of the
style and the compatible pollen tubes have reached the bottom
of the style 24 h post-pollinations as described previously (Singh
et al., 1992). The CPC and SPI styles of 6 h post-pollination were
used to observe the stylar regions containing the apical tips of
pollen tubes, where their elongations occurred. The subcellular
localization of PhS3L -RNase was observed for the transverse sections of the CPC and SPI stigmas at 6 h post-pollination, the
upper one-third of CPC and SPI styles at 12 h post-pollination,
the bottom of styles at 24 h post compatible pollination and the
upper one-third of styles at 24 h post incompatible pollination,
respectively. The PhS3L -RNase gold particles were found to be
evenly distributed in the cytosols of both CPC and SPI pollen
tubes (relatively close to the pollen tube tip) growing in styles
at 6, 12, and 24 h post-pollination, respectively, but not found
in vacuoles and any other discernible organelles (Figures 2A,B).
In particular, the gold particles were not found in vacuoles
when significant cytosol vacuolization occurred in pollen tubes
growing in style around 24 h post compatible pollination. It is
noteworthy that there are still some gold particles in the pollen
tubes within the style around 24 h post compatible pollination
(Figure 2A). In addition, a distal zone from the pollen tube
tip (upper one-third) of CPC after 24 h also were observed by
immunogold labeling, and this result showed that the PhS3L RNase gold particles also are found to be evenly distributed in
the cytosols but not found in vacuoles of 24 h post compatible
pollination (Figure 2C). A region without pollen tubes showing PhS3L -RNase accumulation occurred mainly in extracellular
matrix (ECM) of a mature pistil as a positive control (Figure 2D).
Taken together, these results indicated that PhS3L -RNases are
predominantly localized in the cytosols of the pollen tubes in
styles of early, middle, and late stages after both CPC and SPI
pollinations.
To further examine the subcellular localization of PhS3L RNase, we carried out a similar immunogold labeling experiment using an in vitro pollen germination system. In order
to test the validity of in vitro pollen germination system in
P. hybrida, we carried out the following experiments. Often,
compatible pollen tubes grow about 2 cm in pistil at 24 h postpollination in P. hybaida. Pollen tubes also can grow about 2 cm
in in vitro pollen germination medium after 24 h (Supplementary
Figure S8A), indicating that pollen tube growth in vitro system
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FIGURE 2 | S-RNases localize to the cytosol of both compatible and
incompatible pollen tubes. (A) Immunogold labeling of PhS3L -RNase in
cross-sectioned pistils of 6, 12, and 24 h post compatible pollination (CPC),
respectively. A zone that is relatively close to the pollen tube tip was
observed. (B) Immunogold labeling of PhS3L -RNase in cross-sectioned
pistils after 6, 12, and 24 h post incompatible pollination (SPI), respectively.
A zone that is relatively close to the pollen tube tip was observed.
(C) Immunogold labeling of PhS3L -RNase in cross-sectioned pistils after
24 h post compatible pollination. A zone that is relatively close to the upper
one-third pollen tube was observed. (D) A region without pollen tube
showing PhS3L -RNase accumulation mainly in ECM of a mature pistil as
positive control. (E) Immunogold labeling of PhS3L -RNase in in vitro
germinated pollen tube of CPC (Sv ) and SPI (S3L ), respectively
(longitudinal-section). PT, pollen tube; PTW, pollen tube wall; TT,
transmitting tract tissue; C, cytosol; V, vacuole; SG, starch granule; ECM,
extracellular matrix.

is largely similar to that in vivo pollination reaction. In addition, the Sv and S3L pollen tubes were continuously challenged
with S3L S3L style extracts to mimic the CPC and SPI pollinations, respectively, both CPC and SPI pollen tube growth was
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inhibited compared to controls, but the SPI pollen tubes showed
a more significant growth inhibition compared with CPC pollen
tubes (Supplementary Figures S8B,C, Supplementary Table S7).
Nevertheless, the control pollen tubes without stylar extracts
showed much better growth compared with both CPC and SPI
ones, suggesting that the extracts contained a strong inhibitory
activity of pollen tube growth. Further work is needed to address
this issue. The results showed that in vitro (5 h) compatible
pollen tubes are about 0.02 cm, and incompatible about 0.017 cm
(Supplementary Figures S8B,C), also similar to that of compatible and incompatible tubes (6 h) in vivo (Supplementary Figure
S7). Taken together, these results showed that the in vitro pollen
germination system in P. hybrida (Supplementary Figure S8)
are similar to that by Qiao et al. (2004a) in Antirrhinum and
Meng et al. (2014) in apple. The in vitro pollen germination
system can exclude a high background interference of S-RNases
in style. Although the style extracts in vitro appeared to lose
their activity after long time incubation, this system can mimic
the CPC and SPI reaction for at least first several hours of the
reaction. Using the in vitro pollen germination system, we further examined the subcellular localization of PhS3L -RNase in
pollen tubes, and the immunogold labeling results showed that
the PhS3L -RNase gold particles were found to be distributed
in the cytosols of both CPC and SPI pollen tubes (Figure 2E).
Taken together, these results showed that PhS3L -RNases are localized in the cytosols of the CPC and SPI pollen tubes in the in
vitro pollen germination system, similar to that found in in vivo
(Figures 2A,B).
For detection of smaller membranous structures such as endosomes and prevacuolar compartment (PVC), immunogold labeling is not feasible because of the size of commercial colloidal
gold is 5–20 nm, mostly 10 nm for transmission electron microscope (TEM), which is beyond the thickness of biomembrane.
In addition, it is clearly seen that immunogold particles are
not present in the vacuoles, starch granules and mitochondria
structures from the images of S-RNases immunogold labeling in
pollen tubes (Figures 2A–C). Both vacuoles and starch granules
are electron-luculent in TEM pictures. The edge of vacuoles is
clearer and smooth in pollen tube. However, the starch granules
are more dim and irregular. To exclude the possibility of endosome, endoplasmic reticulum (ER), Golgi and PVC localization
of S-RNase, we carried out subcellular fractionation experiments
using the pulse challenged pollen tubes of the in vitro pollen
germination system. Both Sv (CPC) and S3L (SPI) pollen tubes
were treated with S3L S3L style extracts as described above. The
western blot results showed that the overwhelming majority of
PhS3L -RNase was always co-purified with the supernatant fractions and significantly enriched in the S160 fractions of both
CPC and SPI pollen tubes (Supplementary Figure S9A), representing the cytosolic fractions (Cherry, 1974; Quail, 1979; Arrese
et al., 2001; Agrawal et al., 2011; Rangel et al., 2013), indicating that PhS-RNases have a predominant cytosolic location
but a minor amount associated with a microsome-like fraction.
Taken together, these results demonstrated that PhS3L -RNases
are predominantly localized in the cytosols of the CPC and SPI
pollen tubes, similar to that found in S. chacoense (Luu et al.,
2000).
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PhSLF INTERACTS WITH PhS-RNase IN BOTH YEAST AND POLLEN
TUBES

Although our results have shown that PhS3L -RNase, PhS3L -SLF1,
and PhSSK1 are all localized to the cytosol of pollen tubes,
it remained unclear whether an interaction between PhSLFs
and PhS-RNases occurs. To examine the physical interaction
between PhSLFs and PhS-RNases, we used a yeast two-hybrid
assay. The C-terminal coding sequences of PhS3L -SLF1, PhS1 SLF1, and PhSv -SLF1 (after removal of F-box domain) were
introduced into pGBKT7 vector and expressed as a fusion to
GAL4 DNA binding domain (BD), whereas the full-length coding sequences of PhS3L -RNase, PhS3 -RNase (GenBank accession number U07363.1) and PhSv -RNase (GenBank accession
number AJ271062.1) were introduced into pGADT7 vector and

FIGURE 3 | PhSLFs selectively interact with PhS-RNases. (A) Yeast
two-hybrid assays between PhSLFs and PhS-RNases. Cells of yeast strain
AH109 containing various combinations of bait (BD fusions) and prey
(AD fusions) were tested for their growth on selective medium
SD/-Ade-His-Leu-Trp. The empty vectors pGBKT7 and pGADT7 were negative
controls. (B) The β-galactosidase activity assay was used to further test the
interaction of PhSLFs and PhS-RNases. The combination of empty pGBKT7
and pGADT7 was used as a negative control. (C) Co-immunoprecipitation
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expressed as a fusion to transcriptional activating domain (AD).
Yeast cells co-transformed with the PhS3L -SLF1-C and the PhS3 RNase, PhS3L -RNase or PhSv -RNase constructs grew well on
both Leu-/Trp- and Leu-/Trp-/His-/Ade-media, showing that a
physical interaction had occurred between PhS3L -SLF1-C and
PhS3 -RNase, PhS3L -RNase or PhSv -RNase in yeast. In addition,
the C-terminal region of PhSv -SLF1 only interacts with PhSv RNase, rather than the PhS3 -RNase and PhS3L -RNase. We did
not detect interactions between the C-terminal region of PhS1 SLF1 and PhS3 -RNase, PhS3L -RNase or PhSv -RNase. Yeast transformed with the negative control plasmids AD::PhS-RNases and
pGBKT7 or BD::PhSLFs and pGADT7 did not grow (Figure 3A).
Furthermore, the β-galactosidase reporter activity was detected
and appeared to be positive in yeast cells co-transformed with

