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Abstract: Cytokinin is an important phytohormone that employs a multistep phosphorelay to
transduce the signal from receptors to the nucleus, culminating in activation of type-B response
regulators which function as transcription factors. Recent chromatin immunoprecipitation-sequencing
(ChIP-seq) studies have identified targets of type-B ARABIDOPSIS RESPONSE REGULATORs (ARRs)
and integrated these into the cytokinin-activated transcriptional network. Primary targets of the
type-B ARRs are enriched for genes involved in hormonal regulation, emphasizing the extensive
crosstalk that can occur between cytokinin, auxin, abscisic acid, brassinosteroids, gibberellic acid,
ethylene, jasmonic acid, and salicylic acid. Examination of hormone-related targets reveals multiple
regulatory points including biosynthesis, degradation/inactivation, transport, and signal transduction.
Here, we consider this early response to cytokinin in terms of the hormones involved, points of
regulatory crosstalk, and physiological significance.
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1. Introduction

Cytokinins are a class of phytohormones that regulate multiple aspects of plant growth and
development including shoot and root growth, chloroplast development, seed fill, senescence,
and nutrient uptake [1–5]. They also regulate responses to the environment such as to abiotic and biotic
stresses [2,3,6–8]. Cytokinin signal transduction occurs through a multistep phosphorelay related to
the two-component signaling systems of prokaryotes, and incorporates receptors with histidine–kinase
activity, phosphotransfer proteins, and type-B response regulators, these last functioning as transcription
factors to regulate gene expression [2,3]. Cytokinin signal transduction has been most thoroughly
characterized in Arabidopsis which employs three ARABIDOPSIS HISTIDINE KINASES (AHKs) as
cytokinin receptors, these being predominantly localized to the endoplasmic reticulum membrane; five
ARABIDOPSIS HISTIDINE-CONTAINING PHOSPHOTRANSFER PROTEINs (AHPs) which cycle
between the cytosol and the nucleus; and eleven type-B ARABIDOPSIS RESPONSE REGULATORs
(ARRs) which mediate the primary transcriptional response to cytokinin [2,3,9]. Among the
well-characterized cytokinin primary-response genes are the type-A ARRs which encode a second
family of response regulators that lack a DNA-binding motif and negatively regulate cytokinin
responses [10–12]. Similar families of cytokinin signaling elements have been identified and functionally
characterized in other plant species with phylogenetic analysis indicating that a complete cytokinin
signaling pathway first appeared in basal land plants such as the moss Physcomitrella patens [13,14].

The type-B response regulators have a modular structure. They have a receiver domain, the
diagnostic domain of a response regulator, at their N-terminus. The receiver domain contains a
conserved Asp residue which serves as the site for regulatory phosphorylation when the multistep
phosphorelay is activated [15–20]. Type-B response regulators also have C-terminal extensions of
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variable length, all of which contain a conserved Myb-like DNA-binding domain [18,21]. The Myb-like
DNA-binding domain is often referred to as a GARP domain, so named based on sequence conservation
between the maize GOLDEN2, Arabidopsis type-B ARR, Chlamydomonas reinhardtii PSR1, and
Arabidopsis PHR1 transcription factors [18,21]. The Myb-like domain of the type-B ARRs binds
to a short (A/G) GAT core DNA sequence that is critical and sufficient for type-B ARR binding [21]
but optimal binding is to extended DNA sequences containing this core based on analysis using
protein-binding microarrays [22–24]. For example, the type-B response regulator ARR1 of Arabidopsis
binds with high affinity to primary (AGATACGG), secondary (AAGATCTT), and tertiary (CGGATCCG)
DNA motifs, all of which contain the 4 base core sequences [24]. The modular structure of the type-B
response regulators is likely to play an important role in regulating their activity based on the current
model [21,24–27]. According to this model, the receiver domain inhibits DNA binding by the response
regulator in its non-phosphorylated state. Phosphorylation of the conserved Asp in the receiver domain,
such as in the response to cytokinin, relieves the inhibition and exposes the Myb-like DNA-binding
motif, allowing the type-B response regulator to bind to its targets and initiate transcription.

Although Arabidopsis contains 11 type-B ARRs, these do not all contribute equally in cytokinin
signal transduction [25,28–30]. Genetic analysis, based on loss-of-function mutations in the various
type-B ARR family members, indicates that ARR1, ARR10, and ARR12 play predominant roles in
regulating transcriptional and physiological responses to cytokinin [28–31]. In particular, the triple
mutant arr1 arr10 arr12 abolishes the majority of cytokinin-mediated gene expression as well as
rendering the plant largely insensitive to cytokinin based on a variety of physiological assays [29,30].
Through transcriptome analysis, a core set of early response genes have been identified in Arabidopsis,
referred to as the Golden List, whose expression is consistently up- or downregulated in response
to cytokinin [32,33]. Not surprising, the type-A ARRs, which are primary response genes that
negatively regulate cytokinin responses, are among the most uniformly upregulated members of
the Golden List [10–12,33]. The type-B response regulators thus regulate the expression of cytokinin
primary-response genes that would serve as their direct targets and also of additional non-target
genes whose expression is dependent on that initial cytokinin transcriptional response. Furthermore,
the type-B response regulators, in addition to initiating the transcriptional response to cytokinin, also
initiate a negative feedback loop that desensitizes the plant to cytokinin.

Recently, two complementary Chromatin Immunoprecipitation-sequencing (ChIP-seq) studies
were carried out with type-B ARRs of Arabidopsis, these studies providing the first genome-wide
views of the type-B ARR targets involved in the initiation of the cytokinin response [24,34]. Results
from these analyses, coupled to transcriptome data, shed light on the means by which cytokinin
regulates growth and development as well as responses to biotic and abiotic factors. Of particular
interest is the finding that primary targets of the type-B ARRs are enriched for genes involved in
hormonal regulation, emphasizing the extensive crosstalk that can occur between cytokinin, auxin,
abscisic acid, brassinosteroids, gibberellic acid, ethylene, jasmonic acid, and salicylic acid [8,35–39].
Examination of hormone-related targets of the type-B ARRs reveals multiple regulatory points,
including biosynthesis, degradation/inactivation, transport, and signal transduction. Here, we consider
this primary response to cytokinin in terms of the hormones involved, points of regulatory crosstalk,
and physiological significance.

2. Characteristics of the type-B ARR ChIP-seq Studies

Two complementary ChIP-seq studies were carried out by Zubo et al. [24] and Xie et al. [34] to
identify targets of the Arabidopsis type-B ARRs that initiate the primary response to cytokinin [24,34].
Zubo et al. [24] ectopically overexpressed GFP-tagged ARR10 in the arr1 arr10 arr12 cytokinin-insensitive
mutant line, the 35S:ARR10-GFP construct complementing a variety of arr1 arr10 arr12 mutant
phenotypes and resulting in a hypersensitive cytokinin response [24]. These data were consistent with
35S:ARR10-GFP rescuing the loss of not only the native ARR10 activity but that of all three type-B
ARRs (ARR1, 10, and 12). The cytokinin-hypersensitivity, coupled to the lack of competition from
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ARR1 and ARR12, were predicted to increase the sensitivity of these lines for identifying targets of
ARR10 by ChIP-seq. Cytokinin treatment was performed on ~3 week old green seedlings for 30 min
with 5 µM of the cytokinin benzyladenine (BA) [24], BA having previously been determined to induce
gene expression within 10 min and some known primary response genes reaching maximal induction
within 2 h [40–42]. Three ChIP-Seq biological replicates for the cytokinin treatment were made (two
from one transgenic line and one from a second independent transgenic line), and ARR10 binding
peaks were defined based on conservation of their summit position in all three replicates. Using the
conserved binding peaks, 4004 “candidate gene targets” were identified, and within this group, 804
were “gene targets” based on transcriptome analyses for cytokinin-regulated genes [24].

The ChIP-seq approach taken by Xie et al. [34] differed from the approach taken by Zubo et al. [24]
in three key respects: method for transgene expression; age of seedlings used; and duration of
cytokinin treatment [24,34]. Xie et al. [34] focused on a recombineering approach to drive expression
of YFP-tagged versions of ARR1, ARR10, and ARR12 and which mimics, as closely as possible,
the native expression state of these genes both in terms of expression levels and organ-specificity [34].
The recombineered type-B ARR transgenes were expressed in the arr1 arr10 arr12 mutant line, the same
line exploited by Zubo et al. [24], each transgene rescuing the aborted root growth phenotype of
the mutant demonstrating their functionality [34]. The recombineered lines are predicted to have
reduced cytokinin sensitivity compared to the wild type, as each would still be double mutant for the
loss-of-function mutations not complemented by the transgene, the double mutants involving the
arr1, arr10, and arr12 alleles all being cytokinin hyposensitive to varying extents [28–30]. However,
as with the study by Zubo et al. [24], the reduced competition from the other type-B ARRs is likely to
increase the sensitivity of the recombineered lines for identifying targets of the tagged type-B ARRs
by ChIP-seq. Xie et al. [34] performed ChIP-seq using 3 day old green seedlings as compared to the
2–3 week old green seedlings used by Zubo et al. [24]; thus, the seedlings examined by Xie et al. [34]
would have a substantially higher proportion of embryonic tissues (cotyledons and primary root) than
those examined by Zubo et al. (2017) [24,34]. Xie et al. [34] used a similar cytokinin concentration
(10 µM BA) to that employed by Zubo et al. [24] (5 µM BA), but the cytokinin treatment was for 4 h as
compared to 30 min [24,34]. Xie et al. [34] performed single cytokinin treatment for ChIP-seq of the
recombineered ARR1, ARR10, and ARR12 lines, allowing them to identify candidate gene targets for
each type-B ARR [34]. From these datasets, Xie et al. [34] compiled a dataset of 8770 candidate genes
representing the “union” of the individual datasets and, to achieve the higher fidelity of biological
replication, also compiled a dataset of 3373 “common” candidate genes based on these genes being
identified in the ChIP-seq datasets for ARR1, ARR10, and ARR12 [34]. Xie et al. [34] identified 813
targets from their “common” dataset and 1713 targets from their “union” dataset based on these being
differentially expressed in cytokinin transcriptomic analyses [34].

