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Abstract
Background: Riboswitches are mRNA elements that change conformation when bound to small molecules. They
are known to be key regulators of biosynthetic pathways in both prokaryotes and eukaryotes.
Presentation of the Hypothesis: The hypothesis presented here is that riboswitches function as receptors in
hormone perception. We propose that riboswitches initiate or integrate signaling cascades upon binding to classic
signaling molecules. The molecular interactions for ligand binding and gene expression control would be the same
as for biosynthetic pathways, but the context and the cadre of ligands to consider is dramatically different. The
hypothesis arose from the observation that a compound used to identify adenine binding RNA sequences is
chemically similar to the classic plant hormone, or growth regulator, cytokinin. A general tenet of the hypothesis is
that riboswitch-binding metabolites can be used to make predictions about chemically related signaling molecules.
In fact, all cell permeable signaling compounds can be considered as potential riboswitch ligands. The hypothesis
is plausible, as demonstrated by a cursory review of the transcriptome and genome of the model plant Arabidopsis
thaliana for transcripts that i) contain an adenine aptamer motif, and ii) are also predicted to be cytokininregulated. Here, one gene, CRK10 (for Cysteine-rich Receptor-like Kinase 10, At4g23180), contains an adenine
aptamer-related sequence and is down-regulated by cytokinin approximately three-fold in public gene expression
data. To illustrate the hypothesis, implications of cytokinin-binding to the CRK10 mRNA are discussed.
Testing the hypothesis: At the broadest level, screening various cell permeable signaling molecules against
random RNA libraries and comparing hits to sequence and gene expression data bases could determine how
broadly the hypothesis applies. Specific cases, such as CRK10 presented here, will require experimental validation of
direct ligand binding, altered RNA conformation, and effect on gene expression. Each case will be different
depending on the signaling pathway and the physiology involved.
Implications of the hypothesis: This would be a very direct signal perception mechanism for regulating gene
expression; rivaling animal steroid hormone receptors, which are frequently ligand dependent transcription
initiation factors. Riboswitch-regulated responses could occur by modulating target RNA stability, translatability, and
alternative splicing - all known expression platforms used in riboswitches. The specific illustration presented, CRK10,
implies a new mechanism for the perception of cytokinin, a classic plant hormone. Experimental support for the
hypothesis would add breadth to the growing list of important functions attributed to riboswitches.
Reviewers: This article was reviewed by Anthony Poole, Rob Knight, Mikhail Gelfand.
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Background
Aptamers

Aptamers are nucleic acids capable of binding a specific
ligand. They are frequently isolated using a SELEX (for
Systematic Evolution of Ligands by EXponential amplification) screen. Briefly, in a SELEX Screen random nucleic
acid oligos are incubated with an immobilized ligand and
washed to allow removal of non-binding sequences. The
bound fraction is then expanded by in vitro transcription
and reselected on the ligand column. This process is
repeated until only those nucleic acid species with high
affinity for the ligand remain [1]. Through this reiterative
process aptamers that bind proteins, small molecules,
and even other nucleic acids sequences have been identified [2]. This process has led to the generation of aptamer
molecules with a wide range of research and diagnostic
capabilities [3,4].
Riboswitches

Riboswitches are elements found in mRNA that are capable of altering gene expression upon the direct binding
of a ligand. Ligand binding to a riboswitch is not dependant on protein intermediates. Riboswitches have been
implicated in the metabolic regulation of diverse biosynthetic pathways ranging from the purines adenine [5]
and guanine [6], the cofactors riboflavin [7], thiamine
[8], and cobalamin [9], the amino acids lysine [10] and
methionine [11], and glucosamine-6-phosphate [12]
among others. Prokaryotic riboswitches are capable of
altering gene expression by causing early termination of
transcription or preventing translation [7]. A novel role
in regulation has been described wherein the riboswitch
has ribozyme activity that cleaves the mRNA in which it
resides [12]. Furthermore, although riboswitches have
not yet been found to directly regulate signal transduction, this may soon change. Characterization of the
ydaO structured RNA element, found commonly in
gram-positive bacteria, suggests that prokaryotes may
indeed use riboswitches to regulate their physiological
responses [13]. In addition, the temperature-dependent
stability of the E. coli cold shock cspA transcript is a fascinating example of a structured RNA element sensing
the environment to regulate gene expression [14].
Riboswitches are composed of two functional domains, a
metabolite binding region, or aptamer domain, and an
expression platform. Portions of the expression platform
can base pair with portions of the metabolite binding
region depending on the presence or absence of metabolite. It is these changes in base pairing upon metabolite
binding that lead to structural changes in the mRNA,
which in turn lead to the regulatory effects [15]. The riboswitches of bacteria and archeabacteria are regulators of
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synthesis pathways [5-12], perhaps operative in 2% or
more of all bacterial genes [6].
The recent identification of riboswitches in eukaryotes
has expanded the concept of the expression platform. In
almost all cases bacterial riboswitch elements are located
in the 5’ untranslated region of mRNAs [15] including
TPP (thiamine pyrophosphate) binding riboswitches.
TPP binding riboswitches have been identified in Arabidopsis thaliana and Neurospora Crassa [16,17]. In these
two examples, the location of the riboswitch is different
from prokaryotes suggesting divergence of the expression platform despite conservation of the TPP binding
sequence. In Arabidopsis the riboswitch is located in the
3’ untranslated region of the THIC gene, just 5’ of the
polyA tail [18]. The Neurospora TPP riboswitches are
located within the first and second introns of the NMT1
and THI4 genes, respectively [17]. In both Neurospora
and Arabidopsis, ligand binding causes a conformational
change and alternative splicing of the transcripts [17]. In
Neurospora, TPP-binding leads to intronic translation
and a premature termination codon, whereas in Arabidopsis, TPP-binding causes splicing of the consensus
polyadenylation sequence [17,18]. This leads to the production of several polyadenylation variants which have
less stability than transcripts polyadenylated at the conserved site [18]. Despite these radical departures from
the model prokaryotic riboswitch expression platform, it
remains that this singular example of a eukaryotic riboswitch is involved in the regulation of a biosynthetic
pathway [16]. The mechanistic divergence between prokaryotic and eukaryotic riboswitches leaves open the
possibility that functional divergence has occurred as
well. As life became more complex riboswitches could
have evolved to play a broader role in signal perception,
transduction, and integration.
The Cytokinins: N6-substituted Adenine Analogs