assays between PhS3L -SLF1::FLAG and PhS3 -RNase or PhS3L -RNase using
in vitro pollen germination system. Untreated pollen tubes were used as
negative control (CK). Samples from SPI (treated with S3 S3 SE), CPC (treated
with S3L S3L SE) and CK pollen tubes were immunoprecipitated by FLAG
antibody and detected by PhS-RNase antibody and FLAG antibody,
respectively. Challenged but not immmunoprecipitated SPI, CPC, and CK
pollen tube samples were loaded as input. cFBP was detected as input
loading control. PT, pollen tube; SE, style extract.
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BD::PhSLFs-C and AD::PhS-RNases (Figure 3B). Taken together,
these results show that PhSLFs selectively interact with PhSRNases in yeast cells.
To confirm the interactions between the PhSLF and PhSRNase, we performed a co-immunoprecipitation experiment. To
examine the co-immunoprecipitation specificity of FLAG antibody, in vitro germinated S1 /PhS3L -SLF1::FLAG pollen tubes from
selfed progeny of the primary S1 Sv /PhS3L -SLF1::FLAG plants
described above were continuously treated with S3L S3L style
extracts, whereas wild-type S1 and S3L pollen tubes were continuously challenged with S3L S3L style extracts were used as negative
controls, respectively. Equal amounts samples were immunoprecipitated by FLAG antibody and detected by PhS-RNase antibody.
Western blot results showed that PhS3L -RNase detected in the
sample of PhS3L -SLF1::FLAG pollen tubes, but no apparent signal
was found in wild-type S1 and S3L pollen tubes (Supplementary
Figure S10). Thus, the FLAG antibody has a strong target specificity and we thus performed co-immunoprecipitation experiment using the antibody to detect the interactions between
PhS3L -SLF1 and PhS3 -RNase or PhS3L -RNase. In vitro germinated S1 /PhS3L -SLF1::FLAG pollen tubes were continuously
treated with S3 S3 and S3L S3L style extracts to mimic CPC and
SPI responses, respectively. Untreated pollen tubes were used as
negative control. Equal amounts of the treated and untreated
pollen tube samples were immunoprecipitated by FLAG antibody and detected by both PhS-RNase and FLAG antibodies,
respectively. Western blot results showed that the specific proteins, similar to that detected in the wild-type S3 S3 and S3L S3L
style extracts, were also detected in the treated pollen tubes
by the PhS-RNase antibody, but not detected when using the
untreated pollen tubes (Figure 3C), showing that PhS3 -RNase
and PhS3L -RNase were specifically precipitated by the anti-FLAG
antibody in both CPC and SPI responses. Taken together, these
results showed that the PhS3L -SLF1 interacts with PhS3 -RNase
and PhS3L -RNase.

SCFSLF -mediated cytosolic degradation of S-RNase

are polyubiquitinated in compatible pollen tubes in P. hybrida
in vivo.
To confirm this finding, we examined PhS3L -RNase polyubiquitination using the in vitro pollen germination system as
described. Both S3L (SPI) and Sv (CPC) pollen tubes were challenged with S3L S3L style extracts in conjunction with or without
MG132 (a peptide aldehyde effectively blocking the proteolytic
activity of the 26S proteasome complex) treatment, respectively.
The challenged Sv and S3L pollen tube samples were immunoprecipitated using PhS-RNase antibody and detected by both PhSRNase and ubiquitin antibodies, respectively. Polyubiquitinated
PhS3L -RNase was predominantly detected in the CPC pollen tube
samples, but not in the SPI samples (Figure 4B). In addition,
polyubiquitinated PhS3L -RNases were accumulated to a higher
level after MG132 treatment in the CPC samples but also detected
in the SPI samples to some extent (Figure 4B), indicating that
polyubiquitinated PhS3L -RNases are degraded in the CPC pollen
tubes. Style extracts and immunoprecipitation of the untreated

PhS3L -RNases ARE POLYUBIQUITINATED IN CROSS-COMPATIBLE
POLLEN TUBES

Previously, AhS-RNases have been shown to be polyubiquitinated in A. hispanicum in vivo (Qiao et al., 2004a). To examine whether PhS-RNases were polyubiquitinated in compatible pollination in vivo, S3L S3L styles were pollinated with S3L
(SPI) and Sv (CPC) pollen, respectively. Because S-RNase is
highly abundant in the style (Roalson and McCubbin, 2003),
it is difficult to detect any difference of ubiquitinated S-RNase
between compatible and incompatible pollen tubes within the
pollinated styles due to a high background. To overcome the
potential problems, the CPC and SPI pollen tubes were dissected out from styles of 13, 16, and 20 h post-pollination for
lysis and protein extraction. The dissected pollen tube samples are enriched for pollen tubes (Supplementary Figure S11).
Ubiquitination was examined by co-immunoprecipitation using
PhS-RNase antibody. Western blot signals of polyubiquitinated
PhS3L -RNases were specifically detected in the CPC pollen
tube samples after 16 and 20 h post-pollination by both PhSRNase and ubiquitin antibodies, but little in the SPI samples
(Figure 4A). Thus, these results indicated that PhS3L -RNases
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FIGURE 4 | S-RNases are polyubiquitinated in compatible pollen tubes.
(A) PhS-RNases are polyubiquitinated in pollen tubes of compatible
pollination. Pollen tubes were dissected from styles after 13, 16, and 20 h
post-pollination. Samples extracted and immunoprecipitated by PhS-RNase
antibody and detected by ubiquitin (Ub) antibody and PhS-RNase antibody.
PhS-RNase and tubulin were detected as input and loading control.
(B) PhS-RNases are polyubiquitinated in CPC response in in vitro pollen
germination system. In vitro germinated S3L (SPI) and Sv (CPC) pollen
tubes challenged by S3L S3L style extract were subjected to MG132
treatment (+) or not (−). Samples of SPI, CPC, and CK were
immunoprecipitated by PhS-RNase antibody and detected by ubiquitin (Ub)
antibody and PhS-RNase antibody, respectively. Style extracts and
immunoprecipitation of the untreated pollen tubes samples were used as
negative controls. Challenged but not immmunoprecipitated pollen tube
samples were loaded as input. PhS3L -RNase and cFBP were detected as
input and loading control. S-RNase-Ub (n) denotes polyubiquitinated
S-RNase. IgG indicates heavy chain. Molecular weights in kilodalton (kDa)
are shown on right or left side of the blots.
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pollen tube samples did not show any signal as negative controls
(Figure 4B). Taken together, these results showed that PhS3L RNases are indeed polyubiquitinated in the CPC pollen tubes
in the in vitro germination system, similar to that found in vivo
(Figure 4A). In general, proteins with long polyubiquitin chains
(at least four ubiquitin monomers) are recognized and degraded
by the UPS (Thrower et al., 2000; Weissman, 2001). Thus, the
increase of polyubiquitinated PhS3L -RNases after MG132 treatment suggested that the UPS pathway is involved in S-RNase
degradation of the CPC pollen tubes.
S-RNase DEGRADATION BY THE UPS PATHWAY IN THE
CROSS-COMPATIBLE POLLEN TUBES IS MEDIATED VIA SCFSLF

The subcellular fractionation experiments showed that PhS3L RNases were significantly reduced in the cytosol of the compatible pollen tubes, but remain essentially unchanged in SPI
responses (Supplementary Figures S9A,B). Moreover, PhS3L RNases were polyubiquitinated and their polyubiquitination levels increased after MG132 treatment in cross-compatible pollen
tubes (Figures 4A,B). Thus, our results showed that PhS3L RNases are degraded in the cross pollen tubes by the UPS pathway.
Because of a high background expression level of PhS3L -RNase in
style, it would be hard to directly examine whether PhS3L -RNases
are degraded in the compatible pollen tubes in vivo. Instead, we
carried out a pulse chase experiment using the in vitro germinated pollen tubes as described above. Both S3L (SPI) and Sv
(CPC) pollen tubes were challenged with S3L S3L style extracts and
then rinsed and allowed to grow in fresh media in conjunction
with or without MG132 treatment, respectively. Equal amounts
of the SPI and CPC pollen tube samples were loaded and detected
by PhS-RNase antibody. Western blot showed that PhS3L -RNase
level was significantly decreased in CPC but still remained essentially unchanged in SPI response (Figure 5A), confirming that
PhS3L -RNases are degraded in the CPC pollen tubes. In addition,
MG132 treatment partially hindered the degradation of PhS3L RNases in CPC but not in SPI response (Figure 5A), supporting
the previous finding that PhS3L -RNase degradation occurs by the
UPS pathway in cross-compatible pollen tubes.
To validate this finding, we further performed the following
experiment also using the in vitro germinated pollen tubes. Both
S3L (SPI) and Sv (CPC) pollen tubes were continuously treated
with S3L S3L style extracts, respectively. Equal amounts of the SPI
and CPC pollen tube samples were loaded and detected by PhSRNase antibody. Western blot showed that PhS3L -RNases were
preferentially accumulated in incompatible pollen tubes, whereas
PhS3L -RNase were not accumulated in compatible tubes when
treated continuously with the style extracts (Figure 5B), showing
that PhS3L -RNase is continuously degraded in cross-compatible
pollen tubes.
To examine whether PhS3L -RNase degradation is mediated by
SLF, we used the S3 S3L /PhS3L -SLF1 plants exhibiting breakdown
of self-incompatibility described above (Supplementary Figures
S3B, S4A and Supplementary Table S2) and carried out the
following experiments. We first identified the S3 S3 /PhS3L -SLF1
plants from the T1 progeny of S3 S3L /PhS3L -SLF1 and collected the
pollen grains to perform the pulse chase experiment as described
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FIGURE 5 | SCFSLF directly mediates non-self S-RNase degradation by
the 26S proteasome pathway. (A) Time course analysis of PhS3L -RNase
levels in pulse challenged SPI (S3L ) and CPC (Sv ) pollen tubes in conjunction
with (+) or without (−) MG132 treatment. (B) Time course analysis of
PhS3L -RNase accumulations in continuously challenged SPI (S3L ) and CPC
(Sv ) pollen tubes. In vitro germinated S3L and Sv pollen tubes were
continuously treated with S3L S3L style extract. PhS3L -RNase levels in
pollen tubes were monitored by western blot analysis. cFBP was detected
as loading control. (C) Time course analysis of PhS3 -RNase levels in pulse
challenged pollen tubes with stylar extracts. The pollen tubes were derived
from the transgenic plants exhibiting competitive interaction (CI) between
the transgene PhS3L -SLF1 and S3 haplotype. PhS3 -RNase was detected by
western blot to monitor its dynamics in S3 /PhS3L -SLF1 pollen tubes.
(D) Time course analysis of PhS3 -RNase levels in continuously challenged
pollen tubes with stylar extracts. The transgenic S3 /PhS3L -SLF1 pollen
tubes were continuously treated with S3 S3 style extract and monitored for
S3 -RNase level through the time course. CK indicates pollen tubes before
treatment. cFBP was detected as loading control. PT, S3 /PhS3L -SLF1 pollen
tube; SE, style extract. Column charts in both (A–D) show quantitative
S-RNases levels determined by Quantity One software using three
replicates. T tests were done between the designated lanes. Single and
double asterisks denote significant and extremely significant difference,
respectively.
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above. The S3 /PhS3L -SLF1 pollen tubes were pulse challenged
with S3 S3 style extracts and then rinsed and left to grow in
fresh media to monitor PhS3 -RNase levels. Western blot analysis showed that PhS3 -RNase levels in the S3 /PhS3L -SLF1 pollen
tubes after being challenged with S3 S3 style extract were found
to be gradually reduced (Figure 5C), similar to that in compatible pollen tubes (Figure 5A), showing that the degradation of
PhS3 -RNase is mediated by PhS3L -SLF1 action.
To validate this finding, we performed the following experiments. The S3 /PhS3L -SLF1 pollen tubes were continuously treated
with S3 S3 style extracts. Equal amounts of the samples were
loaded and detected by PhS-RNase antibody. Western blot analysis showed that PhS3 -RNase was not accumulated in the continuously challenged S3 /PhS3L -SLF1 pollen tubes (Figure 5D),
similar to that in compatible pollen tubes (Figure 5B), showing that S3 -RNase is degraded continuously in the S3 /PhS3L -SLF1
pollen tubes. Taken together, these results suggested that S-RNase
degradation in compatible pollen tubes is mediated by action of
non-self SCFSLF .

DISCUSSION
Self and non-self-recognition of the pistil and pollen factors is
one of the most intriguing processes of self-incompatibility. The
pistil S determinant S-RNase activity has been shown to serve
as cytotoxins to inhibit the pollen tube growth (McClure et al.,
1990; Liu et al., 2009). Thus, compatible pollen tube must take
an effective mechanism to restrict the S-RNase activity. Recently,
two S-RNase restriction mechanisms, the S-RNase degradation
or the S-RNase compartmentalization have been proposed to
explain S-RNase fate during SI responses. In this study, we have
provided several lines of evidence to support the S-RNase degradation mechanism. First, both immunogold labeling and subcellular fractionation showed that the two key pollen SI factors of
P. hybrida, PhS3L -SLF1 and PhSSK1, localize to the cytosols of
both pollen grains and tubes and that the majority of S-RNase
also has a similar localization after pollination, consistent with
their joint roles in the pollen tubes. Second, both yeast twohybrid and co-immunoprecipitation results showed PhSLFs and
PhS-RNases directly interacts with each other, indicating that
their recognition occurs in the cytosol where the initial self and
non-self-signaling for the downstream discriminative responses
could occur. Third, polyubiquitinated PhS-RNases were predominantly detected in the CPC pollen tubes both in vivo and in vitro
by immunoprecipitation assay and their levels increased after
MG132 treatment, consistent with the UPS pathway is involved in
the polyubiquitinated S-RNase degradation (Zhang et al., 2009).
Finally, we showed that the S-RNase degradation is mediated
by action of non-self SCFSLF . Thus, our findings show that SRNase degradation serves as the major mechanism for restricting
S-RNase cytotoxicity in compatible pollen tubes. This conclusion
is consistent with the most of the previous results (Takayama and
Isogai, 2005; Zhang et al., 2009; Iwano and Takayama, 2012).
On the basis of our results and other recent findings, we propose a model for S-RNase-based self-incompatibility (Figure 6A).
In this model, S-RNases are taken up into the cytosols of both
CPC and SPI pollen tubes. In the cytosol, a repertoire of SLFs
and S-RNases interact to trigger self or non-self-discriminative
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FIGURE 6 | Models of S-RNase-based self-incompatibility. (A) S-RNase
degradation model in Petunia. In CPC response, cross S3 pollen lands on
the stigma, germinates and grows into an S1 S2 style. Both S1 - and
S2 -RNases enter the S3 pollen tube by endocytosis or an unknown pathway
(dotted arrows). Subsequently, the hypothetical binding domains of S1 - and
S2 -RNases interact with a hypothetical activity domain of the pollen S (i.e.,
SLF in Solanaceae and Plantaginaceae) in the cytosol of the pollen tube.
Then, one or more SLF (SLFN) in S3 pollen tube form functional SCFS3-SLFN
complexes to tag S1 - and S2 -RNases with a polyubiquitin chain, which are
subsequently degraded by the 26S proteasome. Thus, ribosomal RNAs
escape from degradation by S-RNases in cross-pollen tubes, resulting in
normal pollen tube growth. In SPI, during which self S1 pollen lands on the
S1 S2 style, both S1 - and S2 -RNases enter the S1 pollen tube. Similar to
CPC response, non-self S2 -RNases bind to a hypothetical activity domain of
the pollen S in the cytosol of the pollen tube. Then, one or more SLF
(SLFN) in S1 pollen tube form SCFS1-SLFN complexes to tag S2 -RNase with
a polyubiquitin chain, resulting in its degradation by the 26S proteasome. In
contrast, the recognition domain of self S1 -RNase binds to a hypothetical
(Continued)

July 2014 | Volume 5 | Article 228 | 9

Liu et al.

FIGURE 6 | Continued
recognition domain of SLF resulting in the formation of a non-functional
SCFS1-SLFN complex, thus self S-RNase escapes degradation and acts
as a cytotoxin to inhibit the pollen tube growth. (B) S-RNase
compartmentalization model in Nicotiana. S-RNases, 120K and HT-B all
enter the pollen tubes. In CPC response, HT-B degradation possibly occurs
by a hypothetical pollen protein (PP), thus S-RNase is sorted to a vacuolar
compartment. In SPI, the interaction between S-RNase and SLF has
been postulated to stabilize HT-B, perhaps by inhibiting the PP action.
Subsequently, the vacuolar compartment breaks down, releasing S-RNase
and acts as a cytotoxin to inhibit the pollen tube growth.

responses, respectively. Two hypothetical separate domains for
SLF (recognition and activity domain) and S-RNase (recognition and binding domain) presumably mediate self and nonself-interaction between them as previously suggested (Kao and
McCubbin, 1996). All SLF members in a given pollen tube form
a spectrum of SCFSLF complexes. In compatible pollen tubes, all
SCFSLF complexes could mediate the polyubiquitination of nonself S-RNases, which are destined to degradation via the UPS
pathway. Whereas in incompatible pollen tubes, though non-self
S-RNase is targeted for degradation similar to that in CPC, self SRNase somehow escapes degradation by a yet unknown specific
interaction between SLF and S-RNase, leaving it intact to exert a
cytotoxic effect on self-pollen tubes and resulting in their growth
inhibition.
Similar to previous models (Kao and Tsukamoto, 2004; Zhang
et al., 2009; Chen et al., 2010), our model also predicts that
S-RNases interacts with its self or non-self SLFs through different domains. But, it is not known where those domains are
positioned in both S-RNases and SLFs. Our preliminary results
suggest that the PhSLFs can selectively interact with “self ” and
“non-self ” PhS-RNases in yeast system, and future studies will
need to confirm these results in vivo. In addition, the “self ”
interaction between SLFs and S-RNases also have been detected
in Petunia inflata (Solanaceae), A. hispanicum (Plantaginaceae)
and apple (Rosaceae) (Qiao et al., 2004a; Hua and Kao, 2006;
Yuan et al., 2014). Nevertheless, the interaction affinity analysis
between PiS-RNase and PiSLF has shown that PiSLF interacts
with non-self PiS-RNases more strongly than with self S-RNase
and vice versa for SLFs in Petunia inflata (Hua et al., 2007).
Recently, Kubo et al. found that a repertoire of SLF genes constituting the pollen S in a given S-haplotype and collectively control
the pollen specificity against non-self S-RNases. They predicted
that each type of SLF interacts with a subset of non-self S-RNases
in a species and all SLF are required to detoxify all non-self SRNases (Kubo et al., 2010). Thus, it is likely that a complicated
relationship occurs among S-RNases and SLFs. In pollen tubes
of a given S-haplotype, all of SLF proteins recognize and interact with self S-RNase but must through different domains from
that with all non-self S-RNases. These differential interactions
between S-RNase and self/non-self SLF might serve as an initial
differential signaling mechanism for the downstream compatible and incompatible responses but further studies are needed to
determine if this is the case in vivo.
The interactions between SLFs with non-self S-RNases have
been shown to result in S-RNases polyubiquitination which is
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mediated by SCFSLF complexes in our study, but it is not clear
which lysine site(s) are ubiquitinated and whether monoubiquitination of S-RNases also occur. Other recent studies also
showed that SCFSLF complexes poly-ubiquitinate non-self SRNases, resulting in their degradation in vitro (Entani et al., 2014;
Yuan et al., 2014). Interestingly, some gold particles of PhS3L RNase were also detected in the cytosol of the compatible pollen
tubes even 24 h post pollination (Figure 2A), indicating that not
all S-RNases are degraded in compatible pollen tubes. Recent
studies also have shown that SI response requires the presence
of a minimum level of S-RNase in the style, an amount referred
to as a threshold level. A threshold value of S-RNases in the
style is required for pollen rejection or acceptance (Qin et al.,
2006; Soulard et al., 2014). Thus, in our results, S-RNase is likely
degraded to a threshold value, but not all S-RNase would be
degraded in cross pollen tubes. In addition, Qin et al. (2005)
showed that replacing only one lysine residue in the C4 region
(that is conserved in solanaceous S-RNases) with arginine did not
affect SI function of S11 -RNase in S. chacoense, indicating that this
lysine is not involved in the S-RNase ubiquitination and degradation. In addition, F-box proteins themselves are known to be
ubiquitinated and regulated by the UPS in mammals, yeast and
plants (Galan and Peter, 1999; Wirbelauer et al., 2000; Stuttmann
et al., 2009). Recently, Chen et al. (2012) found that a novel
conserved ubiquitin-binding domain structure in the C-terminal
regions of both PhS3L -SLF1 and PhS1 -SLF1. Therefore, identification of potential ubiquitination sites and types of both S-RNases
and SLFs is required to address those questions.
The S-RNase degradation model (Figure 6A) depicts of the
S-RNase restriction mechanisms in compatible pollen tube,
incompatible pollination, and competitive interaction. However,
it is not entirely clear how the incompatible reaction occurs in
pollen tubes. Recent studies have shown that S-RNases depolymerize actin cytoskeleton, trigger mitochondrial alteration and
DNA degradation response in incompatible pollen tube, indicating that programmed cell death may occur in incompatible
reaction of pears (Pyrus pyrifolia) (Liu et al., 2007; Wang et al.,
2009; Wang and Zhang, 2011). In addition, studies have shown
that HT-B protein, stylar 120 kDa glycoprotein and NaStEP are
required for pollen rejection in Nicotiana but not for specificity
(McClure et al., 1999; Hancock et al., 2005; Jimenez-Durán et al.,
2013). Although these pistil factors have been identified, the
underlying mechanisms for their action are currently unknown.
The S-RNase compartmentalization mechanism (Figure 6B)
has been proposed for the S-RNase restriction mechanism during CPC responses in Nicotiana, but it remains unclear whether
it functions in parallel, in sequence with the degradation mechanism. The two models make different presumptions about the
interaction between S-RNases and SLFs. In the S-RNase degradation model, non-self S-RNase is degraded as a direct result
of their interaction, indicating that SLFs are essential factors,
consistent with genetic and molecular evidence of competitive
interaction in both Solanaceae and Plantaginaceae (Golz et al.,
1999; Xue et al., 2009; Sun and Kao, 2013). In the compartmentalization model, S-RNases are sequestered into a vacuole by a
non-S-specific mechanism and an interaction between S-RNases
and SLFs interferes with this process. In compatible pollinations,
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pollen overcomes rejection by degrading HT-B and compartmentalizing S-RNase, indicating that HT-B is essential factor.
However, it is not clear how the S-RNase and SLF interaction controls HT-B degradation and vacuole membrane breakdown. Our
results also appear to suggest that different mechanisms of the
pollen reception are operating between Nicotiana and Petunia.
It would be interesting to examine these potential differences
by a comparative analysis using additional Solanaceaous species.
Nevertheless, pollen tubes might possess a multilayered resistance
mechanism against S-RNase where most non-self S-RNases are
degraded to detoxify its activity but a small amount is compartmentalized and/or distributed in cytosol. In fact, our subcellular
fractionation results showed that a minute amount of S-RNases
are associated with a microsom-like fraction (Figure S9A). What
role, in any, of the microsome-associated S-RNase plays in CPC
and SPI responses remains to be determined.
In conclusion, our results showed that S-RNases are degraded
in the cytosol of pollen tubes through the SCFSLF -mediated UPS
pathway during the CPC response in P. hybrida. However, further studies including a detailed analysis of both S-RNase and SLF
ubiquitinations and their types are urgently needed to address
the biochemical mechanism of the SPI response and a potential
link between the cytosolic and microsome-associated S-RNases
during SPI and CPC responses.

MATERIALS AND METHODS
PLANT MATERIALS AND TRANSFORMATION

Wild-type self-incompatible homozygous P. hybrida lines (S3L S3L ,
Sv Sv , S1 S1 , and S3 S3 ) have been previously described (Clark et al.,
1990; Robbins et al., 2000; Qiao et al., 2004b). Heterozygous
S3 S3L , S3L Sv , and S1 Sv were derived from crosses of related
SI lines. Ti plasmid constructs were separately electroporated
into Agrobacterium tumefaciens strain LBA4404 (Invitrogen), and
transgenic plants were generated by Agrobacterium-mediated leaf
disk transformation (Lee et al., 1994; Qiao et al., 2004b).
POLYMERASE CHAIN REACTION (PCR)

The genomic DNA or cDNA were amplified by PCR using rTaq
or ExTaq DNA Polymerase (Takara). Genotyping assays were
carried out with genomic DNA. PCR primers are shown in
Supplementary Table S8. They were used at a final concentration of 5 μM in 20 μl reactions. The PCR condition was 95◦ C for
5 min for hot start, then 35 cycles of the following: 95◦ C for 30 s,
annealing at 52–58◦ C (about 3–5◦ C below the Tm of the primers
used) for 30 s, extension at 72◦ C for 90 s, and finally incubated at
72◦ C for 10 min.
POLLINATION

All of the pollinations were performed using open flowers. In
the process of cross-pollination, anthers were removed from the
flower of the plant serving as female recipient before dehiscence
to prevent self-pollination. Pollinated flowers were covered with
paper bags. Pollinated styles used in immunogold labeling, aniline blue staining and ubiquitination assay were performed as
follows: self-pollinations were performed with wild-type S3L S3L
plants and cross-pollinations with pollen from Sv Sv plants on
S3L S3L plants.
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IN VITRO GERMINATION OF POLLEN TUBES

Mature pollen grains were suspended and incubated in liquid
pollen germination medium (PGM, 20 mM MES, 15% PEG4000,
2% sucrose, 0.07% Ca(NO3 )2 ·4H2 O, 0.02% MgSO4 ·7H2 O,
0.01% KNO3 , 0.01% H3 BO3 , pH 6.0) at 25◦ C in the dark. For
the treatment of pollen tubes, pollen tubes cultured for about
1.5 h were collected by centrifugation at 1000 g for 1 min and
then suspended in fresh PGM with style lysates. For fractionation,
immunogold labeling, co-immunoprecipitation, ubiquitination
and S-RNase degradation assays, pollen tube samples were collected by centrifugation as above and then rinsed twice with
fresh PGM to removal the S-RNases in PGM. Style lysates were
prepared by grinding pistils to a fine powder and protein were
extracted with PGM.
IMMUNOGOLD LABELING AND ELECTRON MICROSCOPY

Pollen grains, treated pollen tubes or pollinated styles (at least 2
or 3 replicates of each sample) were chemically fixed overnight
at 25◦ C in 2.5% glutaraldehyde and 1.5% paraformaldehyde in
0.1 M PBS (pH 7.4). Samples fixed were rinsed several times with
0.1 M PBS and dehydrated sequentially with 30, 50, 70, 80, 90, 95,
and 100% ethanol. Dehydrated samples were embedded in LRWhite Resin (Sigma-Aldrich, USA). The embedded samples were
sectioned into 90 nm sections with ultramicrotome (Leica EM
UC6, German). The ultra-thin sections were placed on Formvarcoated nickel grids. Sections were blocked with PBS-Glycine
buffer (PBS with 50 mM glycine) followed by PBGT buffer (PBS
with 0.1% galtel, 1.0% BSA, 0.1% Tween 20) and incubated at 4◦ C
overnight with primary antibody (1:2000 dilution of monoclonal
anti-FLAG antibody for PhS3L -SLF1 labeling and 1:3000 dilution of polyclonal antibodies for PhSSK1 and PhS-RNase labeling,
respectively). Polyclonal antibodies to PhSSK1 and PhS-RNase
have been previously described (Zhao et al., 2010). Primary antibody labeled sections were washed with PBGT buffer 6 times
and subjected to labeling with secondary antibody conjugated to
20 nm diameter colloidal gold particles at 1:20 dilution in PBGT
buffer for 90 min at room temperature. After sequential washes
with PBGT buffer, PBS-Glycine buffer (PBS with 50 mM glycine)
and deionized water, twice for each wash, labeled sections were
subjected to Danscher’s enhancer solution at 25◦ C for 25 min
to enlarge gold particles. Sections were stained with 2% uranyl
acetate for 15 min and observed by using a HITACHI H-7500
transmission electron microscope (Danscher, 1981; Holgate et al.,
1983).
SUBCELLULAR FRACTIONATION AND IMMUNODETECTION

Pollen grains or in vitro germinated pollen tubes were
homogenized with FastPrep-24 system (MP Biomedicals, USA)
in homogenization buffer (HB) containing 330 mM sucrose,
150 mM KCl, 50 mM Tris-MES, pH 7.5, with additives of 1 mM
EDTA, 1 mM PMSF, 1 mM DTT, and protease inhibitor cocktail.
The fractionation procedure was performed on ice or at 4◦ C. The
homogenate was subjected to differential centrifugation of three
or four sequential steps with centrifuge force at 1000, 12,000,
40,000 g (omitted in three-step ones) and 160,000 g, respectively.
The resulting pellets were suspended with HB buffer while the
supernatant fraction was subjected to next step of centrifugation,
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before which an aliquot was stored for detection. Protein samples were quantified by the Bradford method. Equal amounts of
protein samples were applied to 12% SDS-PAGE gels and transferred to PVDF membranes (GE Healthcare, USA) for western
blot detection. The amounts of proteins were calculated from
immuno signal determined by Quantity One software (Bio-Rad,
USA). Antibodies used are as below, monoclonal antibody to the
FLAG tag is a commercial product (Sigma-Aldrich, USA), polyclonal antibodies to organelle markers are all purchased (Agrisera,
Sweden).
ISOLATION AND IDENTIFICATION OF PhS3L -RNase BY LC-MS/MS

S3L S3L styles were extracted by trichloroacetic acid-acetone precipitation method. Proteins were dissolved from the dried precipitate using lysis-buffer (7 M urea, 2 M thiourea, 4% CHAPS,
65 mM DTT, 0.5% IPG buffer 3–10, 0.002% bromophenol blue.).
Protein concentration was determined by the Bradford method.
About 500 μg protein sample was loaded onto an IPG strip holder
for a 24 cm, pH 3–10 non-linear gradient IPG strip (Bio-Rad)
for the isoelectric focusing. For the SDS-PAGE, the equilibrated
IPG gel strips were placed onto 12% gel. One gel was transferred to PVDF membranes for western blot detection. The other
gel was visualized by Coomassie Brilliant Blue staining. The target protein was excised from the gel and digested with trypsin.
Then the digested peptides identified by LC-MS/MS by Beijing
protein innovation co., Ltd. All of the peptide fragments of the
proteins were identified by the MASCOT server in-house search
engine and compared against a merged database consisting of
the Solanceae database and containing PhS3L -RNase. MASCOT
search parameters were set as follows: threshold of the ions score
cutoff, 0.05; peptide tolerance, 10 ppm; MS/MS tolerance, 0.2 Da;
and peptide charge, 1+, 2+ or 3+. The search was also set to allow
one missed cleavage by trypsin, carboxymethylation modification
of Cys residues, and variable oxidation of Met residues.
ANILINE BLUE STAINING OF POLLEN TUBES WITHIN STYLE

Pollinated styles were chemically fixed in ethanol: glacial acetic
acid (3:1) solution 24 h or more at 25◦ C. Then, rinsing three
times in water, pistils were transferred to 8 N sodium hydroxide
solution for 8 h to clear and soften the tissue. After rinsing in
water, the softened pistils were soaked in a 0.1% solution of watersoluble aniline blue dye dissolved in 0.1 N K3 PO4 for 8–24 h in
the dark at room temperature. The pollen tubes in the styles are
smeared or are observed whole under a conventional or dissecting microscope by direct illumination with ultraviolet light of
Olympus BX53 fluorescence microscope. Observations are made
in a darkened room.
YEAST TWO-HYBRID ASSAYS

The full-length PhS-RNases were cloned into pGADT7 (Clontech,
CA, USA), respectively, to produce fusion proteins with the
GAL4 activation domain. The C-terminal of PhSLFs(removing
N-terminal approximately 60 amino acid long F-box motif)
was introduced into pGBKT7 (Clontech, CA, USA), to form
recombinants with the GAL4 DNA binding domain. The various combinations of BD and AD vectors were co-transformed
into yeast strain AH109 and grown on SD/-Leu-Trp medium at
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30◦ C for 3 days. The clones were subsequently grown on SD/Ade-His-Leu-Trp medium at 30◦ C for 7 days to test interaction.
The Combinations of AD::PhS-RNases with empty BD are used
for detecting PhS-RNases self-activation. The combinations of
BD::PhSLF with empty AD were carried out to evaluate PhSLFs
self-activation in yeast two-hybrid assays. The combinations of
empty AD with empty BD indicate negative controls. For βgalactosidase assay, yeast clones grown for 48 h at 30◦ C were
transferred onto filter paper, and the clones were lysed in liquid nitrogen, and then 5 mL Z buffer (60 mM Na2 HPO4 , 40 mM
NaH2 PO4 , 10 mM KCl, and 1 mM MgSO4 , pH 7.0) containing
β-mercaptoethanol was added and incubated at 30◦ C (for <8 h)
and checked periodically for the appearance of blue color.
CO-IMMUNOPRECIPITATION

Mature pollen grains from transgenic plants of S1 /PhS3L SLF1::FLAG were suspended and incubated in liquid pollen
germination medium described above. Total style proteins
were extracted from S3 S3 and S3L S3L homozygous plants and
co-incubated with germinated pollen tubes, respectively. For
immunoprecipitation, anti-FLAG affinity gel (Sigma-Aldrich)
was mixed with pollen tube extracts and co-incubated for 4 h at
4◦ C on a rotary shaker. After the affinity gel was washed with
PBS buffer to remove all of the non-specific proteins. The protein
being eluted from the resin can be monitored by measuring the
absorbance of the eluant at 280 nm and further washed until the
absorbance difference of the wash solution coming off the column
is less than 0.05 vs. a wash solution blank as described procedure
in ANTI-FLAG® M2 affinity gel (Sigma-Aldrich). Bound proteins
were eluted with 0.1 M glycine HCl, pH 3.5. After equilibration of
the eluted protein with 0.5 M Tris-HCl, pH 7.4, with 1.5 M NaCl,
2× SDS-PAGE sample loading buffer (125 mM Tris-HCl, pH 6.8,
with 4% SDS, 20% glycerol, and 0.004% bromphenol blue) was
added to each sample and control. The samples were denatured
at 100◦ C for 5 min and then equal amount of protein samples
were subjected to 12% SDS-PAGE gels and then transferred to
PVDF membranes for western blot detection. Membranes were
incubated with primary antibodies (1:3000 dilution of polyclonal
antibody for PhS-RNase and 1:2000 dilution of monoclonal antiFLAG antibody), and then incubated with anti-rabbit or antimouse IgG conjugated to horseradish peroxidase followed by
chemiluminescence detection and then exposed to film.
UBIQUITINATION ASSAY

For the ubiquitination assay of in vivo, pollen tubes were dissected
from pollinated styles. Pollinated styles were placed in extraction buffer (50 mM Tris-HCl, pH 7.5, 150 mM NaCl, 10 mM
MgCl2 , 1 mM EDTA, 1 mM PMSF, 0.1% NP-40, 10% glycerin
and 1×protease inhibitor cocktail), then pollen tubes were carefully pulled out through a small slit in the style as described by
Goldraij et al. (2006) in stereomicroscope and were frozen in
liquid nitrogen. For the ubiquitination assay of in vitro pollen
germination system, S3L and Sv pollen tubes were continuously
treated 1.5 h with S3L S3L style extract in conjunction with or without MG132 (40 μM), respectively, and then lysed in extraction
buffer. Protein concentration was determined by the Bradford
method. Protein extracts were incubated with primary antibody
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(polyclonal antibody for PhS-RNase) at 4◦ C for 4 h on a rotary
shaker. Protein G agarose beads (IP50 Kit, Sigma-Aldrich, USA)
were added and samples co-incubated for a further 2 h at 4◦ C on
a rotary shaker. Samples were washed using IP buffer provided
in the Kit. The protein/bead mixture was denatured at 100◦ C for
5 min and then equal amounts of protein samples were loading
on 12% SDS-PAGE gels and then transferred to PVDF membranes for western blot detection. Membranes were incubated
with primary antibodies (1:3000 dilution of polyclonal antibody
for PhS-RNase and 1:2000 dilution of polyclonal antibody for
ubiquitin), and then incubated with anti-rabbit IgG conjugated to
horseradish peroxidase followed by chemiluminescence detection
and then exposed to film.
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SUPPLEMENTARY MATERIAL
The Supplementary Material for this article can be found online
at:
http://www.frontiersin.org/journal/10.3389/fgene.2014.
00228/abstract

IN VITRO S-RNase DEGRADATION ASSAYS

For pulse challenged assay, in vitro germinated pollen tubes were
co-incubated with style extracts for 1 h and then rinsed with
style extracts and allowed pollen tubes to grow in fresh media
to monitor S-RNase dynamics in pollen tubes. For continuously challenged assay, in vitro germinated pollen tubes were
co-incubated with style extracts at different time points, and then
lysed in extraction buffer (50 mM Tris-HCl, pH 7.5, 150 mM
NaCl, 10 mM MgCl2 , 1 mM EDTA, 1 mM PMSF, 0.1% NP-40,
10% glycerin and 1×protease inhibitor cocktail). Protein concentration was determined by the Bradford method. Equal amounts
of protein samples were loaded on 12% SDS-PAGE gels and
then transferred to PVDF membranes for western blot detection. Membranes were incubated with primary antibodies (1:3000
dilution of polyclonal antibody for PhS-RNase), and then incubated with anti-rabbit IgG conjugated to horseradish peroxidase
followed by chemiluminescence detection and then exposed to
film.
PHYLOGENETIC ANALYSIS

Analysis of SLF genes based on deduced amino acid sequences
were carried out using a neighbor-joining method with 1000
bootstrap replicates using MEGA version 5.0 (Tamura et al.,
2011). PhS1 -SLF1, PhS3 A-SLF1, PhS3L -SLF1, and PhSv -SLF1 were
cloned in this study; S17 alleles are from P. axillaris (Tsukamoto
et al., 2005) and all others from P. hybrida (Kubo et al., 2010).

AUTHOR CONTRIBUTIONS
Yongbiao Xue conceived and designed the experiments. Wei Liu,
Jiangbo Fan, Junhui Li, and Yanzhai Song performed the experiments. Qun Li and Yu’e Zhang provided technical support. Wei
Liu and Yongbiao Xue were principally responsible for drafting
the final manuscript. All authors provided intellectual content
and contributed to manuscript revisions.

ACKNOWLEDGMENTS
We thank Tai Wang and Bing Han (Institute of Botany, Chinese
Academy of Sciences) for providing technical assistance with
fractionation experiments, and Thomas L. Sims (Northern
Illinois University, USA) and Timothy Robbins (University of
Nottingham, UK) for generously supplying self-incompatible
lines of P. hybrida. We are grateful to Enrico Coen (John Innes
Center, UK), Andrew McCubbin (Washington State University,

www.frontiersin.org

REFERENCES
Agrawal, G. K., Bourguignon, J., Rolland, N., Ephritikhine, G., Ferro, M., Jaquinod,
M., et al. (2011). Plant organelle proteomics: collaborating for optimal cell
function. Mass Spectrom. Rev. 30, 772–853. doi: 10.1002/mas.20301
Anderson, M. A., McFadden, G. I., Bernatzky, R., Atkinson, A., Orpin, T., Dedman,
H., et al. (1989). Sequence variability of three alleles of the self-incompatibility
gene of Nicotiana alata. Plant Cell 1, 483–491. doi: 10.1105/tpc.1.5.483
Arrese, E. L., Gazard, J. L., Flowers, M. T., Soulages, J. L., and Wells, M. A. (2001).
Diacylglycerol transport in the insect fat body: evidence of involvement of lipid
droplets and the cytosolic fraction. Lipid Res. 42, 225–234.
Bai, C., Sen, P., Hofmann, K., Ma, L., Goebl, M., Harper, J. W., et al. (1996). SKP1
connects cell cycle regulators to the ubiquitin proteolysis machinery through
a novel motif, the F-box. Cell 86, 263–274. doi: 10.1016/S0092-8674(00)
80098-7
Busot, G. Y., McClure, B., Ibarra-Sánchez, C. P., Jiménez-Durán, K.,
Vázquez-Santana, S., and Cruz-García, F. (2008). Pollination in Nicotiana
alata stimulates synthesis and transfer to the stigmatic surface of NaStEP, a
vacuolar Kunitz proteinase inhibitor homologue. J. Exp. Bot. 59, 3187–3201.
doi: 10.1093/jxb/ern175
Cardozo, T., and Pagano, M. (2004). The SCF ubiquitin ligase: insights into a
molecular machine. Nat. Rev. Mol. Cell Biol. 5, 739–751. doi: 10.1038/nrm1471
Chen, G., Zhang, B., Liu, L., Li, Q., Zhang, Y., Xie, Q., et al. (2012). Identification
of a ubiquitin-binding structure in the S-Locus F-Box protein controlling S-RNase-based self-incompatibility. J. Genet. Genomics 39, 93–102. doi:
10.1016/j.jgg.2012.01.001
Chen, G., Zhang, B., Zhao, Z., Sui, Z., Zhang, H., and Xue, Y. B. (2010). ‘A life or
death decision’ for pollen tubes in S-RNase-based self-incompatibility. J. Exp.
Bot. 61, 2027–2037. doi: 10.1093/jxb/erp381
Cherry, J. H. (1974). Isolation of microsomes, ribosomes, and polysomes from
plant tissues. Methods Enzymol. 31, 583–589. doi: 10.1016/0076-6879(74)
31064-6
Clark, K. R., Okuley, J. J., Collins, P. D., and Sims, T. L. (1990). Sequence variability
and developmental expression of S-alleles in self-incompatible and pseudo-selfcompatible petunia. Plant Cell 2, 815–826. doi: 10.1105/tpc.2.8.815
Cornish, E. C., Pettitt, J. M., Bonig, I., and Clarke, A. E. (1987). Developmentally
controlled expression of a gene associated with self-incompatibility in Nicotiana
alata. Nature 326, 99–102. doi: 10.1038/326099a0
Danscher, G. (1981). Localization of gold in biological tissue. A photochemical
method for light and electron microscopy. Histochemistry 71, 81–88.
De Nettancourt, D. (2001). Incompatibility and Incongruity in Wild and Cultivated
Plants. Berlin: Springer Verlag. doi: 10.1007/978-3-662-04502-2
Entani, T., Iwano, M., Shiba, H., Che, F. S., Isogai, A., and Takayama, S. (2003).
Comparative analysis of the self-incompatibility (S) locus region of Prunus
mume: identification of a pollen-expressed F-box gene with allelic diversity.
Genes Cells 8, 203–213. doi: 10.1046/j.1365-2443.2003.00626.x
Entani, T., Kubo, K. I., Isogai, S., Fukao, Y., Shirakawa, M., Isogai, A., et al. (2014).
Ubiquitin-proteasome-mediated degradation of S-RNase in a solanaceous
cross-compatibility reaction. Plant J. 78, 1014–1021. doi: 10.1111/tpj.12528
Franklin-Tong, V. E. (2008). Self-Incompatibility in Flowering Plants: Evolution,
Diversity, and Mechanisms. Heidelberg: Springer Verlag. doi: 10.1007/978-3540-68486-2

July 2014 | Volume 5 | Article 228 | 13

Liu et al.

Galan, J. M., and Peter, M. (1999). Ubiquitin-dependent degradation of multiple
F-box proteins by an autocatalytic mechanism. Proc. Natl. Acad. Sci. U.S.A. 96,
9124–9129. doi: 10.1073/pnas.96.16.9124
Goldraij, A., Kondo, K., Lee, C. B., Hancock, C. N., Sivaguru, M., Vazquez-Santana,
S., et al. (2006). Compartmentalization of S-RNase and HT-B degradation in
self-incompatible Nicotiana. Nature 439, 805–810. doi: 10.1038/nature04491
Golz, J. F., Su, V., Clarke, A. E., and Newbigin, E. (1999). A molecular description of mutations affecting the pollen component of the Nicotiana alata S locus.
Genetics 152, 1123–1135.
Hancock, C. N., Kent, L., and McClure, B. A. (2005). The stylar 120 kDa glycoprotein is required for S-specific pollen rejection in Nicotiana. Plant J. 43, 716-723.
doi: 10.1111/j.1365-313X.2005.02490.x
Holgate, C. S., Jackson, P., Cowen, P. N., and Bird, C. C. (1983). Immunogoldsilver staining: new method of immunostaining with enhanced sensitivity.
J. Histochem. Cytochem. 31, 938–944. doi: 10.1177/31.7.6189883
Hua, Z., and Kao, T. H. (2006). Identification and characterization of a putative complex containing PiSLF, the male determinant of S-RNase-based selfincompatibility. Plant Cell 18, 2531–2553. doi: 10.1105/tpc.106.041061
Hua, Z., Meng, X., and Kao, T. H. (2007). Comparison of Petunia inflata SLocus F-box protein (Pi SLF) with Pi SLF-like proteins reveals its unique
function in S-RNase-based self-incompatibility. Plant Cell 19, 3593–3609. doi:
10.1105/tpc.107.055426
Huang, J., Zhao, L., Yang, Q. Y., and Xue, Y. B. (2006). AhSSK1, a novel SKP1-like
protein that interacts with the S-Locus F-box protein SLF. Plant J. 46, 780–793.
doi: 10.1111/j.1365-313X.2006.02735.x
Huang, S., Lee, H. S., Karunanandaa, B., and Kao, T. H. (1994). Ribonuclease activity of Petunia inflata S proteins is essential for rejection of self-pollen. Plant Cell
6, 1021–1028. doi: 10.1105/tpc.6.7.1021
Iwano, M., and Takayama, S. (2012). Self/non-self discrimination in
angiosperm self-incompatibility. Curr. Opin. Plant Biol. 15, 78–83. doi:
10.1016/j.pbi.2011.09.003
Jimenez-Durán, K., McClure, B., García-Campusano, F., Rodriguez-Sotres, R.,
Cisneros, J., Busot, G., et al. (2013). NaStEP: a proteinase inhibitor essential to
self-incompatibility and a positive regulator of HT-B stability in Nicotiana alata
pollen tubes. Plant Physiol. 161, 97–107. doi: 10.1104/pp.112.198440
Kao, T. H., and McCubbin, A. G. (1996). How flowering plants discriminate
between self and non-self pollen to prevent inbreeding. Proc. Natl. Acad. Sci.
U.S.A. 93, 12059–12065. doi: 10.1073/pnas.93.22.12059
Kao, T. H., and Tsukamoto, T. (2004). The molecular and genetic bases of S-RNasebased self-incompatibility. Plant Cell 16, S72–S83. doi: 10.1105/tpc.016154
Karunanandaa, B., Huang, S., and Kao, T. H. (1994). Carbohydrate moiety of the
Petunia inflata S3 protein is not required for self-incompatibility interactions
between pollen and pistil. Plant Cell 6, 1933–1940. doi: 10.1105/tpc.6.12.1933
Kondo, K., Yamamoto, M., Matton, D. P., Sato, T., Hirai, M., Norioka, S.,
et al. (2002). Cultivated tomato has defects in both S-RNase and HT genes
required for stylar function of self-incompatibility. Plant J. 29, 627–636. doi:
10.1046/j.0960-7412.2001.01245.x
Kubo, K. I., Entani, T., Takara, A., Wang, N., Fields, A. M., Hua, Z., et al.
(2010). Collaborative non-self recognition system in S-RNase-based selfincompatibility. Science 330, 796–799. doi: 10.1126/science.1195243
Lai, Z., Ma, W. S., Han, B., Liang, L. Z., Zhang, Y. S., Hong, G. F., et al. (2002).
An F-box gene linked to the self-incompatibility (S) locus of Antirrhinum is
expressed specifically in pollen and tapetum. Plant Mol. Biol. 50, 29–42. doi:
10.1023/A:1016050018779
Lee, H. S., Huang, S. S., and Kao, T. H. (1994). S proteins control rejection of incompatible pollen in Petunia inflata. Nature 367, 560–563. doi:
10.1038/367560a0
Lewis, D. (1947). Competition and dominance of incompatibility alleles in diploid
pollen. Heredity 1, 85–108. doi: 10.1038/hdy.1947.5
Li, S., Sun, P., Williams, J. S., and Kao, T. H. (2014). Identification of the selfincompatibility locus F-box protein-containing complex in Petunia inflata.
Plant Reprod. 27, 31–45. doi: 10.1007/s00497-013-0238-3
Li, W., and Chetelat, R. T. (2010). A pollen factor linking inter- and intraspecific pollen rejection in tomato. Science 330, 1827–1830. doi: 10.1126/science.1197908
Li, W., and Chetelat, R. T. (2013). The role of a pollen-expressed Cullin1 protein
in gametophytic self-incompatibility in Solanum. Genetics 196, 439–442. doi:
10.1534/genetics.113.158279

Frontiers in Genetics | Plant Genetics and Genomics

SCFSLF -mediated cytosolic degradation of S-RNase

Lind, J. L., Bönig, I., Clarke, A. E., and Anderson, M. A. (1996). A style-specific
120 kDa glycoprotein enters pollen tubes of Nicotiana alata in vivo. Sex. Plant
Reprod. 9, 75–86. doi: 10.1007/BF02153054
Liu, B., Morse, D., and Cappadocia, M. (2009). Compatible pollinations in Solanum
chacoense decrease both S-RNase and S-RNase mRNA. PLoS ONE 4:e5774. doi:
10.1371/journal.pone.0005774
Liu, Z. Q., Xu, G. H., and Zhang, S. L. (2007). Pyrus pyrifolia stylar S-RNase
induces alterations in the actin cytoskeleton in self-pollen and tubes in vitro.
Protoplasma 232, 61–67. doi: 10.1007/s00709-007-0269-4
Luu, D. T., Qin, X. K., Morse, D., and Cappadocia, M. (2000). S-RNase uptake
by compatible pollen tubes in gametophytic self-incompatibility. Nature 407,
649–651. doi: 10.1038/35036623
Matsumoto, D., Yamane, H., Abe, K., and Tao, R. (2012). Identification of a
Skp1-like protein iInteracting with SFB, the pollen S determinant of the gametophytic self-incompatibility in Prunus. Plant Physiol. 159, 1252–1262. doi:
10.1104/pp.112.197343
McClure, B. (2009). Darwin’s foundation for investigating self-incompatibility and
the progress toward a physiological model for S-RNase-based SI. J. Exp. Bot. 60,
1069–1081. doi: 10.1093/jxb/erp024
McClure, B. A., Cruz-Garcia, F., and Romero, C. (2011). Compatibility and
incompatibility in S-RNase-based systems. Ann. Bot. 108, 647–658. doi:
10.1093/aob/mcr179
McClure, B. A., Gray, J. E., Anderson, M. A., and Clarke, A. E. (1990). Selfincompatibility in Nicotiana alata involves degradation of pollen ribosomal
RNA. Nature 347, 757–760. doi: 10.1038/347757a0
McClure, B. A., Haring, V., Ebert, P. R., Anderson, M. A., Simpson, R. J., Sakiyama,
F., et al. (1989). Style self-incompatibility gene products of Nicotiana alata are
ribonucleases. Nature 342, 955–957. doi: 10.1038/342955a0
McClure, B. A., Mou, B., Canevascini, S., and Bernatzky, R. (1999). A
small asparagine-rich protein required for S-allele-specific pollen rejection in Nicotiana. Proc. Natl. Acad. Sci. U.S.A. 96, 13548–13553. doi:
10.1073/pnas.96.23.13548
Meng, D., Gu, Z. Y., Yuan, H., Wang, A. D., Li, W., Yang, Q., et al. (2014). The
microtubule cytoskeleton and pollen tube Golgi-vesicle system are required for
in vitro S-RNase internalization and gametic self incompatibility in apple. Plant
Cell Physiol. 55, 977–989. doi: 10.1093/pcp/pcu031
Murfett, J., Atherton, T. L., Mou, B., Gasser, C. S., and McClure, B. A. (1994).
S-RNase expressed in transgenic Nicotiana causes S-allele-specific pollen rejection. Nature 367, 563–566. doi: 10.1038/367563a0
O’Brien, M., Kapfer, C., Major, G., Laurin, M., Bertrand, C., Kondo, K., et al.
(2002). Molecular analysis of the stylar-expressed Solanum chacoense small
asparagine-rich protein family related to the HT modifier of gametophytic
self-incompatibility in Nicotiana. Plant J. 32, 985–996. doi: 10.1046/j.1365313X.2002.01486.x
Pertl, H., Schulze, W. X., and Obermeyer, G. (2009). The pollen organelle
membrane proteome reveals highly spatial-temporal dynamics during germination and tube growth of lily pollen. J. Proteome Res. 8, 5142–5152. doi:
10.1021/pr900503f
Puerta, A. R., Ushijima, K., Koba, T., and Sassa, H. (2009). Identification and functional analysis of pistil self-incompatibility factor HT-B of Petunia. J. Exp. Bot.
60, 1309–1318. doi: 10.1093/jxb/erp005
Qiao, H., Wang, F., Zhao, L., Zhou, J. L., Lai, Z., Zhang, Y. S., et al. (2004b). The
F-Box protein AhSLF-S2 controls the pollen function of S-RNase-based selfincompatibility. Plant Cell 16, 2307–2322. doi: 10.1105/tpc.104.024919
Qiao, H., Wang, H. Y., Zhao, L., Zhou, J. L., Huang, J., Zhang, Y. S., et al. (2004a).
The F-box protein AhSLF-S2 physically interacts with S-RNases that may be
inhibited by the ubiquitin/26S proteasome pathway of protein degradation
during compatible pollination in Antirrhinum. Plant Cell 16, 582–595. doi:
10.1105/tpc.017673
Qin, X. K., Soulard, J., Laublin, G., Morse, D., and Cappadocia, M. (2005).
Molecular analysis of the conserved C4 region of the S11 -RNase of Solanum
chacoense. Planta 221, 531–537. doi: 10.1007/s00425-004-1470-8
Qin, X., Liu, B., Soulard, J., Morse, D., and Cappadocia, M. (2006). Style-by-style
analysis of two sporadic self-compatible Solanum chacoense lines supports a primary role for S-RNases in determining pollen rejection thresholds. J. Exp. Bot.
57, 2001–2013. doi: 10.1093/jxb/erj147
Quail, P. H. (1979). Plant cell fractionation. Ann. Rev. Plant Physiol. 30, 425–484.
doi: 10.1146/annurev.pp.30.060179.002233

July 2014 | Volume 5 | Article 228 | 14

Liu et al.

Rangel, R., Dobroff, A. S., Guzman-Rojas, L., Salmeron, C. C., Gelovani, J. G.,
Sidman, R. L., et al. (2013). Targeting mammalian organelles with internalizing
phage (iPhage) libraries. Nat. Protoc. 8, 1916–1939. doi: 10.1038/nprot.2013.119
Roalson, E. H., and McCubbin, A. G. (2003). S-RNases and sexual incompatibility:
structure, functions, and evolutionary perspectives. Mol. Phylogenet. Evol. 29,
490–506. doi: 10.1016/S1055-7903(03)00195-7
Robbins, T. P., Harbord, R. M., Sonneveld, T., and Clarke, K. (2000). The molecular
genetics of self-incompatibility in Petunia hybrida. Ann. Bot. 85, 105–112. doi:
10.1006/anbo.1999.1062
Sassa, H., and Hirano, H. (2006). Identification of a new class of pistil-specific proteins of Petunia inflata that is structurally similar to, but functionally distinct
from, the self-incompatibility factor HT. Mol. Genet. Genomics 275, 97–104. doi:
10.1007/s00438-005-0067-7
Sassa, H., Kakui, H., Miyamoto, M., Suzuki, Y., Hanada, T., Ushijima, K., et al.
(2007). S locus F-box brothers: Multiple and pollen-specific F-box genes with
S haplotype-specific polymorphisms in Apple and Japanese pear. Genetics 175,
1869–1881. doi: 10.1534/genetics.106.068858
Sassa, H., Nishio, T., Kowyama, Y., Hirano, H., Koba, T., and Ikehashi, H. (1996).
Self-incompatibility (S) alleles of the Rosaceae encode members of a distinct
class of the T2 S ribonuclease super family. Mol. Gen. Genet. 250, 547–557.
Schultz, C. J., Hauser, K., Lind, J. L., Atkinson, A. H., Pu, Z. Y., Anderson, M.
A., et al. (1997). Molecular characterisation of a cDNA sequence encoding
the backbone of a style-specific 120 kDa glycoprotein which has features of
both extensins and arabinogalactan proteins. Plant Mol. Biol. 35, 833–845. doi:
10.1023/A:1005816520060
Sijacic, P., Wang, X., Skirpan, A. L., Wang, Y., Dowd, P. E., McCubbin, A. G.,
et al. (2004). Identification of the pollen determinant of S-RNase-mediated
self-incompatibility. Nature 429, 302–305. doi: 10.1038/nature02523
Singh, A., Evensen, K. B., and Kao, T. H. (1992). Ethylene synthesis and floral senescence following compatible and incompatible pollinations in Petunia inflata.
Plant Physiol. 99, 38–45. doi: 10.1104/pp.99.1.38
Smalle, J., and Vierstra, R. D. (2004). The ubiquitin 26S proteasome proteolytic pathway. Annu. Rev. Plant Biol. 55, 555–590. doi:
10.1146/annurev.arplant.55.031903.141801
Soulard, J., Boivin, N., Morse, D., and Cappadocia, M. (2014). eEF1A is an S-RNase
binding factor in self-incompatible Solanum chacoense. PLoS ONE 9:e90206.
doi: 10.1371/journal.pone.0090206
Stuttmann, J., Lechner, E., Guerois, R., Parker, J. E., Nussaume, L., Genschik, P.,
et al. (2009). COP9 signalosome and 26S proteasome-dependent regulation
of SCFTIR1 accumulation in Arabidopsis. J. Biol. Chem. 284, 7920–7930. doi:
10.1074/jbc.M809069200
Sun, P., and Kao, T. H. (2013). Self-Incompatibility in Petunia inflata: the relationship between a self-incompatibility locus F-box protein and its non-self
S-RNases. Plant Cell 25, 470–485. doi: 10.1105/tpc.112.106294
Takayama, S., and Isogai, A. (2005). Self-incompatibility in plants. Annu. Rev. Plant
Biol. 56, 467–489. doi: 10.1146/annurev.arplant.56.032604.144249
Tamura, K., Peterson, D., Peterson, N., Stecher, G., Nei, M., and Kumar, S. (2011).
MEGA5: molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol. Biol. Evol. 28,
2731–2739. doi: 10.1093/molbev/msr121
Thrower, J. S., Hoffman, L., Rechsteiner, M., and Pickart, C. M. (2000).
Recognition of the polyubiquitin proteolytic signal. Embo J. 19, 94–102. doi:
10.1093/emboj/19.1.94
Tsukamoto, T., Ando, T., Watanabe, H., Marchesi, E., and Kao, T. H. (2005).
Duplication of the S-locus F-box gene is associated with breakdown of
pollen function in an S-haplotype identified in a natural population
of self-incompatible Petunia axillaris. Plant Mol. Biol. 57, 141–153. doi:
10.1007/s11103-004-6852-6
Ushijima, K., Sassa, H., Dandekar, A. M., Gradziel, T. M., Tao, R., and Hirano, H.
(2003). Structural and transcriptional analysis of the self-incompatibility locus
of almond: Identification of a pollen-expressed F-box gene with haplotypespecific polymorphism. Plant Cell 15, 771–781. doi: 10.1105/tpc.009290
Wang, C. L., Xu, G. H., Jiang, X. T., Chen, G., Wu, J., Wu, H. Q., et al. (2009).
S-RNase triggers mitochondrial alteration and DNA degradation in the incompatible pollen tube of Pyrus pyrifolia in vitro. Plant J. 57, 220–229. doi:
10.1111/j.1365-313X.2008.03681.x
Wang, C. L., and Zhang, S. L. (2011). A cascade signal pathway occurs in
self-incompatibility of Pyrus pyrifolia. Plant Signal. Behav. 6, 420–421. doi:
10.4161/psb.6.3.14386

www.frontiersin.org

SCFSLF -mediated cytosolic degradation of S-RNase

Wang, H. Y., and Xue, Y. B. (2005). Subcellular localization of the S locus
F-box protein AhSLF-S2 in pollen and pollen tubes of self-incompatible
Antirrhinum. J. Integr. Plant Biol. 47, 76–83. doi: 10.1111/j.1744-7909.2005.
00014.x
Weissman, A. M. (2001). Themes and variations on ubiquitylation. Nat. Rev. Mol.
Cell Biol. 2, 169–178. doi: 10.1038/35056563
Willems, A. R., Schwab, M., and Tyers, M. (2004). A hitchhiker’s guide to the cullin
ubiquitin ligases: SCF and its kin. Biochim. Biophys. Acta. 1695, 133–170. doi:
10.1016/j.bbamcr.2004.09.027
Williams, J. S., Natale, C. A., Wang, N., Brubaker, T. R., Sun, P., and Kao, T.
H. (2014). Four previously identified Petunia inflata S-locus F-box genes are
involved in pollen specificity in self-incompatibility. Mol. Plant 7, 567–569. doi:
10.1093/mp/sst155
Wirbelauer, C., Sutterluty, H., Blondel, M., Gstaiger, M., Peter, M., Reymond, F.,
et al. (2000). The F-box protein Skp2 is a ubiquitylation target of a Cul1-based
core ubiquitin ligase complex: evidence for a role of Cul1 in the suppression of Skp2 expression in quiescent fibroblasts. Embo J. 19, 5362–5375. doi:
10.1093/emboj/19.20.5362
Xu, C., Li, M., Wu, J., Guo, H., Li, Q., Zhang, Y., et al. (2013). Identification of
a canonical SCFSLF complex involved in S-RNase-based self-incompatibility
of Pyrus (Rosaceae). Plant Mol. Biol. 81, 245–257. doi: 10.1007/s11103-0129995-x
Xue, Y. B., Carpenter, R., Dickinson, H. G., and Coen, E. S. (1996). Origin of
allelic diversity in Antirrhinum S locus RNases. Plant Cell 8, 805–814. doi:
10.1105/tpc.8.5.805
Xue, Y. B., Zhang, Y., Yang, Q., Li, Q., Cheng, Z., and Dickinson, H. G. (2009).
Genetic features of a pollen-part mutation suggest an inhibitory role for
the Antirrhinum pollen self-incompatibility determinant. Plant Mol. Biol. 70,
499–509. doi: 10.1007/s11103-009-9487-9
Yamane, H., Ikeda, K., Ushijima, K., Sassa, H., and Tao, R. (2003). A pollenexpressed gene for a novel protein with an F-box motif that is very tightly linked
to a gene for S-RNase in two species of cherry, Prunus cerasus and P. avium.
Plant Cell Physiol. 44, 764–769. doi: 10.1093/pcp/pcg088
Yuan, H., Meng, D., Gu, Z. Y., Li, W., Wang, A. D., Yang, Q., et al. (2014). A novel
gene, MdSSK1, as a component of the SCF complex rather than MdSBP1 can
mediate the ubiquitination of S-RNase in apple. J. Exp. Bot. 65, 3121–3131. doi:
10.1093/jxb/eru164
Zhang, Y., Zhao, Z., and Xue, Y. B. (2009). Roles of proteolysis in
plant self-incompatibility. Annu. Rev. Plant Biol. 60, 21–42. doi:
10.1146/annurev.arplant.043008.092108
Zhao, L., Huang, J., Zhao, Z., Li, Q., Sims, T. L., and Xue, Y. B. (2010). The
Skp1-like protein SSK1 is required for cross-pollen compatibility in S-RNasebased self-incompatibility. Plant J. 62, 52–63. doi: 10.1111/j.1365-313X.2010.
04123.x
Zheng, N., Schulman, B. A., Song, L. Z., Miller, J. J., Jeffrey, P. D., Wang, P.,
et al. (2002). Structure of the Cul1-Rbx1-Skp1-F boxSkp2 SCF ubiquitin ligase
complex. Nature 416, 703–709. doi: 10.1038/416703a
Zhou, J. L., Wang, F., Ma, W. S., Zhang, Y. S., Han, B., and Xue, Y. B.
(2003). Structural and transcriptional analysis of S-locus F-box genes in
Antirrhinum. Sex. Plant Reprod. 16, 165–177. doi: 10.1007/s00497-0030185-5
Conflict of Interest Statement: The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.
Received: 26 December 2013; accepted: 30 June 2014; published online: 22 July 2014.
Citation: Liu W, Fan J, Li J, Song Y, Li Q, Zhang Y and Xue Y (2014) SCFSLF -mediated
cytosolic degradation of S-RNase is required for cross-pollen compatibility in S-RNasebased self-incompatibility in Petunia hybrida. Front. Genet. 5:228. doi: 10.3389/fgene.
2014.00228
This article was submitted to Plant Genetics and Genomics, a section of the journal
Frontiers in Genetics.
Copyright © 2014 Liu, Fan, Li, Song, Li, Zhang and Xue. This is an open-access
article distributed under the terms of the Creative Commons Attribution License
(CC BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) or licensor are credited and that the original publication in this
journal is cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

July 2014 | Volume 5 | Article 228 | 15