In spite of the differences in experimental design—transgenic expression strategy, age of seedlings,
duration of cytokinin treatment—there is a great deal of consistency in the ChIP-seq results obtained in
the two studies [24,34]. First, in both studies, the ChIP-seq binding sites are enriched for DNA-binding
motifs containing a core (A/G) GAT sequence independently determined as critical and sufficient for
type-B ARR binding [21–24,34]. Second, the type-B ARR binding sites are enriched near transcription
start sites, consistent with predictions for the classical regulation of gene expression. Third, gene
ontology (GO) analysis of the candidate target and target genes revealed similar sets of enriched genes
including the general categories for responses to light, abiotic stimuli, organic substances, and hormone
stimuli as well as more specific subcategories within these such as responses to the various hormone
stimuli indicative of crosstalk that we focus on below.

Comparison of the dataset of the 4004 candidate genes identified by Zubo et al. [24] to the datasets
compiled by Xie et al. [34] is consistent with the ectopically expressed ARR10 largely fulfilling the
role of ARR1, ARR10, and ARR12 in regulating the primary transcriptional response to cytokinin.
For example, 69.5% of the Zubo et al. [24] type-B ARR candidates (2783 out of 4004) are found in the
Xie et al. [34] ARR10 candidates with this percentile reaching 81.5% (3265 out of 4004) when compared
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to the Xie et al. [34] “union” candidates (3265 out of 4004) (Figure 1A). From the datasets identified by
the two studies, we can also define a highly conserved subset of 1933 candidate target genes found in
all six cytokinin-treated biological replicates (“conserved B-ARR candidates”), this set representing
the intersection of the Zubo et al. [24] candidates (three biological replicates) and the Xie et al. [34]
“common” candidates (three biological replicates) (Figure 1A; Supplementary Materials Table S1).

Figure 1. Comparative analysis of the type-B ARABIDOPSIS RESPONSE REGULATOR (ARR)
Chromatin Immunoprecipitation-sequencing (ChIP-seq) datasets. (A) Venn diagram comparing B-ARR
candidate genes from Zubo et al. [24] to Xie et al. [34]. (B) Venn diagrams comparing Zubo et al. [24]
B-ARR candidate genes to the Golden List of cytokinin (CK)-regulated genes [33]. (C) Venn diagrams
comparing the conserved B-ARR candidates to the Golden List of CK-regulated genes. (D) Venn
diagrams comparing hormone crosstalk candidates from Zubo et al. [24], “conserved” crosstalk
candidates, and the Golden List of CK-regulated genes.
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Comparison of the type-B ARR candidate targets to the robustly cytokinin-regulated genes—the
Golden List [33]—is also revealing. The Golden List consists of 158 genes that are consistently
upregulated and 68 genes that are consistently downregulated by cytokinin based on transcriptomic
studies [33]. The Zubo et al. [24] B-ARR candidates correspond to 48% of the upregulated and 25% of
downregulated genes from the Golden List (Figure 1B). Similarly, for the conserved B-ARR candidates,
there is a greater correspondence to the upregulated genes (28%) than to the downregulated genes
(14%) from the Golden List (Figure 1C). We defined this set of differentially expressed genes as the
“Golden type-B ARR targets” (Supplementary Materials Table S2) based on their being consistent
primary targets for the type-B ARRs and resulting in rapid up- or downregulation for their expression in
response to cytokinin. The promoters of the upregulated genes from the Golden List are enriched with
extended type-B ARR DNA-binding motifs (i.e., sequences longer than the core 4 bp DNA sequence
sufficient for type-B ARR binding) as elucidated by the use of protein-binding microarrays which is
likely to confer higher affinity of the type-B ARRs for these targets and, therefore, result in their rapid
and reproducible transcriptional response to cytokinin [21–24].

3. Hormone Crosstalk Revealed by ChIP-seq Studies

Gene Ontology (GO) analysis reveals that the primary targets of the type-B ARRs are enriched
genes involved in various hormone responses, emphasizing the extensive hormone crosstalk mediated
through action of cytokinin and the type-B ARRs [24,34]. Examination of these hormone-related
targets reveals multiple regulatory points, including biosynthesis, degradation/inactivation, transport,
and signal transduction, indicating the concerted action of cytokinin in regulating such crosstalk.
In the subsections below, we consider these targets in terms of feedback regulation of cytokinin on its
own activity, as well as points of crosstalk with auxin, abscisic acid, brassinosteroids, gibberellic acid,
ethylene, jasmonic acid, and salicylic acid. In considering these major points of crosstalk, we make use
of the candidate type-B ARR targets identified by Zubo et al. [24], these identifying over 150 genes
involved in the regulation of phytohormone activity and referred to below as “hormone crosstalk
candidates” (Figure 1D, Figure 2, Supplementary Materials Table S3). Additionally, approximately
two-thirds of these genes are contained within the more restrictive set of conserved B-ARR candidates
(Figure 1D, Figure 2, Supplementary Materials Table S3), these defined as the intersection of the
Zubo et al. [24] candidates with the Xie et al. [34] “common” candidates and referred to below as
“conserved crosstalk candidates”; these conserved crosstalk candidates are underlined in Figure 2.

Of particular interest are those genes for which expression information is available for their
response to cytokinin. These type-B ARR target genes, based on transcriptomic studies to identify
cytokinin-responsive genes [24,30,33], are indicated by highlighting in Figure 2, red indicating
their upregulation and blue their downregulation by cytokinin. Cytokinin transcriptomic studies,
not surprisingly, focus primarily on the early transcriptional response to cytokinin [24,33]. Thus,
although there are type-B ARR candidate targets for which no changes in expression are indicated,
many are still likely to be of physiological significance. These may represent genes that exhibit slower
kinetics for their transcriptional response to cytokinin, exhibit a response only under specific conditions
or in certain tissues, and/or require combinatorial interactions with other transcription factors for their
regulation. Consistent with Type-B ARR candidate targets being of physiological significance is that
they exhibit similar GO enrichment to that found for targets with verified expression information [24].
Similarly, the key shoot meristem regulator WUSCHEL is a type-B ARR target transcriptionally induced
by cytokinin, although it does not generally appear in the transcriptomic studies, this likely being
because WUSCHEL expression occurs predominantly in a subset of meristem cells and also exhibits a
long-term kinetic response to cytokinin [24,34,43,44].
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Figure 2. Cytokinin regulates hormone crosstalk through action of the type-B ARRs, pathways by
which activity of the phytohormones cytokinin, auxin, abscisic acid, brassinosteroid, gibberellic acid,
ethylene, jasmonic acid, and salicylic acid are outlined. Type-B ARR candidate genes involved in
hormone biosynthesis, degradation/inactivation, signaling, and transport are indicated based on the
Zubo et al. [24] dataset. Genes are underlined if part of the “conserved crosstalk” dataset based on the
intersection of the Zubo et al. [24] candidate genes with the Xie et al. [34] “common” candidate genes.
Type-B ARR targets confirmed by expression are in bold and highlighted in red if induced by cytokinin
or blue if inhibited by cytokinin.

3.1. Cytokinin Negative Feedback Regulation

Prior studies indicate that one transcriptional response to cytokinin is the induction of genes
that negatively regulate cytokinin activity [10,11,33,40,45–47]. These genes include those that encode
enzymes to degrade or inactivate cytokinins: the CKXs which encode cytokinin oxidases and the
UGTs which encode glucosyl transferases for conjugation of glucose to cytokinin [5,48,49]. The gene
CKX4 was identified as a primary response gene regulated by the type-B ARR and ARR1 [47]. These
negative regulatory genes also include the type-A ARRs [10,11,40,45,46] which were previously
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identified as cytokinin primary response genes based on their induction by cytokinin in the presence
of cycloheximide [10,47]. The type-A ARRs are response regulators containing a phosphorylatable
receiver domain, and so one mechanism by which they may downregulate signaling by the pathway
is to compete with the type-B ARRs for phosphorylation by AHPs; this will channel the multistep
phosphorelay away from the type-B ARR transcriptional regulators to reduce their effects on gene
expression [3,50,51]. However, given the family size of the type-A ARRs (10 family members in
Arabidopsis), one might also hypothesize that other mechanisms come into play, this possibility being
supported by the finding that a type-A ARR phosphomimic still exhibits functionality, even though
it cannot be phosphorylated and so should not compete with the type-B ARRs [12]. Additionally,
the induction of type-A ARRs has been implicated in mediating the antagonistic interaction of cytokinin
with the abscisic acid (ABA) signaling pathway [52,53].

Based on expression analysis, cytokinin induces multiple negative feedback loops to regulate both
cytokinin metabolism and signal transduction with such negative feedback loops being a common
feature of hormone responses to allow for inactivation as well as adaptation so that the organism can
respond to increasing hormone concentrations [54,55]. The ChIP-seq studies provide direct evidence
that many of these genes are primary targets for the type-B ARRs (Figure 2) [24,34]. In terms of
cytokinin metabolism, these genes include multiple members of the CKX and UGT families for the
degradation and inactivation of cytokinins as well as the biosynthetic gene IPT5, the expression of
which is downregulated in response to cytokinin [56]. In terms of signal transduction, these primary
targets include the family of type-A ARRs, members of the type-A ARR family exhibiting some of
the strongest binding by the type-B ARRs along with a pronounced cytokinin dependence for this
binding [24,34]. Not only does ChIP-seq identify these genes as primary targets, the majority of these
also have transcriptomic expression information associated with them (Figure 2), consistent with the
initial binding of the type-B ARRs serving to rapidly regulate changes in their expression to negatively
regulate cytokinin activity.

Although the majority of type-B ARR primary targets are consistent with negative regulation of
cytokinin activity, there are two potential exceptions. First, the cytokinin biosynthetic gene LOG2 is a
target that is upregulated in response to cytokinin, potentially serving to help replenish the cytokinin
pool, although this is not a family member implicated in playing a major role in either the shoot apical
meristem or the root [57]. Second, AHK4, which encodes a cytokinin receptor is also a primary target
upregulated in response to cytokinin. However, AHK4, like many histidine kinases, possesses both
histidine kinase and phosphatase activity and so has the potential to function as both a positive and a
negative regulator of the pathway, dependent on cytokinin levels [58].

3.2. Cytokinin-Auxin Crosstalk

Auxin controls fundamental aspects of plant growth, organogenesis, and responses to the
environment [59–62]. Based on its critical role in plant growth and development, auxin is one of the
most intensively studied of the phytohormones, including its interaction and crosstalk with other
phytohormones such as cytokinin [60,63,64]. Although the regulatory interactions between auxin and
cytokinin are often considered antagonistic, the truth is more complicated and involves both antagonistic
and supportive roles for crosstalk between these hormones, often in a cell and/or tissue-specific manner,
and with the timing of such interactions also being of critical importance. Gene expression studies
reveal multiple points of crosstalk between auxin and cytokinin with both hormones capable of
regulating each other’s activity through effects on metabolism, transport, and signaling [33,60,63]. A
thorough discussion of crosstalk between these hormones is a beyond the scope of this review, but
a few examples point to the complexity possible and its repercussions. Relating to auxin’s ability
to regulate cytokinin activity, auxin induces the transcription of the type-A ARRs ARR7 and ARR15
to inhibit the cytokinin response during Arabidopsis root embryogenesis [65]. However, in another
tissue—the shoot meristem—auxin represses expression of type-A ARRs to increase the sensitivity
of these cells to cytokinin [66]. Relating to cytokinin’s ability to regulate auxin activity, cytokinin
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induces expression of the AUX/IAA gene SHY2/IAA3 which functions as a negative regulator of auxin
signaling to inhibit auxin responses and cell proliferation in the primary root [60,64,67,68]. Cytokinin
also inhibits expression of the AUX1 auxin efflux carrier, affecting the shootward movement of auxin
from the root tip and resulting in decreased root cell expansion [69].

The ChIP-seq studies indicate that the type-B ARRs target genes are involved in auxin metabolism,
transport, and signal transduction (Figure 2). Expression analysis confirms cytokinin-dependent
changes in expression from a number of genes in each category, but the list of candidate targets greatly
extends the number of potential regulatory targets by which cytokinin may crosstalk with auxin. Auxin
metabolism targets include genes involved in both auxin biosynthesis and inactivation. Cytokinin
suppresses the expression of the biosynthetic genes IAMT1 and ILL6 and induces the expression of
GH3.6 which encodes an acyl acid amido synthetase for the inactivation of auxin by conjugation to
amino acids, consistent with their being primary targets and indicating that cytokinin would likely
reduce the levels of available auxin. Interestingly, although the four GH3 genes involved in auxin
inactivation are all conserved type-B ARR candidates, of the five auxin biosynthesis genes, only NIT1 is
a conserved B-ARR candidate. However, in the study by Xie et al. [34], CYP79B3 was bound by ARR1
after 3 h cytokinin treatment, and ILL6, IAMT1, and CYP79B3 all bound by ARR1 after three days
of treatment; additionally, IAMT1 was bound by ARR10 without cytokinin treatment [34]. This may
suggest some native specificity among the type-B ARRs in the regulation of these biosynthetic genes.
Although the type-B ARRs exhibit overlapping expression profiles and can substitute for each other
based on many physiological responses, they exhibit differences in their native expression levels and
tissue prevalence which can lend to specificity members of the type-B ARR family [34,70–72].

Genes related to auxin transport, including both efflux and influx carriers, are represented among
the B-ARR targets and candidate targets (Figure 2). The PIN auxin efflux carriers have a major role
in the polar transport of auxin and establishing distribution of auxin in various cells and tissues to
control growth and development [73–75]. The PILS auxin efflux carriers are also well represented and
may be of particular interest, their role in the regulation of auxin activity not nearly as well understood
as that of the PINs. Unlike the PIN carriers, most of which are found at the plasma membrane and,
therefore, regulate the cell to cell movement of auxin and its distribution with tissues, the PILS carriers
are localized to the endoplasmic reticulum (ER) with a potential role of sequestering auxin within the
ER lumen [73–75]. The AUX1/LAX gene family encodes auxin influx carriers. Expression of AUX1 is
downregulated in response to cytokinin, the cytokinin-dependent peak(s) for type-B ARR binding
being found in the eighth intron of AUX1 [24,69]. We note that AUX1 does not appear in the list of
candidate targets from Zubo et al. [24], this being due to the restriction of having peak summits within
close proximity in the three biological replicates; however, robust binding peaks are present in all three
replicates based on visual inspection [24].

Type-B ARR binding sites are also found associated with genes encoding elements of the auxin
signal transduction pathway, including two genes encoding auxin receptors, ten AUX/IAA genes,
and four ARF genes. Cytokinin-dependent expression information is only available for a few of these,
the most significant being for SHY2/IAA3, a negative regulator of auxin activity. The gene SHY2/IAA3 is
induced in response to cytokinin and plays a pivotal role in regulating the balance of auxin to cytokinin
activity in the root, its induction by cytokinin reducing auxin activity and resulting in a decrease in cell
proliferation by the primary root [60,64,67,68].

3.3. Cytokinin-Abscisic Acid Crosstalk

Abscisic acid (ABA) regulates plant responses to such abiotic stresses as drought and cold [76–78].
Abscisic acid also regulates various developmental processes including dormancy, stomatal closure,
and fruit development [76,79–81]. Crosstalk between cytokinin and ABA is frequently antagonistic.
Increased cytokinin levels suppress ABA responses, and multiple ABA-responsive genes are
upregulated in the cytokinin receptor ahk2 ahk3 double mutant [53,82]. Antagonistic physiological
interactions have been found in the regulation of the Arabidopsis drought stress response, based in
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part on genetic analysis of AHK cytokinin receptors and the type-A and type-B ARRs involved in
cytokinin signaling and the SnRK2 kinases involved in ABA signaling [82–84]. The type-A ARRs,
which are rapidly induced cytokinin primary response genes, have been identified as key players
mediating this antagonistic interaction in several instances. For instance, the ability of ABA to inhibit
seed germination and cotyledon greening requires the ABA-activated transcription factor ABI4 to
suppress transcription of type-A ARRs [52]. Additionally, type-A ARRs physically interact with the
transcription factor ABI5, as well as negatively regulate its expression, ABI5 being rapidly upregulated
in response to ABA and playing a key role in mediating the ABA response [53].

Type-B ARR binding sites are found associated with genes involved in biosynthesis,
degradation/inactivation, transport, and signaling (Figure 2). Based on cytokinin-dependent changes in
expression, the majority would result in decreased ABA activity. The type-B ARR targets predicted to
downregulate ABA activity in response to cytokinin include: (1) the inhibition of the ABA biosynthesis
gene ABA1; (2) the induction of ABA degradation/inactivation genes such as CYP707A1, which encodes
an hydroxylase involved in ABA catabolism, and the UGTs, which encode UDP glucosyl transferases,
involved in conjugation of glucose to ABA; (3) the downregulation of NRT1.2 for ABA influx; and (4)
the upregulation of HAI1 and HAI2, which encode PP2C phosphatases that negatively regulate ABA
signaling. We note that although many of the candidate targets involved in metabolism are not among
the “conserved” B-ARR dataset, the study by Xie et al. [34] does support ARR1 binding to BCH1 and
ABA1, and ARR12 binding to ABA4 and NCED6.

3.4. Cytokinin-Brassinosteroid Crosstalk

Brassinosteroids are polyhydroxylated steroid hormones that regulate various aspects of
plant growth and development, such as cell proliferation and expansion, vascular differentiation,
reproduction, photomorphogenesis, and senescence [85–87]. Cytokinin and brassinosteroids can
regulate processes antagonistically or cooperatively, acting antagonistically in the regulation of leaf
senescence and cooperatively in the stimulation of cell proliferation as well as the biosynthesis of
ethylene and anthocyanin [88–91]. Interestingly, both cytokinin and brassinosteroids stimulate cell
proliferation by up-regulating transcription of the CycD3 gene, and in some cases brassinosteroids can
substitute for cytokinin to promote cell proliferation in Arabidopsis callus and suspension cells [92].
In another study, treatment of wheat seedlings with 24-epibrassinolide inhibited the expression and
activity of cytokinin oxidases (CKXs), key cytokinin degradation enzymes, and elevated the cytokinin
level [93].

Type-B ARR binding sites are found associated with genes involved in brassinosteroid biosynthesis
and degradation and multiple genes involved in brassinosteroid signaling, including brassinosteroid
perception (BAK1, SERK1,4), signal transduction (BIN2, SK32, and 14-3-3 proteins), and transcriptional
regulation (BZR2, BEH1, 2, 3, 4, BIM1, MYB30) (Figure 2). However, only a few of the genes involved
in brassinosteroid signaling exhibited transcriptional changes in response to cytokinin, potentially
due to the temporal/spatial mode of these genes’ regulation. Nevertheless, brassinosteroid-related
genes exhibited some of the highest level of reliability among hormone-related genes for type-B ARR
binding: all 19 of the genes are members of the “conserved” B-ARR candidates.

3.5. Cytokinin-Gibberellic Acid Crosstalk

Gibberellins are plant hormones that play key roles in developmental programs including seed
germination, stem elongation, flowering, trichome development, and leaf expansion [94–96]. Generally,
gibberellic acid and cytokinin are viewed as antagonists, as they have an opposing effects on the shoot
apical-meristem formation, root growth, and hypocotyl elongation [97,98]. One mechanism by which
such antagonistic hormone crosstalk can occur was recently uncovered in the analysis of the DELLA
proteins which function as negative regulators of gibberellin signaling (Figure 2); the DELLA proteins
GAI and RGA directly interact with the type-B ARR ARR1 to act as transcription co-activators to
control root development and photomorphogenic traits [99]. On the other hand, both hormones can
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promote male organ development in Arabidopsis and tobacco [100]. In this case, the expression of a
semi-dominant gai mutant (a DELLA gene which negatively regulates the gibberellic acid signaling
pathway) under an anther- and pollen-specific promoter resulted in male sterility that was reverted
by kinetin.

Type-B ARR binding sites are found associated with genes involved in biosynthesis, inactivation,
and signaling (Figure 2). Based on gene expression data, type-B ARR targets upregulated by cytokinin
include three genes involved in gibberellic acid biosynthesis (GA3OX1, GA2, and GIM2), whereas
expression of the GID1b receptor is repressed. Thus, cytokinin-gibberellic acid crosstalk points to a
complex set of interactions between these two phytohormones; the type-B ARRs interact with DELLAs
to facilitate the cytokinin transcriptional response and oppose gibberellin activity [99], but the targets
of the type-B ARRs include genes that will induce gibberellic acid biosynthesis on the one hand but
reduce gibberellin perception on the other hand.

3.6. Cytokinin-Ethylene Crosstalk

Ethylene is a gaseous hormone that regulates cell proliferation and expansion, senescence, fruit
ripening, and responses to biotic and abiotic stresses [101,102]. Cytokinin and ethylene often function
antagonistically in the shoot, with cytokinin being associated with greening and cell proliferation
and ethylene with aging processes such as ripening and senescence and the inhibition of cell
proliferation [2,3,101,103,104]. On the other hand, the two hormones operate cooperatively in processes
such as the regulation of root growth, where both hormones serve to inhibit root growth through effects
on cell proliferation and cell elongation [105–110]. Significantly, cytokinin positively stimulates ethylene
biosynthesis by activating ACC synthases (ACSs) via both transcriptional and post-transcriptional
mechanisms [89,106], the production of ethylene facilitating the ability of cytokinin to inhibit hypocotyl
elongation in dark-grown seedling as well as to inhibit root growth [89,106–109].

Type-B ARR binding sites are found to be associated with genes involved in ethylene biosynthesis
and signal transduction (Figure 2); note that ethylene does not require specific mechanisms for
inactivation or transport due to the fact of its gaseous nature and ability to diffuse across cell membranes.
Two ACS genes are identified, ACS2 expression being upregulated by cytokinin, consistent with
cytokinin-activating ethylene biosynthesis in a type-B ARR-dependent manner [105,106]. Additionally,
the type-B ARRs bind to many genes that affect ethylene signal transduction. Most of these encode
elements that modulate activity of the signaling pathway, rather than being within the pathway
itself, although the ethylene receptor ETR2 was identified as a target that has an expression which
is downregulated by cytokinin. The modulating factors include ARGOS and ARL from the ARGOS
gene family which are transmembrane proteins that act at the level of the receptors and desensitize
the plant to ethylene [104,111,112]; TRP1 which functions as a positive regulator of ethylene signaling
potentially by binding to receptors and interfering with their ability to interact with CTR1 [113];
and ETP and EBF genes which encode F-box proteins involved in the degradation of EIN2 and EIN3,
respectively [114–116].

3.7. Cytokinin-Jasmonic Acid Crosstalk

Jasmonic acid is an important regulator of plant development and stress responses, influencing
flower development and senescence, as well as responses to herbivorous insects, necrotrophic pathogens,
and wounding [117–119]. Generally, cytokinin and jasmonic acid are viewed as antagonists; as such, they
have opposing effects on callus growth, chloroplast functionality, and xylem development [37,120–122].
However, cytokinin accelerates the production and release of jasmonic acid in wounded plants, and
the application of jasmonic acid to potato stem node cultures increases the amount of biologically
active cytokinin, pointing to the complex nature of cytokinin–jasmonic acid interactions [123–125].

Type-B ARR binding sites are found to be associated with genes involved in biosynthesis,
degradation/inactivation, and signaling (Figure 2). Expression for many of these genes is upregulated
by cytokinin. This includes multiple genes involved in jasmonic acid biosynthesis, consistent with
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cytokinin being able to induce biosynthesis of jasmonic acid in the wound response [123]. On the other
hand, the most pronounced effect with jasmonic acid signaling is the upregulation of many members
of the JAZ family, negative regulators of the jasmonic acid response, suggesting that cytokinin may
reduce sensitivity to the jasmonic acid response. Of potential significance, there is a higher percentage
of “conserved” B-ARR candidates among the genes involved in jasmonic acid signaling (12 of 16 genes)
compared to those involved in jasmonic acid metabolism (6 of 18 genes).

3.8. Cytokinin-Salicylic Acid Crosstalk

Salicylic acid is a phytohormone that plays a central role in plant defense against biotrophic
pathogens, contrasting with jasmonic acid and its central role in resistance to necrotrophic
pathogens [126–128]. Cytokinins also play a role in the immune response through their interactions
with salicylic acid signaling. Cytokinins enhance the salicylic acid response which results in increased
transcription of defense-related genes such as SID2 for salicylic acid biosynthesis and PR1, a marker
gene for salicylic acid responses [6,7,129,130]. This occurs because the type-B response regulator ARR2
is able to physically interact with the transcription factor TGA3 that plays a role in salicylic acid
signaling. The activation of ARR2 by cytokinin and TGA3 by salicylic acid results in enhanced binding
of this transcription factor complex to defense genes such as PR1 [6,129].

Analysis of type-B ARR ChIP-seq data suggests that additional mechanisms may also play a role in
mediating crosstalk between cytokinin and salicylic acid, because type-B ARR binding sites are found
associated with genes involved in the metabolism, transport, and signaling of salicylic acid (Figure 2).
Perhaps the most interesting of these is EDS5, a “common” target that is induced by cytokinin. EDS5 is
a MATE-transporter involved in the movement of salicylic acid from the chloroplasts, where salicylic
acid biosynthesis occurs, to the cytosol and its induction by cytokinin could thus facilitate salicylic acid
activity [127,131]. Many genes encoding key signaling elements are also among the B-ARR candidate
targets, although there is minimal information as yet about the role of cytokinin in their regulation.
These include NPR1, a transcriptional co-activator, the NPR1-interacting TGA transcription factors,
the histone acetyltransferase HAC5, and the NPR1-suppressor NIMIN1 [126–128]. These findings open
new possibilities for cytokinin to participate in plant responses to pathogens through the regulation of
salicylic acid activity.

4. Conclusions

As described above, analysis of the type-B ARR ChIP-seq datasets reveals that one mechanism for
cytokinin crosstalk with other phytohormones is the transcriptional regulation of elements involved in
their metabolism, transport, and signal transduction [24,34]. That these represent primary targets of
the type-B ARRs emphasizes the significance of such crosstalk in modulating hormone responses in
plants. By integrating transcriptome studies with the ChIP-seq studies, type-B ARR target genes are
identified which have expressions that rapidly change in response to cytokinin, pointing to where the
cytokinin response is initially “felt” by other phytohormones. Many genes are associated with highly
reproducible type-B ARR binding sites but exhibit no apparent change in expression in response to
cytokinin treatment. Many of these are likely to also be of physiological significance but do not appear
in the cytokinin transcriptome datasets for a variety of reasons. First, some may represent genes that
exhibit slower kinetics or require higher hormone concentrations for their transcriptional response to
cytokinin and, thus, are missed in the short-term transcriptome studies. Consistent with this possibility
are the pronounced changes in cytokinin-dependent gene expression found in long-term transcriptomic
studies as well as the increases in ARR1 binding sites found by ChIP-seq when comparing a 24 h to a
4 h cytokinin treatment [34,42]. Second, some candidate genes may exhibit a cytokinin response only
under specific conditions or in certain tissues. Consistent with this possibility is the identification of the
key shoot meristem regulator WUSCHEL as a type-B ARR target transcriptionally induced by cytokinin,
although it does not generally appear in transcriptomic studies [24,34,43,44]. Third, expression for
some candidate genes may require combinatorial interactions between the type-B ARRs and other



Plants 2020, 9, 166 12 of 18

transcription factors. Consistent with this possibility is the finding that ARR1 interacts with DELLA
proteins involved in gibberellic acid signaling and that ARR2 interacts with TGA3 involved in salicylic
acid signaling to regulate gene expression [6,99,129]. Such physical interactions between elements
of phytohormone signaling pathways represent an additional mechanism by which to mediate their
crosstalk. It is our hope that the type-B ARR candidate and target genes described here facilitate studies
to unravel mechanisms of crosstalk between cytokinin and the other phytohormones.

Supplementary Materials: The following are available online at http://www.mdpi.com/2223-7747/9/2/166/s1,
Table S1: Conserved type-B ARR candidate genes. Table S2: Golden type-B ARR targets. Table S3: Hormone
crosstalk candidates.

Author Contributions: Y.O.Z. and G.E.S. drafted, wrote, and edited the review. All authors have read and agreed
to the published version of the manuscript.

Funding: This research was funded by the National Science Foundation (grant numbers IOS-1856513 and
MCB-1856248) to G.E.S., and by the Agriculture and Food Research Initiative of the United States Department of
Agriculture National Institute of Food and Agriculture (grant number 2019-67013-29191) to G.E.S.

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

References

1. Davies, P.J. Plant Hormones: Biosynthesis, Signal Transduction, Action; Kluwer Academic Publishers: Dordrecht,
The Netherlands, 2004.

2. Hwang, I.; Sheen, J.; Müller, B. Cytokinin signaling networks. Annu. Rev. Plant Biol. 2012, 63, 353–380.
[CrossRef]

3. Kieber, J.J.; Schaller, G.E. Cytokinins. Arabidopsis Book 2014, 12, e0168. [CrossRef]
4. Mok, D.W.; Mok, M.C. Cytokinin metabolism and action. Annu. Rev. Plant Physiol. Plant Mol. Biol. 2001, 52,

89–118. [CrossRef] [PubMed]
5. Sakakibara, H. Cytokinins: Activity, biosynthesis, and translocation. Annu Rev Plant Biol 2006, 57, 431–449.

[CrossRef] [PubMed]
6. Choi, J.; Choi, D.; Lee, S.; Ryu, C.M.; Hwang, I. Cytokinins and plant immunity: Old foes or new friends?

Trends Plant Sci. 2011, 16, 388–394. [CrossRef] [PubMed]
7. Argueso, C.T.; Ferreira, F.J.; Epple, P.; To, J.P.; Hutchison, C.E.; Schaller, G.E.; Dangl, J.L.; Kieber, J.J.

Two-component elements mediate interactions between cytokinin and salicylic acid in plant immunity.
PLoS Genet. 2012, 8, e1002448. [CrossRef]

8. O’Brien, J.A.; Benková, E. Cytokinin cross-talking during biotic and abiotic stress responses. Front. Plant Sci.
2013, 4, 451. [CrossRef]

9. Schaller, G.E.; Kieber, J.J.; Shiu, S.-H. Two-component signaling elements and histidyl-aspartyl phosphorelays.
Arabidopsis Book 2008, 6, e0112. [CrossRef]

10. Brandstatter, I.; Kieber, J.J. Two genes with similarity to bacterial response regulators are rapidly and
specifically induced by cytokinin in Arabidopsis. Plant Cell 1998, 10, 1009–1019. [CrossRef]

11. To, J.P.; Haberer, G.; Ferreira, F.J.; Deruere, J.; Mason, M.G.; Schaller, G.E.; Alonso, J.M.; Ecker, J.R.; Kieber, J.J.
Type-A Arabidopsis response regulators are partially redundant negative regulators of cytokinin signaling.
Plant Cell 2004, 16, 658–671. [CrossRef]

12. To, J.P.C.; Deruere, J.; Maxwell, B.B.; Morris, V.F.; Hutchison, C.E.; Ferreira, F.J.; Schaller, G.E.; Kieber, J.J.
Cytokinin regulates type-A Arabidopsis response regulator activity and protein stability via two-component
phosphorelay. Plant Cell 2007, 19, 3901–3914. [CrossRef] [PubMed]

13. Heyl, A.; Riefler, M.; Romanov, G.A.; Schmülling, T. Properties, functions and evolution of cytokinin receptors.
Eur. J. Cell Biol. 2012, 91, 246–256. [CrossRef] [PubMed]

14. Pils, B.; Heyl, A. Unraveling the evolution of cytokinin signaling. Plant Physiol. 2009, 151, 782–791. [CrossRef]
[PubMed]

15. Kim, H.J.; Ryu, H.; Hong, S.H.; Woo, H.R.; Lim, P.O.; Lee, I.C.; Sheen, J.; Nam, H.G.; Hwang, I.
Cytokinin-mediated control of leaf longevity by AHK3 through phosphorylation of ARR2 in Arabidopsis.
Proc. Natl. Acad. Sci. USA 2006, 103, 814–819. [CrossRef] [PubMed]

http://www.mdpi.com/2223-7747/9/2/166/s1
http://dx.doi.org/10.1146/annurev-arplant-042811-105503
http://dx.doi.org/10.1199/tab.0168
http://dx.doi.org/10.1146/annurev.arplant.52.1.89
http://www.ncbi.nlm.nih.gov/pubmed/11337393
http://dx.doi.org/10.1146/annurev.arplant.57.032905.105231
http://www.ncbi.nlm.nih.gov/pubmed/16669769
http://dx.doi.org/10.1016/j.tplants.2011.03.003
http://www.ncbi.nlm.nih.gov/pubmed/21470894
http://dx.doi.org/10.1371/journal.pgen.1002448
http://dx.doi.org/10.3389/fpls.2013.00451
http://dx.doi.org/10.1199/tab.0112
http://dx.doi.org/10.1105/tpc.10.6.1009
http://dx.doi.org/10.1105/tpc.018978
http://dx.doi.org/10.1105/tpc.107.052662
http://www.ncbi.nlm.nih.gov/pubmed/18065689
http://dx.doi.org/10.1016/j.ejcb.2011.02.009
http://www.ncbi.nlm.nih.gov/pubmed/21561682
http://dx.doi.org/10.1104/pp.109.139188
http://www.ncbi.nlm.nih.gov/pubmed/19675156
http://dx.doi.org/10.1073/pnas.0505150103
http://www.ncbi.nlm.nih.gov/pubmed/16407152


Plants 2020, 9, 166 13 of 18

16. Kurepa, J.; Li, Y.; Smalle, J.A. Cytokinin signaling stabilizes the response activator ARR1. Plant J. 2014, 78,
157–168. [CrossRef]

17. Hass, C.; Lohrmann, J.; Albrecht, V.; Sweere, U.; Hummel, F.; Yoo, S.D.; Hwang, I.; Zhu, T.; Schafer, E.;
Kudla, J.; et al. The response regulator 2 mediates ethylene signalling and hormone signal integration in
Arabidopsis. EMBO J. 2004, 23, 3290–3302. [CrossRef]

18. Imamura, A.; Hanaki, N.; Nakamura, A.; Suzuki, T.; Taniguchi, M.; Kiba, T.; Ueguchi, C.; Sugiyama, T.;
Mizuno, T. Compilation and characterization of Arabidopsis thaliana response regulators implicated in His-Asp
phosphorelay signal transduction. Plant Cell Physiol. 1999, 40, 733–742. [CrossRef]

19. Imamura, A.; Hanaki, N.; Umeda, H.; Nakamura, A.; Suzuki, T.; Ueguchi, C.; Mizuno, T. Response regulators
implicated in his-to-asp phosphotransfer signaling in Arabidopsis. Proc. Natl. Acad. Sci. USA 1998, 95,
2691–2696. [CrossRef]

20. Suzuki, T.; Sakurai, K.; Ueguchi, C.; Mizuno, T. Two types of putative nuclear factors that physically interact
with histidine-containing phosphotransfer (Hpt) domains, signaling mediators in His–to-Asp phosphorelay,
in Arabidopsis thaliana. Plant Cell Physiol. 2001, 42, 37–45. [CrossRef]

21. Hosoda, K.; Imamura, A.; Katoh, E.; Hatta, T.; Tachiki, M.; Yamada, H.; Mizuno, T.; Yamazaki, T. Molecular
structure of the GARP family of plant Myb-related DNA binding motifs of the Arabidopsis response
regulators. Plant Cell 2002, 14, 2015–2029. [CrossRef]

22. Franco-Zorrilla, J.M.; Lopez-Vidriero, I.; Carrasco, J.L.; Godoy, M.; Vera, P.; Solano, R. DNA-binding
specificities of plant transcription factors and their potential to define target genes. Proc. Natl. Acad. Sci. USA
2014, 111, 2367–2372. [CrossRef] [PubMed]

23. Weirauch, M.T.; Yang, A.; Albu, M.; Cote, A.G.; Montenegro-Montero, A.; Drewe, P.; Najafabadi, H.S.;
Lambert, S.A.; Mann, I.; Cook, K.; et al. Determination and inference of eukaryotic transcription factor
sequence specificity. Cell 2014, 158, 1431–1443. [CrossRef] [PubMed]

24. Zubo, Y.O.; Blakley, I.C.; Yamburenko, M.V.; Worthen, J.M.; Street, I.H.; Franco-Zorrilla, J.M.; Zhang, W.;
Hill, K.; Raines, T.; Solano, R.; et al. Cytokinin induces genome-wide binding of the type-B response
regulator ARR10 to regulate growth and development in Arabidopsis. Proc. Natl. Acad. Sci. USA 2017, 114,
E5995–E6004. [CrossRef] [PubMed]

25. Sakai, H.; Honma, T.; Aoyama, T.; Sato, S.; Kato, T.; Tabata, S.; Oka, A. ARR1, a transcription factor for genes
immediately responsive to cytokinins. Science 2001, 294, 1519–1521. [CrossRef]

26. Kim, K.; Ryu, H.; Cho, Y.H.; Scacchi, E.; Sabatini, S.; Hwang, I. Cytokinin-facilitated proteolysis of
ARABIDOPSIS RESPONSE REGULATOR 2 attenuates signaling output in two-component circuitry. Plant J.
2012, 69, 934–945. [CrossRef]

27. Kurepa, J.; Li, Y.; Perry, S.E.; Smalle, J.A. Ectopic expression of the phosphomimic mutant version of
Arabidopsis response regulator 1 promotes a constitutive cytokinin response phenotype. BMC Plant Biol.
2014, 14, 28. [CrossRef]

28. Mason, M.G.; Mathews, D.E.; Argyros, D.A.; Maxwell, B.B.; Kieber, J.J.; Alonso, J.M.; Ecker, J.R.; Schaller, G.E.
Multiple type-B response regulators mediate cytokinin signal transduction in Arabidopsis. Plant Cell 2005,
17, 3007–3018. [CrossRef]

29. Ishida, K.; Yamashino, T.; Yokoyama, A.; Mizuno, T. Three type-B response regulators, ARR1, ARR10, and
ARR12, play essential but redundant roles in cytokinin signal transduction throughout the life cycle of
Arabidopsis thaliana. Plant Cell Physiol. 2008, 49, 47–57. [CrossRef]

30. Argyros, R.D.; Mathews, D.E.; Chiang, Y.-H.; Palmer, C.M.; Thibault, D.M.; Etheridge, N.; Argyros, D.A.;
Mason, M.G.; Kieber, J.J.; Schaller, G.E. Type B response regulators of Arabidopsis play key roles in cytokinin
signaling and plant development. Plant Cell 2008, 20, 2102–2116. [CrossRef]

31. Yokoyama, A.; Yamashino, T.; Amano, Y.; Tajima, Y.; Imamura, A.; Sakakibara, H.; Mizuno, T. Type-B ARR
transcription factors, ARR10 and ARR12, are implicated in cytokinin-mediated regulation of protoxylem
differentiation in roots of Arabidopsis thaliana. Plant Cell Physiol. 2007, 48, 84–96. [CrossRef]

32. Brenner, W.G.; Ramireddy, E.; Heyl, A.; Schmülling, T. Gene regulation by cytokinin in Arabidopsis.
Front. Plant Sci. 2012, 3, 8. [CrossRef] [PubMed]

33. Bhargava, A.; Clabaugh, I.; To, J.P.; Maxwell, B.B.; Chiang, Y.H.; Schaller, G.E.; Loraine, A.; Kieber, J.J.
Identification of cytokinin-responsive genes using microarray meta-analysis and RNA-Seq in Arabidopsis.
Plant Physiol. 2013, 162, 272–294. [CrossRef] [PubMed]

http://dx.doi.org/10.1111/tpj.12458
http://dx.doi.org/10.1038/sj.emboj.7600337
http://dx.doi.org/10.1093/oxfordjournals.pcp.a029600
http://dx.doi.org/10.1073/pnas.95.5.2691
http://dx.doi.org/10.1093/pcp/pce011
http://dx.doi.org/10.1105/tpc.002733
http://dx.doi.org/10.1073/pnas.1316278111
http://www.ncbi.nlm.nih.gov/pubmed/24477691
http://dx.doi.org/10.1016/j.cell.2014.08.009
http://www.ncbi.nlm.nih.gov/pubmed/25215497
http://dx.doi.org/10.1073/pnas.1620749114
http://www.ncbi.nlm.nih.gov/pubmed/28673986
http://dx.doi.org/10.1126/science.1065201
http://dx.doi.org/10.1111/j.1365-313X.2011.04843.x
http://dx.doi.org/10.1186/1471-2229-14-28
http://dx.doi.org/10.1105/tpc.105.035451
http://dx.doi.org/10.1093/pcp/pcm165
http://dx.doi.org/10.1105/tpc.108.059584
http://dx.doi.org/10.1093/pcp/pcl040
http://dx.doi.org/10.3389/fpls.2012.00008
http://www.ncbi.nlm.nih.gov/pubmed/22639635
http://dx.doi.org/10.1104/pp.113.217026
http://www.ncbi.nlm.nih.gov/pubmed/23524861


Plants 2020, 9, 166 14 of 18

34. Xie, M.; Chen, H.; Huang, L.; O’Neil, R.C.; Shokhirev, M.N.; Ecker, J.R. A B-ARR-mediated cytokinin
transcriptional network directs hormone cross-regulation and shoot development. Nat. Commun. 2018, 9,
1604. [CrossRef] [PubMed]

35. Grefen, C.; Harter, K. Plant two-component systems: Principles, functions, complexity and cross talk. Planta
2004, 219, 733–742. [CrossRef]

36. El-Showk, S.; Ruonala, R.; Helariutta, Y. Crossing paths: Cytokinin signalling and crosstalk. Development
2013, 140, 1373–1383. [CrossRef]

37. Rashotte, A.M.; Chae, H.S.; Maxwell, B.B.; Kieber, J.J. The interaction of cytokinin with other signals.
Physiol. Plant. 2005, 123, 184–194. [CrossRef]

38. Pacifici, E.; Polverari, L.; Sabatini, S. Plant hormone cross-talk: The pivot of root growth. J. Exp. Bot. 2015, 66,
1113–1121. [CrossRef]

39. Jaillais, Y.; Chory, J. Unraveling the paradoxes of plant hormone signaling integration. Nat. Struct. Mol. Biol.
2010, 17, 642–645. [CrossRef]

40. D’Agostino, I.B.; Deruere, J.; Kieber, J.J. Characterization of the response of the Arabidopsis response
regulator gene family to cytokinin. Plant Physiol. 2000, 124, 1706–1717. [CrossRef]

41. Rashotte, A.M.; Carson, S.D.; To, J.P.; Kieber, J.J. Expression profiling of cytokinin action in Arabidopsis.
Plant Physiol. 2003, 132, 1998–2011. [CrossRef]

42. Brenner, W.G.; Schmülling, T. Transcript profiling of cytokinin action in Arabidopsis roots and shoots
discovers largely similar but also organ-specific responses. BMC Plant Biol. 2012, 12, 112. [CrossRef]
[PubMed]

43. Meng, W.J.; Cheng, Z.J.; Sang, Y.L.; Zhang, M.M.; Rong, X.F.; Wang, Z.W.; Tang, Y.Y.; Zhang, X.S. Type-B
ARABIDOPSIS RESPONSE REGULATORs Specify the Shoot Stem Cell Niche by Dual Regulation of
WUSCHEL. Plant Cell 2017, 29, 1357–1372. [CrossRef] [PubMed]

44. Wang, J.; Tian, C.; Zhang, C.; Shi, B.; Cao, X.; Zhang, T.Q.; Zhao, Z.; Wang, J.W.; Jiao, Y. Cytokinin Signaling
Activates WUSCHEL Expression during Axillary Meristem Initiation. Plant Cell 2017, 29, 1373–1387.
[CrossRef] [PubMed]

45. Kiba, T.; Yamada, H.; Sato, S.; Kato, T.; Tabata, S.; Yamashino, T.; Mizuno, T. The type-A response regulator,
ARR15, acts as a negative regulator in the cytokinin-mediated signal transduction in Arabidopsis thaliana.
Plant Cell Physiol. 2003, 44, 868–874. [CrossRef] [PubMed]

46. Taniguchi, M.; Kiba, T.; Sakakibara, H.; Ueguchi, C.; Mizuno, T.; Sugiyama, T. Expression of Arabidopsis
response regulator homologs is induced by cytokinins and nitrate. FEBS Lett. 1998, 429, 259–262. [CrossRef]

47. Taniguchi, M.; Sasaki, N.; Tsuge, T.; Aoyama, T.; Oka, A. ARR1 directly activates cytokinin response genes
that encode proteins with diverse regulatory functions. Plant Cell Physiol 2007, 48, 263–277. [CrossRef]

48. Niemann, M.C.E.; Weber, H.; Hluska, T.; Leonte, G.; Anderson, S.M.; Novak, O.; Senes, A.; Werner, T.
The cytokinin oxidase/dehydrogenase CKX1 is a membrane-bound protein requiring homooligomerization
in the endoplasmic reticulum for its cellular activity. Plant Physiol. 2018, 176, 2024–2039. [CrossRef]

49. Schmulling, T.; Werner, T.; Riefler, M.; Krupkova, E.; Bartrina y Manns, I. Structure and function of cytokinin
oxidase/dehydrogenase genes of maize, rice, Arabidopsis and other species. J. Plant Res. 2003, 116, 241–252.
[CrossRef]

50. Dortay, H.; Mehnert, N.; Bürkle, L.; Schmülling, T.; Heyl, A. Analysis of protein interactions within the
cytokinin-signaling pathway of Arabidopsis thaliana. FEBS J. 2006, 273, 4631–4644. [CrossRef]

51. Hwang, I.; Sheen, J. Two-component circuitry in Arabidopsis cytokinin signal transduction. Nature 2001, 413,
383–389. [CrossRef]

52. Huang, X.; Zhang, X.; Gong, Z.; Yang, S.; Shi, Y. ABI4 represses the expression of type-A ARRs to inhibit seed
germination in Arabidopsis. Plant J. 2017, 89, 354–365. [CrossRef] [PubMed]

53. Wang, Y.; Li, L.; Ye, T.; Zhao, S.; Liu, Z.; Feng, Y.Q.; Wu, Y. Cytokinin antagonizes ABA suppression to
seed germination of Arabidopsis by downregulating ABI5 expression. Plant J 2011, 68, 249–261. [CrossRef]
[PubMed]

54. Koshland, D.E., Jr.; Goldbeter, A.; Stock, J.B. Amplification and adaptation in regulatory and sensory systems.
Science 1982, 217, 220–225. [CrossRef] [PubMed]

55. Lan, G.; Sartori, P.; Neumann, S.; Sourjik, V.; Tu, Y. The energy-speed-accuracy tradeoff in sensory adaptation.
Nat. Phys. 2012, 8, 422–428. [CrossRef]

http://dx.doi.org/10.1038/s41467-018-03921-6
http://www.ncbi.nlm.nih.gov/pubmed/29686312
http://dx.doi.org/10.1007/s00425-004-1316-4
http://dx.doi.org/10.1242/dev.086371
http://dx.doi.org/10.1111/j.1399-3054.2005.00445.x
http://dx.doi.org/10.1093/jxb/eru534
http://dx.doi.org/10.1038/nsmb0610-642
http://dx.doi.org/10.1104/pp.124.4.1706
http://dx.doi.org/10.1104/pp.103.021436
http://dx.doi.org/10.1186/1471-2229-12-112
http://www.ncbi.nlm.nih.gov/pubmed/22824128
http://dx.doi.org/10.1105/tpc.16.00640
http://www.ncbi.nlm.nih.gov/pubmed/28576846
http://dx.doi.org/10.1105/tpc.16.00579
http://www.ncbi.nlm.nih.gov/pubmed/28576845
http://dx.doi.org/10.1093/pcp/pcg108
http://www.ncbi.nlm.nih.gov/pubmed/12941880
http://dx.doi.org/10.1016/S0014-5793(98)00611-5
http://dx.doi.org/10.1093/pcp/pcl063
http://dx.doi.org/10.1104/pp.17.00925
http://dx.doi.org/10.1007/s10265-003-0096-4
http://dx.doi.org/10.1111/j.1742-4658.2006.05467.x
http://dx.doi.org/10.1038/35096500
http://dx.doi.org/10.1111/tpj.13389
http://www.ncbi.nlm.nih.gov/pubmed/27711992
http://dx.doi.org/10.1111/j.1365-313X.2011.04683.x
http://www.ncbi.nlm.nih.gov/pubmed/21699589
http://dx.doi.org/10.1126/science.7089556
http://www.ncbi.nlm.nih.gov/pubmed/7089556
http://dx.doi.org/10.1038/nphys2276


Plants 2020, 9, 166 15 of 18

56. Miyawaki, K.; Matsumoto-Kitano, M.; Kakimoto, T. Expression of cytokinin biosynthetic isopentenyltransferase
genes in Arabidopsis: Tissue specificity and regulation by auxin, cytokinin, and nitrate. Plant J. 2004, 37,
128–138. [CrossRef]

57. Tokunaga, H.; Kojima, M.; Kuroha, T.; Ishida, T.; Sugimoto, K.; Kiba, T.; Sakakibara, H. Arabidopsis lonely
guy (LOG) multiple mutants reveal a central role of the LOG-dependent pathway in cytokinin activation.
Plant J. 2012, 69, 355–365. [CrossRef]

58. Mähönen, A.P.; Higuchi, M.; Törmäkangas, K.; Miyawaki, K.; Pischke, M.S.; Sussman, M.R.; Helariutta, Y.;
Kakimoto, T. Cytokinins regulate a bidirectional phosphorelay network in Arabidopsis. Curr. Biol. 2006, 16,
1116–1122. [CrossRef]

59. Lavy, M.; Estelle, M. Mechanisms of auxin signaling. Development 2016, 143, 3226–3229. [CrossRef]
60. Schaller, G.E.; Bishopp, A.; Kieber, J.J. The yin-yang of hormones: Cytokinin and auxin interactions in plant

development. Plant Cell 2015, 27, 44–63. [CrossRef]
61. Weijers, D.; Nemhauser, J.; Yang, Z. Auxin: Small molecule, big impact. J. Exp. Bot. 2018, 69, 133–136.

[CrossRef]
62. Woodward, A.W.; Bartel, B. Auxin: Regulation, action, and interaction. Ann. Bot. 2005, 95, 707–735.

[CrossRef] [PubMed]
63. Chandler, J.W.; Werr, W. Cytokinin-auxin crosstalk in cell type specification. Trends Plant Sci. 2015, 20,

291–300. [CrossRef] [PubMed]
64. Moubayidin, L.; Di Mambro, R.; Sabatini, S. Cytokinin-auxin crosstalk. Trends Plant Sci. 2009, 14, 557–562.

[CrossRef] [PubMed]
65. Müller, B.; Sheen, J. Cytokinin and auxin interaction in root stem-cell specification during early embryogenesis.

Nature 2008, 453, 1094–1097. [CrossRef] [PubMed]
66. Zhao, Z.; Andersen, S.U.; Ljung, K.; Dolezal, K.; Miotk, A.; Schultheiss, S.J.; Lohmann, J.U. Hormonal control

of the shoot stem-cell niche. Nature 2010, 465, 1089–1092. [CrossRef]
67. Dello Ioio, R.; Nakamura, K.; Moubayidin, L.; Perilli, S.; Taniguchi, M.; Morita, M.T.; Aoyama, T.; Costantino, P.;

Sabatini, S. A genetic framework for the control of cell division and differentiation in the root meristem.
Science 2008, 322, 1380–1384. [CrossRef] [PubMed]

68. Moubayidin, L.; Perilli, S.; Dello Ioio, R.; Di Mambro, R.; Costantino, P.; Sabatini, S. The rate of cell
differentiation controls the Arabidopsis root meristem growth phase. Curr. Biol. 2010, 20, 1138–1143.
[CrossRef]

69. Street, I.H.; Mathews, D.E.; Yamburenko, M.V.; Sorooshzadeh, A.; John, R.T.; Swarup, R.; Bennett, M.J.;
Kieber, J.J.; Schaller, G.E. Cytokinin acts through the auxin influx carrier AUX1 to regulate cell elongation in
the root. Development 2016, 143, 3982–3993. [CrossRef]

70. Hill, K.; Mathews, D.E.; Kim, H.J.; Street, I.H.; Wildes, S.L.; Chiang, Y.H.; Mason, M.G.; Alonso, J.M.;
Ecker, J.R.; Kieber, J.J.; et al. Functional characterization of type-B response regulators in the Arabidopsis
cytokinin response. Plant Physiol. 2013, 162, 212–224. [CrossRef]

71. Mason, M.G.; Li, J.; Mathews, D.E.; Kieber, J.J.; Schaller, G.E. Type-B response regulators display overlapping
expression patterns in Arabidopsis. Plant Physiol. 2004, 135, 927–937. [CrossRef]

72. Tajima, Y.; Imamura, A.; Kiba, T.; Amano, Y.; Yamashino, T.; Mizuno, T. Comparative studies on the type-B
response regulators revealing their distinctive properties in the His-to-Asp phosphorelay signal transduction
of Arabidopsis thaliana. Plant Cell Physiol. 2004, 45, 28–39. [CrossRef] [PubMed]

73. Sauer, M.; Kleine-Vehn, J. PIN-FORMED and PIN-LIKES auxin transport facilitators. Development 2019, 146,
dev168088. [CrossRef] [PubMed]

74. Zwiewka, M.; Bilanovicova, V.; Seifu, Y.W.; Nodzynski, T. The nuts and bolts of PIN auxin efflux carriers.
Front. Plant Sci. 2019, 10, 985. [CrossRef] [PubMed]

75. Adamowski, M.; Friml, J. PIN-dependent auxin transport: Action, regulation, and evolution. Plant Cell 2015,
27, 20–32. [CrossRef]

76. Nakashima, K.; Yamaguchi-Shinozaki, K. ABA signaling in stress-response and seed development.
Plant Cell Rep. 2013, 32, 959–970. [CrossRef]

77. Parent, B.; Hachez, C.; Redondo, E.; Simonneau, T.; Chaumont, F.; Tardieu, F. Drought and abscisic acid effects
on aquaporin content translate into changes in hydraulic conductivity and leaf growth rate: A trans-scale
approach. Plant Physiol. 2009, 149, 2000–2012. [CrossRef]

http://dx.doi.org/10.1046/j.1365-313X.2003.01945.x
http://dx.doi.org/10.1111/j.1365-313X.2011.04795.x
http://dx.doi.org/10.1016/j.cub.2006.04.030
http://dx.doi.org/10.1242/dev.131870
http://dx.doi.org/10.1105/tpc.114.133595
http://dx.doi.org/10.1093/jxb/erx463
http://dx.doi.org/10.1093/aob/mci083
http://www.ncbi.nlm.nih.gov/pubmed/15749753
http://dx.doi.org/10.1016/j.tplants.2015.02.003
http://www.ncbi.nlm.nih.gov/pubmed/25805047
http://dx.doi.org/10.1016/j.tplants.2009.06.010
http://www.ncbi.nlm.nih.gov/pubmed/19734082
http://dx.doi.org/10.1038/nature06943
http://www.ncbi.nlm.nih.gov/pubmed/18463635
http://dx.doi.org/10.1038/nature09126
http://dx.doi.org/10.1126/science.1164147
http://www.ncbi.nlm.nih.gov/pubmed/19039136
http://dx.doi.org/10.1016/j.cub.2010.05.035
http://dx.doi.org/10.1242/dev.132035
http://dx.doi.org/10.1104/pp.112.208736
http://dx.doi.org/10.1104/pp.103.038109
http://dx.doi.org/10.1093/pcp/pcg154
http://www.ncbi.nlm.nih.gov/pubmed/14749483
http://dx.doi.org/10.1242/dev.168088
http://www.ncbi.nlm.nih.gov/pubmed/31371525
http://dx.doi.org/10.3389/fpls.2019.00985
http://www.ncbi.nlm.nih.gov/pubmed/31417597
http://dx.doi.org/10.1105/tpc.114.134874
http://dx.doi.org/10.1007/s00299-013-1418-1
http://dx.doi.org/10.1104/pp.108.130682


Plants 2020, 9, 166 16 of 18

78. Raghavendra, A.S.; Gonugunta, V.K.; Christmann, A.; Grill, E. ABA perception and signalling. Trends
Plant Sci. 2010, 15, 395–401. [CrossRef]

79. Jia, H.; Jiu, S.; Zhang, C.; Wang, C.; Tariq, P.; Liu, Z.; Wang, B.; Cui, L.; Fang, J. Abscisic acid and sucrose
regulate tomato and strawberry fruit ripening through the abscisic acid-stress-ripening transcription factor.
Plant Biotechnol. J. 2016, 14, 2045–2065. [CrossRef]

80. Munemasa, S.; Hauser, F.; Park, J.; Waadt, R.; Brandt, B.; Schroeder, J.I. Mechanisms of abscisic acid-mediated
control of stomatal aperture. Curr. Opin. Plant Biol. 2015, 28, 154–162. [CrossRef]

81. Tuan, P.A.; Kumar, R.; Rehal, P.K.; Toora, P.K.; Ayele, B.T. Molecular mechanisms underlying abscisic
acid/gibberellin balance in the control of seed dormancy and germination in cereals. Front. Plant Sci. 2018, 9,
668. [CrossRef]

82. Tran, L.-S.P.; Urao, T.; Qin, F.; Maruyama, K.; Kakimoto, T.; Shinozaki, K.; Yamaguchi-Shinozaki, K. Functional
analysis of AHK1/ATHK1 and cytokinin receptor histidine kinases in response to abscisic acid, drought,
and salt stress in Arabidopsis. Proc. Natl. Acad. Sci. USA 2007, 104, 20623–20628. [CrossRef]

83. Huang, X.; Hou, L.; Meng, J.; You, H.; Li, Z.; Gong, Z.; Yang, S.; Shi, Y. The antagonistic action of abscisic
acid and cytokinin signaling mediates drought stress response in Arabidopsis. Mol. Plant 2018, 11, 970–982.
[CrossRef] [PubMed]

84. Nguyen, K.H.; Van Ha, C.; Nishiyama, R.; Watanabe, Y.; Leyva-Gonzalez, M.A.; Fujita, Y.; Tran, U.T.; Li, W.Q.;
Tanaka, M.; Seki, M.; et al. Arabidopsis type B cytokinin response regulators ARR1, ARR10, and ARR12
negatively regulate plant responses to drought. Proc. Natl. Acad. Sci. USA 2016, 113, 3090–3095. [CrossRef]
[PubMed]

85. Clouse, S.D. Brassinosteroids. Arabidopsis Book 2011, 9, e0151. [CrossRef] [PubMed]
86. Gruszka, D. The brassinosteroid signaling pathway-new key players and interconnections with other

signaling networks crucial for plant development and stress tolerance. Int. J. Mol. Sci. 2013, 14, 8740–8774.
[CrossRef] [PubMed]

87. Sakurai, A. Brassinosteroid biosynthesis. Plant Physiol. Biochem. 1999, 37, 351–361. [CrossRef]
88. Jibran, R.; Hunter, D.A.; Dijkwel, P.P. Hormonal regulation of leaf senescence through integration of

developmental and stress signals. Plant Mol. Biol. 2013, 82, 547–561. [CrossRef]
89. Hansen, M.; Chae, H.S.; Kieber, J.J. Regulation of ACS protein stability by cytokinin and brassinosteroid.

Plant J. 2009, 57, 606–614. [CrossRef]
90. Saini, S.; Sharma, I.; Pati, P.K. Versatile roles of brassinosteroid in plants in the context of its homoeostasis,

signaling and crosstalks. Front. Plant Sci. 2015, 6, 950. [CrossRef]
91. Yuan, L.B.; Peng, Z.H.; Zhi, T.T.; Zho, Z.; Liu, Y.; Zhu, Q.; Xiong, X.Y.; Ren, C.M. Brassinosteroid enhances

cytokinin-induced anthocyanin biosynthesis in Arabidopsis seedlings. Biol. Plant 2015, 59, 99–105. [CrossRef]
92. Hu, Y.; Bao, F.; Li, J. Promotive effect of brassinosteroids on cell division involves a distinct CycD3-induction

pathway in Arabidopsis. Plant J. 2000, 24, 693–701. [CrossRef] [PubMed]
93. Yuldashev, R.; Avalbaev, A.; Bezrukova, M.; Vysotskaya, L.; Khripach, V.; Shakirova, F. Cytokinin oxidase

is involved in the regulation of cytokinin content by 24-epibrassinolide in wheat seedlings. Plant Physiol.
Biochem. 2012, 55, 1–6. [CrossRef] [PubMed]

94. Daviere, J.M.; Achard, P. A Pivotal Role of DELLAs in Regulating Multiple Hormone Signals. Mol. Plant
2016, 9, 10–20. [CrossRef] [PubMed]

95. Sun, T.P. Gibberellin metabolism, perception and signaling pathways in Arabidopsis. Arabidopsis Book 2008,
6, e0103. [CrossRef]

96. Xu, H.; Liu, Q.; Yao, T.; Fu, X. Shedding light on integrative GA signaling. Curr. Opin. Plant Biol. 2014, 21,
89–95. [CrossRef]

97. Ezura, H.; Harberd, N.P. Endogenous gibberellin levels influence in-vitro shoot regeneration in Arabidopsis
thaliana (L.) Heynh. Planta 1995, 197, 301–305. [CrossRef]

98. Greenboim-Wainberg, Y.; Maymon, I.; Borochov, R.; Alvarez, J.; Olszewski, N.; Ori, N.; Eshed, Y.; Weiss, D.
Cross talk between gibberellin and cytokinin: The Arabidopsis GA response inhibitor SPINDLY plays a
positive role in cytokinin signaling. Plant Cell 2005, 17, 92–102. [CrossRef]

99. Marin-de la Rosa, N.; Pfeiffer, A.; Hill, K.; Locascio, A.; Bhalerao, R.P.; Miskolczi, P.; Gronlund, A.L.;
Wanchoo-Kohli, A.; Thomas, S.G.; Bennett, M.J.; et al. Genome wide binding site analysis reveals
transcriptional coactivation of cytokinin-responsive genes by DELLA proteins. PLoS Genet 2015, 11,
e1005337. [CrossRef]

http://dx.doi.org/10.1016/j.tplants.2010.04.006
http://dx.doi.org/10.1111/pbi.12563
http://dx.doi.org/10.1016/j.pbi.2015.10.010
http://dx.doi.org/10.3389/fpls.2018.00668
http://dx.doi.org/10.1073/pnas.0706547105
http://dx.doi.org/10.1016/j.molp.2018.05.001
http://www.ncbi.nlm.nih.gov/pubmed/29753021
http://dx.doi.org/10.1073/pnas.1600399113
http://www.ncbi.nlm.nih.gov/pubmed/26884175
http://dx.doi.org/10.1199/tab.0151
http://www.ncbi.nlm.nih.gov/pubmed/22303275
http://dx.doi.org/10.3390/ijms14058740
http://www.ncbi.nlm.nih.gov/pubmed/23615468
http://dx.doi.org/10.1016/S0981-9428(99)80041-2
http://dx.doi.org/10.1007/s11103-013-0043-2
http://dx.doi.org/10.1111/j.1365-313X.2008.03711.x
http://dx.doi.org/10.3389/fpls.2015.00950
http://dx.doi.org/10.1007/s10535-014-0472-z
http://dx.doi.org/10.1046/j.1365-313x.2000.00915.x
http://www.ncbi.nlm.nih.gov/pubmed/11123807
http://dx.doi.org/10.1016/j.plaphy.2012.03.004
http://www.ncbi.nlm.nih.gov/pubmed/22480990
http://dx.doi.org/10.1016/j.molp.2015.09.011
http://www.ncbi.nlm.nih.gov/pubmed/26415696
http://dx.doi.org/10.1199/tab.0103
http://dx.doi.org/10.1016/j.pbi.2014.06.010
http://dx.doi.org/10.1007/BF00202651
http://dx.doi.org/10.1105/tpc.104.028472
http://dx.doi.org/10.1371/journal.pgen.1005337


Plants 2020, 9, 166 17 of 18

100. Huang, S.; Cerny, R.E.; Qi, Y.; Bhat, D.; Aydt, C.M.; Hanson, D.D.; Malloy, K.P.; Ness, L.A. Transgenic studies
on the involvement of cytokinin and gibberellin in male development. Plant Physiol. 2003, 131, 1270–1282.
[CrossRef]

101. Abeles, F.B.; Morgan, P.W.; Saltveit, M.E., Jr. Ethylene in Plant Biology, 2nd ed.; Academic Press: San Diego,
CA, USA, 1992.

102. McManus, M.T. The Plant Hormone Ethylene; Wiley-Blackwell: Chichester, UK, 2012.
103. Schaller, G.E. Ethylene and the regulation of plant development. BMC Biol. 2012, 10, 9. [CrossRef]
104. Rai, M.I.; Wang, X.; Thibault, D.M.; Kim, H.J.; Bombyk, M.M.; Binder, B.M.; Shakeel, S.N.; Schaller, G.E.

The ARGOS gene family functions in a negative feedback loop to desensitize plants to ethylene. BMC Plant
Biol. 2015, 15, 157. [CrossRef] [PubMed]

105. Qin, H.; He, L.; Huang, R. The coordination of ethylene and other hormones in primary root development.
Front. Plant Sci. 2019, 10, 874. [CrossRef] [PubMed]

106. Zdarska, M.; Dobisova, T.; Gelova, Z.; Pernisova, M.; Dabravolski, S.; Hejatko, J. Illuminating light, cytokinin,
and ethylene signalling crosstalk in plant development. J. Exp. Bot. 2015, 66, 4913–4931. [CrossRef] [PubMed]

107. Street, I.H.; Aman, S.; Zubo, Y.; Ramzan, A.; Wang, X.; Shakeel, S.N.; Kieber, J.J.; Schaller, G.E. Ethylene
inhibits cell proliferation of the Arabidopsis root meristem. Plant Physiol. 2015, 169, 338–350. [CrossRef]
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