Cytokinins are plant hormones, also called plant growth
regulators. Cytokinins play a diverse and highly integrated role in plant growth and development, but are
traditionally considered compounds that promote cell
division and growth [19]. Roles for cytokinins include
bud formation, leaf growth, shoot organogenesis, cotyledon expansion, chloroplast development, nutrient mobilization and leaf senescence [20,21], among others.
The most prevalent naturally occurring cytokinin, zeatin, and a number of other isoprenoid class cytokinins
including isopentyladenine, and dihydrozeatin are N6substituted adenine analogs (Figure 1). Chemically, these
cytokinins are adenine with an N6 substituted hydrophobic isoprene adduct. Cytokinins are found as modified
bases in tRNA, as a nucleoside bound to ribose, as
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Figure 1 Structure of Adenine and related compounds, N6-(5-carboxypentyl)adenine, 6-methylaminopurine, and naturally occurring
cytokinins. Adenine (top) is compared to the SELEX matrix N6-(5-carboxypentyl)adenine-Sepharose 4B (below). Electron density maps (speckles)
indicate the surface RNA could interact with around the ball and stick structures of carbon (grey), nitrogen (blue) and oxygen (red). The black
asterisk indicates the N6 substitution anchoring adenine to the SELEX matrix. N6-substituted carbon is also found in the remaining structures
(arrows) including 6-methylaminopurine (6-MAP), shown by Meli et al. (2002) to bind N6-(5-carboxypentyl)adenine-Sepharose 4B selected
aptamers with higher affinity than adenine. Three major naturally occurring cytokinins are also included.

mono-, di-, and tri-phosphorylated nucleotides, and as a
free base. The free base is the biologically active form
[22]. Their production has been identified in soil
amoeba [23] and the bacteria Agrobacterium tumefaciens
[24]. It was suspected that bacteria were responsible for

the production of plant cytokinins until the biosynthetic
enzyme adenylate isopentenyltransferase (IPT) was characterized in plants [20,25]. Cytokinins are largely produced in the roots and transferred by the xylem to
apical tissues where they exert their effects [26].
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A genetic screen for cytokinin induced shoot production in tissue culture identified CRE1/AHK4 (cytokinin
response 1/Arabidopsis His Kinase 4) as a cytokinin
receptor [27]. It is a histidine kinase which participates
in a His-Asp phosphorelay similar to the bacterial twocomponent system. The homologous histidine kinases
AHK2 and AHK3 also show cytokinin dependent histidine kinase activity [28]. Ultimately, all three receptors
lead to the activation of the ARR (Arabidopsis Response
Regulators) protein family to regulate gene expression.
This histidine phosphorelay system does not preclude
signaling of cytokinins through other mechanisms/
receptors. It is reasonable that parallel signaling systems
exist to modulate and fine-tune the many responses
attributed to cytokinins.
We propose that riboswitches function as receptors for
signaling molecules, including the classic plant hormone
cytokinin. As with many known receptor signaling pathways, the end result would be altered gene expression,
but with a riboswitch the effect would be direct and
instantaneous. We suggest that by comparing riboswitch
binding metabolites to chemically related signaling molecules riboswitches dedicated to signal transduction might
be revealed. Here, we consider the SELEX obtained
sequence for adenine binding aptamers, obtained using
the N6 substituted adenine analog N6-(5-carboxypentyl)
adenine, a close structural relative to the plant hormone
cytokinin (Fig.1). Through a review of public Arabidopsis
genome resources, we conclude that it is indeed plausible
that cytokinin-binding riboswitches exists in the Arabidopsis genome, and that such switches could serve as a
currently undescribed class of plant hormone riboswitch
receptors.

Presentation of the Hyposthesis
The hypothesis presented here is that hormones are perceived by riboswitches to integrate or initiate signal
transduction cascades in eukaryotes. To explore the
idea, known metabolite-regulatory aptamers and riboswitches were surveyed for related molecules with known
roles in cell signaling. In particular, adenine and the
class of plant growth regulators called cytokinins were
selected to illustrate the hypothesis.
Meli et al. (2002) isolated adenine binding aptamers
by cleverly designing a SELEX experiment to avoid
modification of the adenine imidazole ring that is recognized in a variety of biological reactions. The adenine
N 6 position was substituted with a 5-carboxypentyl
group that could be tethered to sepharose for SELEX
screening (Figure 1). After identifying several aptamer
sequences capable of binding adenine, the highest affinity aptamers were assayed with molecules structurally
similar to adenine. Interestingly, 6-MAP (6-methylaminopurine) bound with higher affinity than adenine itself
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[29], perhaps reflecting the N6-linked adenine configuration used in the SELEX screen. 6-MAP has a methyl
group at position N6 similar to both the SELEX matrix
used for aptamer selection and to naturally occurring
cytokinins (Figure 1). Thus, although prokaryotic adenine-binding riboswitches have now been extensively
characterized [30-32] we focused on these artificial
N6-(5-carboxypentyl)adenine binding aptamers. Nonethe-less, it would be interesting to examine plant transcriptomes for prokaryote-related adenine riboswitches,
especially as bioinformatics tools for such analysis are
rapidly being developed [33-35].
Potential Cytokinin-Binding Riboswitches

To evaluate the plausibility of the hypothesis, three
existing data sets were compared including i) the ten
nucleotide core from the N6-(5-carboxypentyl)adenine
binding aptamers described by Meli et al. (2002), ii) the
Arabidopsis genome, and iii) microarray data of cytokinin-treatment experiments. Here we make the assumption that a cytokinin-binding riboswitch would change
gene expression in a cytokinin-dependent fashion.
Clearly there are possible expression platforms that
would not alter transcript level, but adding this criterion
focused our attention and hypothesis on a narrow group
of genes indeed known to be cytokinin-regulated.
Nucleotide BLAST searches[36] were performed using
four aptamers identified by SELEX screens to have high
affinity for N6-(5-carboxypentyl)adenine [29]. Arabidopsis
sequences with a match to seven out of ten nucleotides in
the core were classified as either coding or non-coding
sequence and retained as candidate aptamers (CaAps) for
further consideration. Since the spacing of the nucleotides
was also a criterion, only 63 genes were retained.
Independently, microarray data was obtained from the
Nottingham Arabidopsis Stock Centre [37]. The data for
wild-type Col-0 seedlings 3 hour cytokinin-treated and
untreated [37, Expt. No. 181] revealed 2,867 genes regulated with a two-fold expression change upon cytokinin
treatment.
Combining the sequence and expression data sets, seven
sequences were found to meet all of the above criteria
(Figure 2A). Six of these sequences were in coding regions,
and one, the Cysteine-rich Receptor-like Kinase gene
(CRK10, At4g23180), was non-coding (Figure 3AB). The
CRK10 transcript is 3-fold down-regulated by cytokinin
and contains a CaAp in the first intron of the pre mRNA
with 5A2 sequence conservation in and around the aptamer core (Figure 2B). Eukaryotic riboswitches characterized to date have been found in non-coding regions and
use alternative splicing based expression platforms, therefore the CRK10 gene was selected as an example to discuss
how a cytokinin receptor/riboswitch could hypothetically
function to influence signal transduction pathways.
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Figure 2 Candidate cytokinin-binding riboswitch aptamers (CaAps). Three data sets; N6-(5-carboxypentyl)adenine selected aptamers, the
Arabidopsis genome/transcriptome, and cytokinin microarray expression data are presented in A) as a Venn Diagram. Genes up- or downregulated by cytokinin at least two-fold are summarized in light orange. Genes with a match to seven out of ten nucleotides in the N6-(5carboxypentyl)adenine selected aptamer conserved core domain (underlined in B) are in light blue or green. Due to the short query sequences
(each aptamer was 50 nt), and having few bases conserved outside the core, it was not possible to narrow search results using statistical cutoffs. Rather, low stringency search parameters were used (Expect Threshold: 1000, Word Size: 7, