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PXL1 and SERKs act as receptor–coreceptor
complexes for the CLE19 peptide to regulate
pollen development

Ying Yu1,6, Wen Song 2,3,4,6, Nuo Zhai3,6, Shiting Zhang1, Jianzheng Wang 1,
Shuangshuang Wang1, Weijia Liu3, Chien-Hsun Huang 1, Hong Ma 5,
Jijie Chai 3,4 & Fang Chang 1

Gametophyte development in angiosperms occurs within diploid sporophytic
structures and requires coordinated development; e.g., development of the
male gametophyte pollen depends on the surrounding sporophytic tissue, the
tapetum. The mechanisms underlying this interaction remain poorly char-
acterized. The peptide CLAVATA3/EMBRYO SURROUNDING REGION-
RELATED 19 (CLE19) plays a “braking” role in preventing the harmful over-
expression of tapetum transcriptional regulators to ensure normal pollen
development in Arabidopsis. However, the CLE19 receptor is unknown. Here,
we show that CLE19 interacts directly with the PXY-LIKE1 (PXL1) ectodomain
and induces PXL1 phosphorylation. PXL1 is also required for the function of
CLE19 in maintaining the tapetal transcriptional regulation of pollen exine
genes. Additionally, CLE19 induces the interactions of PXL1 with SOMATIC
EMBRYOGENESIS RECEPTOR-LIKE KINASE (SERK) coreceptors required for
pollen development. We propose that PXL1 and SERKs act as receptor and
coreceptor, respectively, of the extracellular CLE19 signal, thereby regulating
tapetum gene expression and pollen development.

Pollen grains are the haploid male gametophytes in angiosperms and
areessential forplant fertility. Pollendevelopmentoccurs in the anther
locule, which is surrounded by four distinct cell layers comprising the
epidermis, endothecium, middle layer, and tapetum, from outside to
inside. The tapetum directly surrounds the locule, where the micro-
spores are produced and develop into mature pollen, and is known to
act as a supplier of signals, nutrients, and sporopollenin precursors for
pollen development and pollen wall formation1–7.

Previous studies have demonstrated a conserved genetically
defined transcriptional pathway that regulates tapetum function and
the tapetal transcriptional network essential for pollen development.

Multiple transcription factors (TFs) in this transcriptional pathway are
conserved between major lineages of angiosperms (eudicots such as
Arabidopsis, and monocots, such as rice). In Arabidopsis, from
upstream to downstream they include: DYSFUNCTIONAL TAPETUM1
(DYT1), bHLH010/089/091, MYB35/DEFECTIVE IN TAPETAL DEVELOP-
MENT AND FUNCTION (TDF1), ABORTED MICROSPORE (AMS),
MYB103/MYB80, MALE STERILITY1 (MS1), and MYB991–7. DYT1 is con-
sidered amaster regulator of the tapetum transcriptional network, as it
is the earliest knownmale-specific regulator and is required for normal
expression of more than 1000 anther genes8–13. bHLH010, bHLH089,
and bHLH091, which function downstream of DYT1 and are jointly
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required for tapetum development and pollen fertility, form positive-
feedback regulatory loops with DYT1 by enhancing DYT1 localization
in the nucleus8.

Given the positive-feedback regulatory loops between DYT1 and
its downstream bHLH TFs, a “braking” factor/pathway is necessary to
prevent harmful overexpression of the tapetum transcriptional net-
work andmaintain a normal functional level. Indeed, the peptide signal
CLAVATA3/EMBRYO SURROUNDING REGION-RELATED 19 (CLE19)
and some of its functionally redundant CLE family members play a
“braking” role by limiting the expression ofAMS tomaintain theproper
level of the tapetum transcriptional network and the formation of
appropriate amount of pollen exine14. Specifically, in the anthers of
transgenic plants expressing an antagonistic CLE19G6T (DN-CLE19)
construct that was expressed under the control of the CLE19 promoter
exhibited dominant pollen developmental defects, the reduction in
CLE function causes deleterious overexpression of the AMS-MYB103/
80-MS1 transcriptional cascades and downstream genes for pollen
exine formation. Such overexpression subsequently causes excess
accumulation of pollen exinematerials covering the pollen surface and
affects pollen development and viability. In contrast, overexpression
of CLE peptides excessively inhibits the expression and function of
AMS and downstream networks, thereby inducing abnormal exine
formation in pollen grains14. However, how extracellular CLE signals
are received and converted into intracellular signaling pathways to
modulate tapetal transcriptional networks is not known.

In this study, we showed that CLE19 directly interacts with PXL1,
which has been suggested to act synergistically with PHLOEM INTER-
CALATED WITH XYLEM (PXY) and PXY-LIKE2 (PXL2) in the regulation
of vascular development15. We demonstrated that CLE19 induces PXL1
phosphorylation and the interaction between the PXL1 and SERK
receptor-like protein kinases. We propose that PXL1 acts a receptor
and SERKs as coreceptors of CLE19 in maintaining balanced tapetum
transcriptional networks needed for normal pollen development.

Results
CLE19 interacts directly with PXL1 and induces its
phosphorylation
Aspart of an effort to identify cognate receptors for peptidyl ligands in
Arabidopsis, a pool of synthetic CLE small peptides (Supplementary
Table 1) was mixed with purified individual extracellular LRR domains
of receptor-like kinases (RLKs). The putative RLK-ligand complexes
were purified by gel-filtration, and the peptides were detected bymass
spectrometry, as reported previously16. The results indicated that the
CLE19 peptide was specifically copurified with PXL1 (Fig. 1a), but not
CLV3, CLE3, CLE6, and others, suggesting that PXL1 may function as a
receptor for CLE19. To further test this idea in vitro, we quantified the
interaction between CLE19 and PXL1LRR using isothermal titration
calorimetry (ITC) and found that CLE19 was bound to PXL1LRR with a
dissociation constant (Kd) of ~346 nM (Fig. 1b). Furthermore, we gen-
erated 35S::PXL1-3×FLAG transgenic plants, purified PXL1-3×FLAG
proteins, carried out dot blotting assays with chemically synthesized
CLE19-biotin, and found that CLE19 directly interacted with the PXL1-
FLAG fusion protein but not the FLAG tag (Fig. 1c). Together, these
results suggested thatCLE19 and PXL1 interact directly with each other
and probably function as a ligand–receptor pair.

We anticipated that if PXL1 is a receptor for CLE19, then CLE19
should promote thephosphorylation of PXL1. Therefore, we generated
pPXL1::PXL1-FLAG transgenic plants, treated 10-day-old pPXL1::PXL1-
FLAG transgenic seedlings with CLE19 for 1.5 h, and detected the
phosphorylation of PXL1 with Phos-tag SDS-PAGE and western blot-
ting. As predicted, a phosphorylated band appeared after CLE19
treatment, whereas only the non-phosphorylated PXL1 band was pre-
sent in the untreated sample (Fig. 1d).We further immunoprecipitated
the PXL1-FLAG proteins using anti-FLAG antibodies and confirmed the
CLE19-induced PXL1 phosphorylation using a phospho S/T antibody

(Fig. 1e).We thenquestionedwhether phosphorylationwas specifically
induced by functionally active CLE19. Therefore, we treated 10-day-old
pPXL1::PXL1-FLAG transgenic seedlings with functionally inactive
CLE19G6T

14,17, and anotherCLE familymember, CLV3 (Fig. 1f), and found
that PXL1 phosphorylation was not induced by functionally inactive
CLE19G6T or CLV3 (Fig. 1f). Taken together, these results demonstrate
that CLE19 directly interacts with PXL1 and induces PXL1 phosphor-
ylation, whereas the interaction with PXL1 was not detected for CLV3
and several other CLE members, strongly suggesting that PXL1 func-
tions as a receptor for CLE19.

PXL1, PXL2, and PXY together are required for pollen
development
CLE19 plays an important role in pollen development, and its receptor
is expected tobe involved in the same functions.Therefore, twoT-DNA
insertional mutant alleles of PXL1, pxl1-1 (SALK_001782) and pxl1-2
(SALK_128519), were obtained and subjected to anther phenotypic
analysis. The expression of full-length PXL1 from either allele was not
detected with primers flanking the T-DNA insertion sites (Supple-
mentary Fig. 1), suggesting that both are null alleles. Then, the anther
and pollen exine structures of pxl1-1 and pxl1-2 were examined. In
comparison to those of the wild type (WT), the anthers of pxl1-1 and
pxl1-2 were slightly smaller, and the pollen count in each anther was
reduced from461 inWT anthers down to 348 in pxl1-1 and 355 in pxl1-2
(Fig. 2a, d). In addition, 11.2% and 9.8% of pollen grains in pxl1-1 and
pxl1-2, respectively, showed pollen exine defects with parts of the
pollen exine being abnormally filled, in contrast to the much lower
defect rate of 3.9% in WT (Fig. 2b, c, e, f). These results suggested that
PXL1 is important for normal pollen development and especially for
pollen exine formation. Moreover, the above pollen developmental
defects ofpxl1mutants were similar to those of the cle19 singlemutant
(Fig. 2a–f), further suggesting that PXL1 and CLE19 play similar roles in
pollen development. The fact thatpxl1pollen defects aremuchweaker
than those of the DN-CLE19 transgenic lines, in which 62.1% of pollen
exhibited exine defects, suggests that PXL1 may have functionally
redundant RLKs in the pollen developmental process.

PXL1 has been shown to be closely related to PXY and PXL2, and
these three RLKs likely play redundant roles in the regulation of vas-
cular tissue development18. The topology of the phylogenetic tree of
homologs of these RLKs in 41 land plants also suggests that PXL1/2 and
PXY were generated by two duplication events. The ancestoral genes
of the PXL clade and PXY clade originated due to a duplication before
the divergence of monilophytes and seed plants. After that, the
ancestors of PXL1 and PXL2 genes and their respective close homologs
in these two clades were generated by a more recent duplication in
early eudicots (Supplementary Fig. 2). In addition, PXL1 and PXL2 show
50.54.% sequence identity at the amino acid level, whereas the
sequence identity between PXY and PXL1 and that between PXY and
PXL2 are 29.25% and 27.44%, respectively, suggesting that the func-
tions of PXL1 and PXL2 are more closely related.

In addition, observations in transgenic plants with the GUS
reporter gene expression driven by native promoters showed that
PXL1, PXL2 and PXY were all relatively highly expressed in anthers at
stages 7–9, and in both the tapetum layer and reproductive cells
(Fig. 2g); and analyses in both Nicotiana benthamiana leaf cells and
protoplasts with EYFP tagged coding sequences (CDS-EYFP) driven by
the 35S promoter showed that these proteins were all distributed on
the PM (Fig. 2h and Supplementary Fig. 3), without detectable signals
in other subcellular compartments. These results further supported
their redundant functions as PM-localized receptor kinases in anther
and pollen development.

To further test this idea, we obtained knockout mutants of the
PXL2 and PXY genes (Supplementary Figs. 4 and 5), and observed the
pollen developmental phenotypes of pxl2-1 and pxy-3 single mutants,
the pxl1 pxl2 double mutant, and the pxl1-1 pxl2-1 pxy-3 triple mutant.
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Anthers frompxl2-1 and pxy-3 singlemutantswere slightly smaller, and
pollen counts in each anther were also reduced in these mutants,
similar to the case in pxl1-1 and pxl1-2 (Fig. 2a–d). In addition, similar to
the phenotypes of the pxl1 mutants, a fraction of pollen from pxl2-1
and pxy-3was defective, with excess pollen wall materials (Fig. 2b, c, f).
The pxl1-1 pxy-3 and pxl1-2 pxl2-1 double mutants showed smaller
anther sizes and aborted pollen grains, and the pxl1-1 pxl2-1 pxy-3 triple
mutant exhibited pollen wall defects that weremore severe than those
of the single and double mutants (Fig. 2a–f). These results strongly

suggested that PXL1, PXL2, and PXY are functionally redundant in the
regulation of pollen development. To semi-quantitatively describe
the severity of pollen exine defects in various genotypes, we classi-
fied the defects into two groups (Fig. 2e). The pollen grains with
normal size but with less than half of pollen exine area being
abnormally filled were defined as having moderate defects (moder-
ate-D for short), whereas those with a collapsed morphology and
most of the pollen exine abnormally covered were defined as having
severe defects (severe-D for short). Interestingly, only the pxl1 single

Fig. 1 | CLE19 interacts directly with PXL1 and induces PXL1 phosphorylation.
a Identification of CLE19–PXL1 interaction by gel filtration-MALDI-TOF.
bMeasurement of binding affinity betweenCLE19 andPXL1LRR by ITC. Toppanel: 20
injections of CLE19 solution were titrated into PXL1LRR solution in the ITC cell. The
area of each injection peak corresponds to the total heat released by that injection.
Bottom panel: the binding isoform for CLE19 and PXL1LRR interaction. The inte-
grated heat is plotted against the molar ratio of CLE19 to PXL1LRR. Data fitting
revealed a binding affinity of ~346 nM. c Dot blot showing the direct interaction
between PXL1 and CLE19. The left panel shows increasing concentrations of
immobilized 3xFLAG peptide and PXL1-3xFLAG fusion protein on nitrocellulose
filtermembrane. The right panel shows that PXL1-3xFLAG but not 3xFLAG can bind
to CLE19. d–f CLE19 specifically induces the phosphorylation of PXL1 in vivo.
d Seedlings of pPXL1::PXL1-FLAG transgenic plants were subjected to CLE19 treat-
ment or left untreated. Electrophoretic mobility of the phosphorylated PXL1-FLAG
band (indicated by a red arrowhead) was altered in the phos-tag gel after a 1.5-h
incubation with CLE19, which was abolished by treated with λpp. HSP was used to

indicate the input amount. The intensity of each band in (d) was measured using
ImageJ software. After measurement, the intensity of the non-phosphorylated
PXL1-FLAG band in the first lane from left to right was set as a reference value of 1,
and the value of each detected band in the second, third and fourth lanes were
expressed as the ratioof thedetectedbands to that of the referenceband. Similarly,
the intensity of HSP in the first lane from left to right was set to 1, and the intensity
of other bands was presented as the ratio to this HSP band. e Seedlings of
pPXL1::PXL1-FLAG transgenic plants were treated with 20μm CLE19 for 1.5 h, and
then PXL1-FLAG proteins were pulled down by FLAG beads. The CLE19-induced
phosphorylation of PXL1 was verified with a pT/S antibody, and the anti-FLAG
antibody was used to indicate the input amount. f Neither CLE19G6T nor CLV3
induced the phosphorylation-related migration of PXL1. In (d–f), the phosphory-
lated bands are indicated by red arrows, and the unphosphorylated bands are
indicated with blue arrowheads. Three times experiments were repeated with
similar results for (d–f).
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Fig. 2 | PXL1, PXL2 and PXY together are required for pollen development.
a–c Phenotypic observations of anther and pollen of WT, pxl1, pxl2, pxy single and
pxl1 pxl2, pxl2 pxy double and pxl1 pxl2 pxy triple mutants. a Alexander-stained
anthers and b, c SEM images of pollen and pollen exines are shown. Bar = 100μm
for (a), 10μm for (b), and 2μm for (c). The red stars indicate the pollen exine
defects. dQuantification of pollen amounts per anther in the indicated genotypes.
Three independent biological replicates were performed, and ten anthers were
used for analysis for each replicate. The data are shown as the mean ± SD, each dot
shows the average value for one biological replicate. Different letters represent
significant difference between each other, p <0.05, one-way ANOVA with Tukey
multiple comparison test. Exact p values are 2.04e−4 for pxl1-1 vs. WT, 1.21e−4 for
pxl1-2 vs. WT, 3.89e−5 for pxl2-1 vs. WT, 3.46e−4 for pxy-3 vs. WT, 6.28e−6 for pxl1-
1pxl2-1 vs. WT, 2.56e−5 for pxl2-1pxy-3 vs. WT, 2.79e−5 for pxl1-1pxl2-1pxy-3 vs. WT,
6.82e−5 for cle19-2 vs. WT. e SEM images showing the two types of defective pollen
exines, which we defined as moderate-D and severe-D. Bar = 5μm for the upper
pictures, bar = 4μm for the bottom enlarged pictures. f Proportion of pollen with

normal (gray), moderate-D (blue) and severe-D (green) exine defects from various
genotypes. The statistical tests were performed between normal and the sum of
moderate-D and severe-D. Letters were assayed based on calculation by chi-square,
and n indicates the number of anthers counted for each genotype. Exact p values
are 0.0053 for pxl1-1 vs. WT, 0.016 for pxl1-2 vs. WT, 0.134 for pxl2-1 vs. WT, 0.0422
for pxy-3 vs. WT, 2.62e−7 for pxl1-1pxl2-1 vs. WT, 0.0003 for pxl2-1pxy-3 vs. WT,
1.65e−7 for pxl1-1pxl2-1pxy-3 vs. WT, 0.0216 for cle19-2 vs. WT. g Expression of PXL1,
PXL2 and PXY genes in inflorescences, anthers and anther lobes examined using
PXL1::GUS, PXL2::GUS and PXY::GUS reporter lines. Bar = 100μm for inflorescences,
50μm for anthers, 10μm for anther lobes. The expression in early floral buds is
indicated by the red arrowhead, and the anther tapetum layer in each lobe is
indicated by the dotted lines. h Subcellular localization of PXL1-YFP, PXL2-YFP and
PXY-YFP were observed in a transient expression system ofNicotiana benthamiana
protoplasts. YFP signal is shown in green, and FM4-64 staining is shown in red.
Bar = 5μm. Three times experiments were repeated with similar results for (g, h).
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mutants, the pxl1 pxl2 double mutant, and the pxl1 pxl2 pxy triple
mutants (i.e., plants with the pxl1 mutation) produced pollen grains
with a severe-D phenotype, whereas the pxl2 and pxy single mutants
and the pxl2 pxy double mutant exhibited a moderate-D phenotype
(Fig. 2f), suggesting that PXL1 likely plays themajor role among these
three partially redundant RLK genes.

DN-PXL1 presented the same pollen developmental defects as
DN-CLE19
Deletion of the cytoplasmic kinase domain of RLKs has been shown to
have a dominant negative (DN) effect on theWT receptor copy19,20. We
reasoned that the overexpression of a DN form of PXL1 could inhibit
the functionof redundantRLKsby competing for the ligand; therefore,
we generated DN-PXL1 by deleting its kinase domain (Supplementary
Fig. 5a) and obtained pPXL1::DN-PXL1-4xMYC (DM for short) and
pPXL1::DN-PXL1-EYFP (DE for short) transgenic plants. Two DM trans-
genic lines, DM#8 and DM#25, and two DE transgenic lines, DE#12 and
DE#20, were identified with an ~3:1 segregation ratio for hygromycin
resistance to sensitivity, which is consistent with a single locus of the
T-DNA insertion. The relative expression of DN-PXL1 transcripts in
these four lines was estimated using qRT–PCR and quantified
according to the relative expression ratio of PXL1-LRR (detected with
primers targeting the LRR region) to that of FL-PXL1 (detected with
primers targeting the kinase domain) (Supplementary Fig. 5). The
relative expression ratios in DM#8, DM#25, DE#12 and DE#20 plants
were 5.91-, 7.14-, 2.98-, 1.63-fold that in the WT, respectively (Supple-
mentary Fig. 5).

We then observed the pollen development phenotypes of these
four DN-PXL1 lines and found that they all showed reduced anther size
and pollen counts (Fig. 3a–f). Compared to that of the WT, which
produced an average of ~460 pollen grains per anther, the average
pollen counts of DN-PXL1#8, DN-PXL1#25, DN-PXL1#12 and DN-
PXL1#20 anthers were severely reduced, to 200, 183, 267 and 236,
respectively (Fig. 3f). In addition, 42.8, 60, 53.8, and 43.4% of pollen
grains in these four DN-PXL1 plants showed more extensive pollen
exine surface defects, which is similar to the case in DN-CLE19, which
contained 62.1% defective pollen grains (Fig. 3g). Interestingly, 35.7%,
36.4%, 49.2% and 38.6% pollen from DM#8, DM#25, DE#12 and
DE#20 showed severe-D defects, and 7.1%, 23.6%, 4.6% and 4.8%
showed moderate-D defects, respectively (Fig. 3g), which is similar to
the profile observed for DN-CLE19, which contained 48.27% severe-D
and 13.8% moderate-D pollen grains (Fig. 3g). For the two MYC tag
transgenic lines (DM#8 andDM#25), the expression level ofDN-PXL1 in
DM#25 was higher than that in DM#8. Consistently, the pollen exine
defects of DM#25 were statistically more severe than those of DM#8.
Similarly, for the two EYFP tag transgenic lines (DE#12 and #20), the
expression level ofDN-PXL1was also correlatedwith the severity of the
pollen exine defects. Thus, the severity of the pollen exine defects is
correlated with the expression level of DN-PXL1, when the two MYC-
tagged transgenic lines are considered separately from the two YFP-
tagged transgenic lines. Together, these results strongly support the
idea that PXL1 and redundant RLKs act in the same functional module
as CLE19 in the regulation of pollen exine formation.

As theDN-PXL1 transgenic lineswere all in theWTbackgroundand
still possessed two copies ofWT PXL1, we crossed theDM#8andDE#12
lines with the pxl1-1mutant and generated DM#8/pxl1-1+/− and DE#12/
pxl1-1−/− plants. In these two lines, the pollen count per anther was
reduced to 159 and 80, and the proportion of pollen with severe-D
exine defects was increased to 45.2% and 60.7%, respectively
(Fig. 3e–g). These data further supported the important role of PXL1
and its redundant RLKs in the regulation of pollen development.

We further tested the expression of key genes encoding tran-
scription factors (TFs) and enzymes for pollen exine formation in
DM#25 and DE#12 inflorescences. The expression of AMS, MYB103/
MS188, and MS1 was increased significantly in the DN-PXL1 transgenic

lines, but the expression ofDYT1wasnot changed (Fig. 3h). In addition,
the expression of genes involved in pollen exine formation, including
ACOS5, CYP98A8, CYP86C3, At5g55320, UGT72E2, PAL4, and At1g76470
was enhanced (Fig. 2i). The changes in expression of these genes are
similar in DN-PXL1 and DN-CLE19, as previously reported14,17, further
suggesting that PXL1 and CLE19 act in the same signaling pathway in
pollen development.

PXL1 is required for the function of CLE19
Then, we testedwhether PXL1 acts as a receptor downstreamof CLE19.
We reasoned that if this were the case, then DN-PXL1 would suppress
the pollen developmental defects caused by CLE19 overexpression
(CLE19-OX). Therefore, we generated CLE19-OX/DN-PXL1 double
transgenic plants by transforming the 35S::CLE19-FLAG construct into
DM#8 transgenic plants, as well as into Columbia WT as a control.

The expression level of CLE19 in each line was measured by
qRT–PCR, and three new homozygous CLE19-OX lines (C#11, C#16 and
C#18) and twohomozygousCLE19-OX/DN-PXL1double transgenic lines
(CDM#3 and CDM#4) were chosen for further phenotypic analyses. In
comparison to the expression in the WT, the expression of CLE19 in
these three CLE19-OX homozygous transgenic lines was increased to
nearly 2000-, 400-, and 600-fold, and that in the two CLE19-OX/DN-
PXL1 homozygous lines was enhanced to ~1200- and 900-fold (Fig. 4a),
indicating strong overexpression of CLE19 in these lines.

Then, the pollen development phenotypes of these CLE19-OX and
CLE19-OX/DN-PXL1 lines were analyzed. Anthers from the three CLE19-
OX lines and the two CLE19-OX/DN-PXL1 lines were all smaller and had
much less pollen in each anther than did WT anthers (Fig. 4b). For
further quantification, in addition to the moderate-D and severe-D
(Fig. 2e), we defined two further classes of pollen exine defects: (1)
severe-C, severe CLE19-OX defects with collapsed pollen grains and a
large portion of disconnected pollen exine, and (2) moderate-C,
moderate CLE19-OX defects with nearly normal pollen morphology
but a portion of disconnected pollen exine (Fig. 4c).

In WT anthers, 97% of the pollen grains showed a well-organized
pollen exine structure, and only 3% exhibited moderate-D exine
defects (Fig. 4d). In comparison, only 68 and 60% of the pollen in C#11
and C#18 plants was normal, and 32 and 30% showed pollen wall
defects. Specifically, 26% and 17% of pollen showed severe-C defects,
and 6% and 24% showed moderate-C defects, in C#11 and C#18 plants,
respectively (Fig. 4d–f). Interestingly, in CDM#3 and CDM#4 double
transgenic plants, the proportion of pollen with CLE19-OX-like defects
was dramatically reduced to 18% and 20%, with 9% and 3% pollen
showing severe-C defects and 9% and 17% showing moderate-C
defects, respectively (Fig. 4d, e). Moreover, 43% (17% + 26%) and 39%
(29% + 10%) of the total pollen showed DN-PXL1-like exine defects,
close to the percentages in pPXL1::DN-PXL1 transgenic plants
(Fig. 4d, f).

CLE19 is known as a negative regulator of the pollen develop-
mental pathway, and the expression of pollen exine formation-related
enzyme genes was severely suppressed by CLE19 overexpression.
Therefore, we further tested the expression of these genes in CLE19-
OX/DN-PXL1 (CDM) double transgenic plants. Consistently, the
expression of genes encoding pollen exine-related enzymes was
increased in CLE19-OX/DN-PXL1 (CDM) double transgenic plants
(Fig. 4j). As such, DN-PXL1 suppressed the reduction of pollen gene
expression due to CLE19-OX and CLE19-OX-like pollen exine defects,
such that thepollen exinedefects andpollen gene expressionofCLE19-
OX/DN-PXL1were similar to those of DN-PXL1, strongly suggesting that
DN-PXL1 is epistatic to CLE19-OX and thus indicating that the CLE19
signal and CLE19 signal through PXL1 are (at least partially) dependent
on the presence of a functional PXL1 receptor. This conclusion is also
strongly supportedby thefindings thatCLE19 binds to PXL1 (Fig. 1a–c),
promotes phosphorylation of PXL1 (Fig. 1d–f), and induces the inter-
action of the PXL1 receptor and SERK coreceptors (see below).
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Fig. 3 | PXL1 is required for normal pollen exine formation. a–e Phenotypic
analyses of anther and pollen grains of the WT, DN-CLE19, DM#8, DM#25, DE#12,
DE#20,DM#8 pxl1+/−,DE#12 pxl1-1−/− transgenic plants. Alexander-stained anthers
and SEM images of pollen are shown. Bar = 100μm for the anthers and 10μm for
the SEM images. f Quantification of pollen amounts per anther in the indicated
genotypes. Three independent biological replicates were performed, and ten
anthers were used for analysis for each replicate. The data are shown as the
mean ± SD, each dot shows the average value for one biological replicate. Different
letters represent significant difference between each other, p <0.05, one-way
ANOVA with Tukey multiple comparison test. Exact p values are 1.66e−6 for DN-
CLE19 vs.WT, 5.13e−7 forDM#8 vs.WT, 3.94e−7 forDM#25 vs.WT, 1.15e−5 forDE#12 vs.
WT, 1.26e−6 for DE#20 vs. WT, 9.53e−7 for DM#8 pxl1-1+/− vs. WT, 1.44e−7 for DE#12

pxl1-1−/− vs. WT. g Proportion of pollen with normal, moderate-D and severe-D
exine defects of various genotypes. The statistical tests were performed between
normal and the sum of moderate-D and severe-D. Letters were assayed based on
calculation by chi-square. N indicates the number of anthers counted for each
genotype. Exact p values are 6.91e−61 forDN-CLE19 vs. WT, 1.10e−29 for DM#8 vs. WT,
2.79e−58 for DM#25 vs. WT, 1.47e−40 for DE#12 vs. WT, 2.49e−27 for DE#20 vs. WT,
1.35e−32 for DM#8 pxl1-1+/− vs. WT, 3.83e−81 for DE#12 pxl1-1−/− vs. WT. The relative
expression of DYT1, AMS, MYB103, MS1 (h) and of CYP98A8, CYP86C3, AT5G55320,
UGT72E2, PAL4, AT1G76470 andACOS5 (i) inWT,DM#25 andDE#12, as evaluated by
qRT–PCR. ACTIN was used as the internal control. Three biological replicates were
performed. Each dot shows the result for one biological replicate. Data are shown
as the mean ± SD. p values were calculated by Student’s t test, two sided for (h, i).
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SERKs serve as coreceptor of PXL1 in the regulation of pollen
development. SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASEs
(SERKs) act as coreceptors in multiple RLK-mediated signaling path-
ways, including the TDIF-PXY pathway, in which PXL1 and PXL2 are
suggested to act synergistically with PXY in regulating vascular-tissue
development in the stem15, and the TPD-EMS/EXS pathway in the reg-
ulation of tapetum differentiation21,22. Therefore, we tested whether
SERKs also function as coreceptors of PXL1 in the regulation of pollen
wall formation.

We first analyzed the pollen exine phenotypes of SERK gene-
related mutants. As the serk1 serk2 double homozygous mutant
produced no pollen due to the absence of tapetum23, we analyzed the
phenotypes of the serk1, serk2, and bak1 (serk3) single mutants and
serk1+/− serk2 bak1 triple mutant (with one normal allele) anthers.

The serk1, serk2 and bak1 single mutants were normal (Supplemen-
tary Fig. 6a, b), but serk1+/− serk2−/−bak1−/− showed reduced anther
size and pollen count (Fig. 5a), with only ~120 pollen grains in each
anther (Supplementary Fig. 6b), probably because of that the dys-
function of half of the SERK1 proteins, together with SERK2, partially
affected the development of the tapetum and microspores and
finally reduced the yield of pollen grains. Therefore, we focused our
phenotypic observation on the pollen exine. The pollen exine
structure of most (>90%) of the serk2 and bak1 pollen grains was
normal, whereas the proportion of normal grains decreases to 74.3%
in the serk1+/− serk2 bak1 triple mutant, with 2.6% showing severe-D
defects and 23.1% showing moderate-D defects (Supplementary
Fig. 6c). At the same time, we evaluated the relative expression level
of genes involved tapetum development and pollen wall formation in

Fig. 4 | DN-PXL1 strongly suppressed the pollen wall defects caused by CLE19-
OX. a Relative expression of CLE19 in the inflorescences of various 35S::CLE19-FLAG
and 35S::CLE19-FLAG/pPXL1::DN-PXL1 transgenic plants. The bars indicate the
standarderrorof themean (SEM)of three replicates.bAlexander-staining results of
anthers from WT, 35S::CLE19-FLAG #11(C#11), 35S::CLE19-FLAG #16 (C#16),
35S::CLE19-FLAG #18 (C#18), 35S::CLE19-FLAG/pPXL1::DN-PXL1#3 (CDM#3),
35S::CLE19-FLAG/pPXL1::DN-PXL1#4 (CDM#3) plants. Bar = 100μm. c SEM showing
the two types of defective pollen exines in the 35S::CLE19-FLAG and 35S::CLE19-
FLAG/pPXL1::DN-PXL1 transgenic plants, which we defined as moderate-C and
severe-C, respectively. Bar = 6μm for the upper images, and 3μm for the lower
(enlarged) images. Three times experiments were repeated with similar results.

d Statistical analyses of the proportions of the five types of pollen grains in theWT,
35S::CLE19-FLAG, pPXL1::DN-PXL1 and 35S::CLE19-FLAG/pPXL1::DN-PXL1 transgenic
anthers. e Proportion of CLE19-OX-like pollen grains in C#11, C#18, CDM#3, and
CDM#4 in (d). f Proportion of DN-PXL1-like pollen in (d). The data in (d–f) are
shown as the mean± SD of three biological replicates. Each dot showed the result
for one biological replicate. p values were calculated by t-test, two sided. g Relative
expression of CYP98A8, CYP86C3, AT5G55320, UGT72E2, PAL4, AT1G76470 and
ACOS5 in the WT and the two 35S::CLE19-FLAG/pPXL1::DN-PXL1 transgenic plants.
Three biological replicates were performed. Each dot showed the result for one
biological replicate. Data are shown as the mean ± SD. p values were calculated by
Student’s t test, two sided.
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the serk1+/− serk2−/− bak1−/− triple mutant, and the results showed
that AMS, MYB103, and MS1 were all upregulated (Supplementary
Fig. 6d), similar to the case inDN-CLE19 orDN-PXL1 transgenic plants.
At the same time, the expression of several genes related pollen
wall formation, including CYP98A8, CYP86C3, and ACOS5, was

upregulated in triple mutants (Supplementary Fig. 6e). These data
support the idea that SERKs are required for the normal develop-
ment of pollen exine.

We then tested whether PXL1 and SERKs physically form a
receptor complex.We purified the extracellular LRR domains of SERK1

Fig. 5 | SERKs function as coreceptors for PXL1 in pollen development.
a Phenotypic analyses of Col and serk1+/−serk2−/−bak1−/−. Top panel, Alexander
staining of anthers; middle panel, SEM observation of pollen grains; bottom panel,
enlarged pollen wall structure. The red star indicates abnormal pollen exine.
Bar = 100μm for the top panel, 10μm for the middle panel, and 2μm for the
bottom panel. Three times experiments were repeated with similar results.
b Superposition of the gel filtration chromatograms of the PXL1LRR + SERK1LRR and
PXL1LRR + CLE19 + SERK1LRR proteins. The vertical and horizontal axes represent UV
absorbance (280nm) and elution volume (ml), respectively. c Coomassie blue
staining of the peak fractions shown in (b) following SDS-PAGE. M, molecular
weight ladder (kDa). Three times experiments were repeated with similar results.
d In vivo coimmunoprecipitation assay showing the PXL1ΔKD–SERK1ΔKD interaction
in the presence or absence of CLE19 treatment. PXL1ΔKD, PXL1 with kinase domain
deletion; SERK1ΔKD, SERK1 with kinase domain deletion. MYC-tagged PXL1ΔKD and

GFP-tagged SERK1ΔKD were coexpressed in Nicotiana benthamiana. CLV3 was used
as a control. Three times experiments were repeated with similar results. e Split
luciferase assays show the interaction between PXL1ΔKD and SERK1 in the presence
or absence of CLE19 treatment in Nicotiana benthamiana; e1 shows the infiltration
of the protein pairs, and e2, e3 show the protein interactions in the present of a
control treatment and20μmCLE19, respectively. fTheovereallmodeling structure
of the CLE19–PXL1LRR/SERK1LRR complex. g Sequence and structure comparison
betweenCLE19 andTDIF.hDetailed interactions of the boxed region in (f). The side
chain of the terminal CLE19 residue and the R417/R419 sites on the PXL1 surface are
labeled. Measurements of binding affinity between CLE19 and PXL2 (i), and
between CLE19 and PXY (j) by ITC. k In vivo co-IP assay using the Nicotiana ben-
thamiana leaf transient expression system showing the interaction between
PXL1ΔKD/PXL1ΔKD-R417419A/PXL2ΔKD/PXYΔKD and SERK1ΔKD in the presence or absence of
CLE19 treatment. Three times experiments were repeated with similar results.
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and tested its interaction with PXL1 through a gel filtration assay. The
results showed that PXL1LRR could form a stable complex with SERK1LRR

in the presence but not in the absence of CLE19 (Fig. 5b, c), indicating
that the formation of PXL1-SERK1 complexes is dependent onCLE19. In
addition, CLE19-dependent PXL1-SERK1 interactions were also verified
with a coimmunoprecipitation (co-IP) assay through transient coex-
pression of the MYC-tagged truncated form of PXL1 with kinase
domain deletion (PXL1ΔKD-MYC) and GFP-tagged SERK1 (SERK1ΔKD-GFP)
in Nicotiana benthamiana and a subsequent co-IP assay with or with-
out CLE19 treatment. The interaction was detected between PXL1ΔKD

and SERK1ΔKD in the presence of CLE19, and the interaction signal
increased with increasing CLE19 peptide concentration; however, no
such interaction was detected in the absence of CLE19 or the presence
of CLV3 (Fig. 5d). The interaction between PXL1ΔKD and SERK1ΔKD was
also confirmed by a firefly luciferase complementation imaging (LCI)
assay (Fig. 5e). Consistently, the interaction was detected only in the
presence of CLE19. These results demonstrated that SERK1 serves as a
coreceptor of PXL1 and that CLE19 promotes the interaction between
PXL1 and its SERK1 coreceptor in the regulation of pollen development
and pollen exine formation.

We then questioned whether other SERKmembers could also act
as coreceptors of PXL1 to perceive the CLE19 signal. Thus, we investi-
gated the interaction between PXL1 and BAK1/SERK3 using the same
co-IP and LCI systems, and found that the PXL1-BAK1 interaction was
also induced by CLE19, but not CLV3 (Supplementary Fig. 7), sug-
gesting that BAK1 also acts as a coreceptor. In addition, CLE19 was
found to promote interaction between PXL1 and SERK2, and between
PXL1 and BAK1, using co-IP analysis (Supplementary Fig. 8). Together,
these interactions and the phenotypes of the serk mutants indicate
that SERK1, SERK2, and SERK3/BAK1 are redundantly required in the
regulationof pollenwall formationby acting ascoreceptorsof PXL1 for
perceiving CLE19.

According to the structure modeling results (Fig. 5f–h), the R417
and R419 sites of PXL1 are predicted to be in the PXL1-CLE19 interac-
tion surface. Therefore, we cotransformed the 35S:PXL1R417AR419AΔKD-
MYC and 35S:SERK1ΔKD-GFP constructs into Nicotiana benthamiana
leaves and investigated the interaction between the PXL1R417AR419AΔKD

mutant protein and its coreceptors SERK1ΔKD, SERK2ΔKD, and SERK3ΔKD

using co-IP analysis. As predicted, the R417AR419Amutation abolished
the interaction of PXL1 and its coreceptors (Fig. 5k and Supplementary
Fig. 8a, b).

As PXL2 and PXY are redundantly required for pollen wall for-
mation (Figs. 2a–f and 3), we further questioned (1) whether PXL2 and
PXYphysically interactwithCLE19 as PXL1 does, and (2)whether CLE19
induces the interaction of PXL2 and SERKs, as well as that of PXY and
SERKs. Interestingly, using ITC analysis, we found that CLE19 bound to
PXL2 with a dissociation constant (Kd) of 714 nM (Fig. 5i), suggesting
that the interaction of CLE19 and PXL2 is slightly weaker than that of
CLE19 and PXL1. In comparison, the CLE19-PXY pair showed no inter-
action (Fig. 5j). Moreover, using co-IP analyses in a Nicotiana ben-
thamiana leaf transient expression system, we found that CLE19
induced interactions between the PXL2 receptor and SERK1/SERK3
coreceptors but not interactions between PXY and any SERK protein
(Fig. 5k and Supplementary Fig. 8). These results strongly suggested
that although the PXL1/PXL2/PXY receptors and the SERK1/SERK2/
SERK3 coreceptors exhibited functional redundancy, they may have
different roles in serving as receptor–coreceptor complexes in med-
iating CLE19 signaling.

Discussion
The cell–cell communication mediated by extracellular ligands and
their plasma membrane (PM)-localized receptors is critical for the
coordination of growth, development, reproduction, and responses to
environmental stimuli across diverse cell types in both plants and

animals. Among the various extracellular ligands, the CLE peptide
family is one of the most well-characterized peptide signal families.

Among 32CLE Arabidopsis familymembers, several CLEmembers
have been shown to control development and stress responses in
Arabidopsis, and cognate receptors have been identified for most of
them. For instance, CLV3 is required for shoot meristem maintenance
through its receptor CLV124; CLE40 (also named ARABIDOPSIS
CRINKLY 4, or ACR4)-CLV1 act as a ligand–receptor pair in root stem
cell niche maintenance25; CLE45 and its receptor BAM3 play essential
roles in root growth and protophloem differentiation26; CLE41 (also
called TDIF) and PXY together regulate vascular development27; and
the CLE45–STERILITY-REGULATING KINASE MEMBER 1 (SKM1)
ligand–receptor pair functions in pollen–pistil interactions at high
temperature28. Furthermore, CLE19 is required for root meristem
maintenance29, xylem development29–31, embryogenesis17, and pollen
development14. However, its receptor hasnot yet been identified in any
of these developmental processes; it is not even clear whether CLE19
uses the same receptors or different ones in these various tissues.

In this study, we identified the likely receptors and coreceptors
of CLE19 in the regulation of pollen development. In this develop-
mental process, CLE19 interacts directly with the extracellular LRR
domain of PXL1, induces PXL1 phosphorylation, and promotes the
interaction between PXL1 and its SERK coreceptors. Thus, the
extracellular CLE19 signal is transduced into the intracellular signal-
ing pathway, and subsequently, normal pollen wall formation is
maintained (Figs. 1 and 5). Mutants with dysfunctional receptors or
coreceptors and functionally inactive DN-PXL1 transgenic plants all
exhibited DN-CLE19-like pollen developmental defects, including
pollen exine defects, as well as significantly increased expression of
genes encoding pollen exine-related transcription factors and
enzymes (Fig. 3). In addition,DN-PXL1 strongly suppressed the CLE19-
OX-induced pollen exine defects that occur due to missing connec-
tions in the exine network (Fig. 4). Taken together, these results
strongly support the model that PXL1 and SERKs act as a receptor
and coreceptors, respectively, of CLE19 to control normal pollen
development and pollen exine formation.

In addition, the phylogenetic analysis (Supplementary Fig. 2)
and pollen phenotypic results (Fig. 2) consistently demonstrated
that PXL1 is closely related to PXL2 and PXY, and these three genes
are all required or act synergistically to achieve normal pollen
development. Among these three RLK proteins, both PXL1 and
PXL2 directly interact with CLE19, with dissociation constants
(Kd) of ~346 nM and ~714 nM, respectively (Figs. 1b and 5i),
whereas PXY has only a weak interaction with CLE19 (Fig. 5j). In
addition, both PXL1 and PXL2, but not PXY, could form
receptor–coreceptor complexes with SERK1/2/3 proteins under
the induction of CLE19 (Fig. 5 and Supplementary Figs. 7 and 8).
The above results indicate that the functional mechanism med-
iating CLE19 signaling is well conserved between PXL1 and PXL2,
but probably has diverged from PXY. One possibility is that PXY
exhibits more specific binding to and is specifically activated by
another CLE peptide, which has a redundant function with CLE19,
in the regulation of the pollen wall. In our previous study, six
anther-expressed CLE peptide played redundant roles with CLE19
in regulating pollen development, including CLE9, CLE16, CLE17,
CLE41, CLE42, and CLE4514. Among these members, CLE41 is
recognized by PXY/PXL1/PXL2 receptors to regulate vascular tis-
sue development in the stem15,32,33. CLE41 could directly bind to
the PXYLRR, PXL1LRR, and PXL2LRR in vitro using immunoprecipita-
tion. ITC indicated that CLE41 binds to PXY with an affinity of
33 nM, whereas binds to PXL1 and PXL2 with affinities of 2.1 and
9.9 µM16,32. Together, these results revealed that PXY likely pre-
ferentially binds CLE41. In comparison, PXL1 and PXL2 are more
specific for CLE19.
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Thus, in addition to providing strong evidence to demonstrate
that CLE19–PXL1–SERKs act as ligand–receptor–coreceptor com-
plexes that are essential for pollen development and pollen exine
formation, we provide novel evidence that the same receptor can
respond to different peptide ligands in various tissues to induce dis-
tinct downstream effects in cells. The CLE peptide family is a plant-
specific family with only 32 members. The relatively small number of
CLE ligands compared with the much larger number (~200) of their
potential receptors (suchasLRR-RLKs), alongwith theneed to regulate
the functions of a variety of cells in different tissues, raises the possi-
bility that one CLE peptide may be recognized by different RLK
receptors in different tissues. Indeed, the first identified CLE member,
CLV3 (CLAVATA3), interacts with three receptor complexes, CLV1,
CLV2-CORYNE (CRN)/suppressor of LLP1 2 (SOL2), and RECEPTOR
LIKE PROTEIN KINASE 2 (RPK2)/TOADSTOOL2 (TOAD2), to promote
stem cell maintenance and shoot apical meristem differentiation, root
meristem growth and differentiation, respectively34–38. CLE9 not only
binds to HAESA-LIKE1 (HSL1), regulating cell division in the stomatal
lineage, but also binds to BARELY ANYMERISTEM 1 (BAM1), regulating
thepericlinal cell division of xylemprecursor cells39.Moreover, CLE40/
ACR4 interacts with CLV1 and CLV2/CRN as receptors, but these
interactions have the opposite effect on root meristem growth and
differentiation25. Furthermore, CLE45 interacts with SKM1 and BAM3
and facilitates pollen tube growth and pollen‒pistil interaction and
protophloem differentiation in root growth26,28,40. CLE19 has been
demonstrated to be widely required in root meristem maintenance,
xylem development, embryo development, and pollen development;
however, no CLE19 receptor has been identified previously in any of
these developmental processes. Although PXL1 and its functionally
related family members PXL2 and PXY have been demonstrated here
to act as CLE19 receptors in the regulation of pollen development, the
receptors that recognize CLE19 in other functional processes may be
different, and this possibility remains to be investigated in the future.

Methods
Plant materials and growth conditions
The wild-type (WT) Arabidopsis used in this paper was Col-0. The
pxl1-1, pxl1-2, pxl2-1 and pxy-3 mutants generated in Columbia
background were ordered from the Arabidopsis Biological Resource
Center (ABRC). The pxl1-1 pxl2-1 pxy-3 triple mutant was kindly pro-
vided by Dr Etchells at Durham University, UK. The serk1, serk2, bak1,
and serk1+/− serk2−/− bak1−/− seeds were gifts from the Weicai Yang
laboratory at the Institute of Genetics and Developmental Biology,
CAS, China. The pPXL1::GUS, pPXL2::GUS, and pPXY::GUS seeds were
gifts from Jia Li at Lanzhou University, China. All mutants used in this
study were genotyped by PCR analysis with the primers listed in
Supplementary Table 3. All plants were cultured at 22 °C under 16 h
light/8 h dark conditions.

Generation of transgenic plants
The 1492 bp promoter region and 1–2139 bp truncated coding region
of PXL1 (PXL1ΔKD) were amplified from Col-0 genomic DNA with the
primers listed in Supplementary Table 3. Each fragment was then
cloned into the pDONR vector (Invitrogen) via a BP reaction followed
by an LR reaction into the PGWB16 or PGWB40 vector to generate the
pPXL1::DN-PXL1-4xMYC or pPXL1::DN-PXL1-EYFP constructs. Then, the
constructs were transferred into the Agrobacterium tumefaciens
GV3101 strain, and subsequently transferred toWTplants using a floral
dipmethod to generate the pPXL1::DN-PXL1-4xMYC or pPXL1::DN-PXL1-
EYFP transgenic plants.

To obtain the transgenic plants expressing the PXL1 protein, the
full-length PXL1 CDS was cloned into the pCAMBIA1306-FLAG vector
(driven by the CaMV 35S promoter) using BamHI and SalI. To obtain
the pPXL1::PXL1-FLAG transgenic plants, the 35S promoter of the
pCAMBIA1306-FLAG vector was substituted by the promoter of PXL1

using EcoRI and SacI, and then the full-length PXL1 coding region was
cloned into the vector using BamHI and SalI.

For 35S::CLE19-FLAG plants, the full length of CLE19 coding region
was cloned into pEarleyGate302 (expression driven by the CaMV 35S
promoter) with the primers listed in Supplementary Table 3 to obtain
the pEarleyGate302-CLE19-FLAG construct. All transgenic plants were
generated using the floral dip method.

Dot blotting assay
The PXL1-FLAG proteins were purified from 2-week-old p35S::PXL1-
FLAG transgenic seedlings with FLAG-magnetic beads and eluted with
3xFLAG peptide (Ape-bio). PXL1-FLAG protein was blotted on a nitro-
cellulose membrane, and blocked with 5% nonfat milk for 1 h at 4 °C.
Then, 20μm biotin-CLE19 peptide (synthesized by Apeptide) in TBST
buffer was incubated with the membrane, and anti-biotin (GNI) and
anti-FLAG (GNI) antibodies were used to detect the proteins. ECL was
used for chemiluminescence visualization.

Analysis of subcellular localization by protoplasts
Full lengths coding sequences (CDS) of PXL1/PXL2/PXYwere amplified
via reverse transcription-polymerase chain reaction (RT-PCR) using
Arabidopsis Columbia inflorescence cDNA as a template. Then the
resulting fragments were subcloned into the pDONR/zeo entry vector
and subsequently transferred into the pGWB441 binary vector. Agro-
bacterium tumefaciens strains harboring constructs expressing PXL1-
YFP, PXL2-YFP, and PXY-YFP were then used to infiltrate leaves of
Nicotianabenthamiana. After a periodof 36–48 h, the infiltrated leaves
were treatedwith enzymes solution (amixture of 0.4%MacerozymeR-
10, 1.5% Cellulase R-10, 0.4MMannitol, 20mMKCl, 10mM CaCl2, 0.1%
BSA) for 3 h to obtain protoplasts. Subsequently, these protoplasts
were stained with the FM4-64 dye (10μM in PBS) and subjected to
observation by sequential excitation with 561 nm and 488 nm lasers,
respectively.

Coimmunoprecipitation assay in the tobacco transient expres-
sion system
The 1–2139 bp of PXL1 coding region (PXL1ΔKD-), 1–2094 bp of PXL2
(PXL2ΔKD), and 1–2154bp of PXY (PXYΔKD) were amplified with the pri-
mers listed in Supplementary Table 3 and then inserted into the
pCAMBIA1306-MYC expression vector with BamHI and SalI enzyme
sites to generate the pCAMBIA1306-PXL1ΔKD -MYC, pCAMBIA1306-
PXL2ΔKD-MYC, and pCAMBIA1306-PXYΔKD-MYC constructs, respec-
tively. pCAMBIA1306-PXL1ΔKD-MYC was used as a template to obtain
the pCAMBIA1306-PXL1ΔKD-R417419A-MYC construct by using the Muta-
genesis Kit (Toyobo).

The 825 bp SERK1 (SERK1ΔKD), 834 bp SERK2 (SERK2ΔKD) and the
927 bp SERK3/BAK1 (BAK1ΔKD) coding regions were amplified with the
primers listed in Supplementary Table 3. The PCR products of
SERK1ΔKD, SERK2ΔKD and BAK1ΔKD were inserted into the pCAMBIA1306-
GFP vector at the KpnI and SalI sites to generate the pCAMBIA1306-
SERK1ΔKD/2/BAK1ΔKD-GFP constructs. pCAMBIA1306-PXLΔKD -MYC,
pCAMBIA1306-SERK1ΔKD GFP and pCAMBIA1306-BAK1ΔKD-GFP were
transferred into the Agrobacterium tumefaciens GV3101 strain.

The cultures were grown overnight in 2 x YT medium and resus-
pended to optical density at 600nm (OD600) = 2.0 in an injection
buffer (150μM acetosyringone, 10mM MgCl2 and 10mM MES). The
GV3101 strain with pCAMBIA1306-PXL1ΔKD-MYC was mixed with the
strain with pCAMBIA1306-SERK1/SERK2ΔKD-GFP or that with
pCAMBIA1306-BAK1ΔKD-GFP at a 1:1 ratio and infiltrated into 3-week-old
N. benthamiana leaves. After 2 days of growth, 20μm CLE19 was
infiltrated into the expressing N. benthamiana leaves 3–4 h before
observation, with PBS as a negative control.

Total proteins were extracted from the N. benthamiana leaves
with the extraction buffer (50mM Tris-HCl (pH 7.5), 150mM NaCl,
5mM EDTA, 5% glycerol, 1% Triton X-100 with protease inhibitor,
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phosphatase inhibitor, and PMSF) and then incubated with GFP-Trap
beads (Chromo Tek) at 4 °C for 4 h, followed by two washes (50mM
Tris-HCl (pH 7.5), 150mM NaCl, 5mM EDTA, 5% glycerol, and 0.01%
Triton X-100). Proteinswere separated on SDS-PAGE gels and detected
by anti-Myc (GNI) antibody via western blots.

Quantitative real-time PCR
We used qRT‒PCR to analyze the expression levels of PXL1, PXL2 and
PXY in the corresponding T-DNA mutants, the PXL1LRR level in DN-
PXL1 transgenic plants, the tapetum development- and pollen exine
formation-related gene expression levels in DN-PXL1 and CLE19-OX/
DN-PXL1 transgenic plants, and the CLE19 expression level in trans-
genic mutants. Total RNA was extracted from the inflorescences of
the corresponding plants using an RNAiso Plus Kit (Takara). Then,
1 μg of total RNAwas reverse transcribed using PrimeScript II Reverse
Transcriptase (Takara). qRT‒PCR was performed using SYBR premix
Ex Taq II (Takara) and a Bio-Rad CFX96 Real-Time PCR detection
system. Primer information is shown in Supplementary Table 3.

LCI assay
The 2139 bp PXL1 coding region (PXL1ΔKD) was amplified with the
primers listed in Table S3 and then inserted into the expression
vector pNL with NLuc at the C-terminus by using a recombination
kit (Vazyme). The 825 bp SERK1 (SERK1ΔKD) and the 927 bp BAK1
(BAK1ΔKD) coding regions were amplified with the primers listed in
Supplementary Table 3. The PCR products of SERK1ΔKD and
BAK1ΔKD were inserted into the expression vector pCL with CLuc at
the C-terminus by recombination kit (Vazyme). The plasmids were
introduced into Agrobacterium strain GV3101, and then single
colonies were cultured in liquid YT medium. The OD values were
measured with a UV/Vis spectrophotometer (Eppendorf). Then,
resuspensions of well-cultured Agrobacterium containing the
intended plasmid were mixed with 1:1 ratio as required and the
different combinations were infiltrated into 4-week-old N. ben-
thamiana leaves. After 2 days, 20 μm CLE19 was infiltrated into
the expressing N. benthamiana leaves, with PBS as a negative
control, 3–4 h before observation. Then, each infiltrated leaf was
sprayed with 0.25mM luciferin substrate and placed in the dark
for 10min, and LB985 NightShade (Berthhold Tech) with IndiGo
software was used to detect the interaction signal.

In vivo phosphorylation assay
Ten-day-old pPXL1:PXL1-FLAG transgenic seedlings were tested to
observe the phosphorylation status of PXL1. The seedlings were cul-
tured in 1/2 MS liquid medium treated with mock or 20 µM CLE19,
CLE19G6T or CLV3 peptide for 1.5 h and then ground to a fine powder in
liquid N2 for protein extraction performed as described above. The
extracted protein was analyzed by Phos-tag (Wako) gel and immuno-
blotting using anti-FLAG (GNI) antibody. The anti-HSP70 (Abmart)
antibody was used to determine the amount of input protein. Anti-
FLAGbeads (Abmart) were used for immunoprecipitation to purify the
PXL1-FLAG protein. Anti-pS/T (ECM) was used to detect the phos-
phorylation status of the PXL1 protein after CLE19 treatment. The
seedling protein extractedwas also treatedwith λpp (NEB) at 30 °C for
0.5 h and then analyzed by anti-FLAG and anti-HSP antibodies.

Protein expression and purification
The coding regions corresponding to the PXL1 LRR domains (residues
1–639) or SERK1 LRRdomains (residues 1–213)were subcloned into the
pFastBac1 (Invitrogen) vector to generate the PXL1LRR−6×His or
SERK1LRR−6×His constructs. Both fusion proteins were expressed in
High Five cells at 22 °C and purified using an Ni-NTA (Novagen) col-
umn. After elution and concentration, the proteins were further pur-
ifiedby size-exclusion chromatography (HiLoad 200,GEHealthcare) in
buffer containing 10mM Bis-Tris, pH 6.0, and 100mM NaCl.

Gel filtration–mass spectrometry and gel filtration assays
Purified PXL1LRR protein (with buffer containing 10mMBis-Tris pH 6.0,
100mM NaCl) was incubated with synthesized peptide mixture
(0.1mg for each; Supplementary Table 1) on ice for 1 h. Then, each
mixture was subjected to gel filtration (Superdex 200, GE Healthcare)
for analysis. The relevant peak fractions of PXL1LRR were collected and
2μl was used for analyzed byMALDI-TOF–mass spectrometry analysis.

The purified PXL1LRR and SERK1LRR proteins were incubated with
or without CLE19 peptide on ice for 1 h. Then, the mixtures were
separated by gel filtration (Hiload 200, GE Healthcare) and the peak
fractions were used for SDS-PAGE followed by Coomassie blue
staining.

ITC assay
ITC200 was used to quantify the binding affinity of CLE19 with PXL1LRR

protein. The sample was prepared in a buffer containing 10mM Bis-
Tris, pH 6.0, and 100mM NaCl and titration was executed at 25 °C.
0.1mM PXL1LRR was titrated against 1mM CLE19. The ITC data was
analyzed using MicroCal Origin 7.0.

Accession numbers
The sequences of genes mentioned in this paper can be download
from the GenBank/EMBL database under the following accession
number: PXL1 (AT1G08590), PXL2 (AT4G28650), PXY (AT5G61480),
CLE19 (AT3G24225), SERK1 (AT1G71830), BAK1 (AT4G33430). Germ-
plasm used included: pxl1-1 (SALK_001782), pxl1-2 (SALK_128519), pxl2-
1 (SALK_114354), pxy-3 (SALK_026128), serk1 (SALK_071511), serk2
(SALK_058020), and bak1 (SALK_116202).

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The data supporting the findings in this study are available and
describedwithin the paper and its Supplementary Information. Source
data are provided with this paper.

References
1. Hsieh, K. & Huang, A. H. C. Tapetosomes in Brassica tapetum

accumulate endoplasmic reticulum-derivedflavonoids and alkanes
for delivery to the pollen surface. Plant Cell 19, 582–596 (2007).

2. Piffanelli, P. Novel organelles and targeting mechanisms in the
anther tapetum. Trends Plant Sci. 3, 250–252 (1998).

3. Mariani, C., Beuckeleer,M. D., Truettner, J., Leemans, J. &Goldberg,
R. B. Inductionofmale sterility inplants by a chimaeric ribonuclease
gene. Nature 347, 737–741 (1990).

4. Pacini, E., Franchi, G. G. &Hesse,M. The tapetum: its form, function,
and possible phylogeny in Embryophyta. Plant Syst. Evol. 149,
155–185 (1985).

5. Stieglitz, H. & Stern, H. Regulation of beta-1,3-glucanase activity in
developing anthers of Lilium. Dev. Biol. 34, 169–173 (1973).

6. Fu, Z. et al. The rice basic helix-loop-helix transcription factor TDR
INTERACTING PROTEIN2 is a central switch in early anther devel-
opment. Plant Cell. 26, 1512–1524 (2014).

7. Chang, F., Gu, Y., Ma, H. & Yang, Z. B. AtPRK2 promotes ROP1
activation via RopGEFs in the control of polarized pollen tube
growth. Mol. Plant. 6, 151187–151201 (2013).

8. Cui, J. et al. Feedback regulation of DYT1 by interactions with
downstream bHLH factors promotes DYT1 nuclear localization and
anther development. Plant Cell. 28, 1078–1093 (2016).

9. Zhu, E., You, C., Wang, S., Jie, C. & Fang, C. The DYT1‐interacting
proteins bHLH010, bHLH089 and bHLH091 are redundantly
required for Arabidopsis anther development and transcriptome.
Plant J. 83, 976–990 (2015).

Article https://doi.org/10.1038/s41467-023-39074-4

Nature Communications |         (2023) 14:3307 11



10. Gómez, J. F., Talle, B. & Wilson, Z. A. Anther and pollen develop-
ment: a conserved developmental pathway. J. Integr. Plant Biol. 57,
876–891 (2015).

11. Chang, F., Wang, Y. X., Wang, S. S. & Ma, H. Molecular control of
microsporogenesis in Arabidopsis. Curr. Opin. Plant Biol. 14,
66–73 (2011).

12. Zhu, J., Lou, Y., Xu, X. & Yang, Z. N. A genetic pathway for tapetum
development and function in Arabidopsis. J. Integr. Plant Biol. 53,
892–900 (2011).

13. Ge, X., Chang, F. & Ma, H. Signaling and transcriptional control of
reproductive development in Arabidopsis. Curr. Biol. 20,
988–997 (2010).

14. Wang, S. et al. Cytological and transcriptomic analyses reveal
important roles of CLE19 in pollen exine formation. Plant Physiol.
175, 1186–1202 (2017).

15. Fisher, K. & Turner, S. PXY, a receptor-like kinase essential for
maintaining polarity during plant vascular-tissue development.
Curr. Biol. 17, 1061–1066 (2007).

16. Zhang,H., Lin, X., Han, Z.,Qu, L. J. &Chai, J. Crystal structure of PXY-
TDIF complex reveals a conserved recognition mechanism among
CLE peptide-receptor pairs. Cell Res. 26, 543–580 (2016).

17. Xu, T. et al. CLE19 expressed in the embryo regulates both cotyle-
don establishment and endosperm development in Arabidopsis. J.
Exp. Bot. 66, 5217–5227 (2015).

18. Wu, Y. et al. Genome-wide expression pattern analyses of the Ara-
bidopsis leucine-rich repeat receptor-like kinases. Mol. Plant. 9,
289–300 (2016).

19. Shpak, E. D., Lakeman, A. & Keiko, U. Dominant-negative receptor
uncovers redundancy in the Arabidopsis ERECTA leucine-rich
repeat receptor-like kinase signaling pathway that regulates organ
shape. Plant Cell. 15, 1095–1110 (2003).

20. Dievart, A. CLAVATA1 dominant-negative alleles reveal functional
overlap between multiple receptor kinases that regulate meristem
and organ development. Plant Cell. 15, 1198–1211 (2003).

21. Zhang, H. et al. SERK family receptor-like kinases function as co-
receptors with PXY for plant vascular development. Mol. Plant. 9,
1406–1414 (2016).

22. Huang, J., Zhang, T., Linstroth, L., Tillman, Z. & Zhao, D. Control of
anther cell differentiation by the small protein ligand TPD1 and Its
receptor EMS1 in Arabidopsis. PLoS Genet. 12, e1006147 (2016).

23. Albrecht, C., Russinova, E., Hecht, V., Baaijens, E. & De, V. S. The
Arabidopsis thaliana SOMATIC EMBRYOGENESIS RECEPTOR-LIKE
KINASES1 and 2 control male sporogenesis. Plant Cell. 17,
3337–3349 (2006).

24. Cock, J. M. & McCormick, S. A large family of genes that share
homology with CLAVATA3. Plant Physiol. 126, 939–942 (2001).

25. Stahl, Y. et al. Moderation of Arabidopsis root stemness by CLA-
VATA1 and ARABIDOPSIS CRINKLY4 receptor kinase complexes.
Curr. Biol. 23, 362–371 (2013).

26. Depuydt, S. et al. Suppression of Arabidopsis protophloem differ-
entiation and root meristem growth by CLE45 requires the
receptor-like kinase BAM3. Proc. Natl Acad. Sci. USA 110,
7074–7079 (2013).

27. Etchells, J. P. & Turner, S. R. The PXY-CLE41 receptor ligand pair
defines a multifunctional pathway that controls the rate and
orientation of vascularcell division. Development 137, 767–774
(2010).

28. Endo, S., Shinohara, H., Matsu Ba Yashi, Y. & Fukuda, H. A novel
pollen-pistil interaction conferring high-temperature tolerance
during reproduction via CLE45 signaling. Curr. Biol. 23,
1670–1676 (2013).

29. WANG, X. et al. A parasitism gene from a plant-parasitic nematode
with function similar to CLAVATA3/ESR (CLE) of Arabidopsis thali-
ana. Mol. Plant Pathol. 6, 187–191 (2005).

30. Fiers, M. et al. Mis-expression of the CLV3/ESR-like gene CLE19 in
Arabidopsis leads to a consumption of root meristem. Gene 327,
37–49 (2004).

31. Casamitjana-Martinez, E. et al. Root-specific CLE19 overexpression
and the sol1/2 suppressors implicate a CLV-like pathway in the
control of Arabidopsis root meristem maintenance. Curr. Biol. 13,
1435–1441 (2003).

32. Hirakawa, Y. et al. Non-cell-autonomous control of vascular stem
cell fate by a CLE peptide/receptor system. Proc. Natl Acad. Sci.
USA 105, 15208–15213 (2008).

33. Ito, Y. et al. Dodeca-CLE peptides as suppressors of plant stem cell
differentiation. Science 313, 842–845 (2006).

34. Kinoshita et al. RPK2 is an essential receptor-like kinase that trans-
mits the CLV3 signal in Arabidopsis. Development 137, 3911–3920
(2010).

35. Muller, R., Leckmann, A. B.&Simon, R. The receptor kinaseCORYNE
of Arabidopsis transmits the stem cell–limiting signal CLAVATA3
independently of CLAVATA1. Plant Cell. 20, 934–946 (2008).

36. Brand, U., Fletcher, J. C., Hobe, M., Meyerowitz, E. M. & Simon, R.
Dependence of stem cell fate in Arabidopsis on a feedback loop
regulated by CLV3 activity. Science 289, 617–619 (2000).

37. Trotochaud, A. E., Hao, T., Wu, G. & Clark, Y. S. E. The CLAVATA1
receptor-like kinase requires CLAVATA3 for its assembly into a
signaling complex that includes KAPP and a Rho-related protein.
Plant Cell 11, 393–406 (1999).

38. Clark, S. E., Running, M. P. & Meyerowitz, E. M. CLAVATA3 is a
specific regulator of shoot and floral meristem development
affecting the same processes as CLAVATA1. Development 121,
2057–2067 (1995).

39. Pingping et al. The CLE9/10 secretory peptide regulates stomatal
and vascular development throughdistinct receptors.Nat. Plants4,
1071–1081 (2018).

40. Rodriguez-Villalon, A., Gujas, B., Kang, Y. H., Breda, A. S. & Hardtke,
C. S. Molecular genetic framework for protophloem formation.
Proc. Natl Acad. Sci. USA 111, 11551–11556 (2014).

Acknowledgements
We thank Dr. Jia Li at Lanzhou University for pPXL1::GUS, pPXL2::GUS,
and pPXY::GUS transgenic seeds; Dr. Weicai Yang at Institute of
Genetics and Developmental Biology in CAS for serk1+/− serk2 bak1
mutant seeds; and Dr. J. Peter Etchells in Durham University for pxl1-1
pxl2-1 pxy-3 triple mutant seeds. This work was supported by the grant
from the Ministry of Science and Technology, People’s Republic of
China (2021YFA0909303), grants from the National Natural Science
Foundation of China (31822005, 31870294 and 31670316), and grant
from the 2115 Talent Development Program of China Agricultural Uni-
versity (to W.S.).

Author contributions
F.C., J.C., H.M. and W.S. conceived the projects. F.C., Y.Y. and W.S.
designed the experiments and analyzed the data. Y.Y., W.S., N.Z., S.Z.,
W.L. and S.W. performed the experiments. J.W. carried out the phylo-
geny analysis under the supervision of C.H. F.C., Y.Y. and W.S. draft the
manuscript. F.C. and H.M. revised and finalized the manuscript. All
authors read and approved the manuscript.

Competing interests
The authors declare no competing interests.

Article https://doi.org/10.1038/s41467-023-39074-4

Nature Communications |         (2023) 14:3307 12



Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-023-39074-4.

Correspondence and requests for materials should be addressed to
Fang Chang.

Peer review information Nature Communications thanks Jorge
Muschietti and the other, anonymous, reviewer(s) for their contribution
to the peer review of this work. A peer review file is available.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2023

Article https://doi.org/10.1038/s41467-023-39074-4

Nature Communications |         (2023) 14:3307 13

https://doi.org/10.1038/s41467-023-39074-4
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	PXL1 and SERKs act as receptor–coreceptor complexes for the CLE19 peptide to regulate pollen development
	Results
	CLE19 interacts directly with PXL1 and induces its phosphorylation
	PXL1, PXL2, and PXY together are required for pollen development
	DN-PXL1 presented the same pollen developmental defects as DN-CLE19
	PXL1 is required for the function of CLE19
	SERKs serve as coreceptor of PXL1 in the regulation of pollen development

	Discussion
	Methods
	Plant materials and growth conditions
	Generation of transgenic plants
	Dot blotting assay
	Analysis of subcellular localization by protoplasts
	Coimmunoprecipitation assay in the tobacco transient expression system
	Quantitative real-time PCR
	LCI assay
	In vivo phosphorylation assay
	Protein expression and purification
	Gel filtration–mass spectrometry and gel filtration assays
	ITC assay
	Accession numbers
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




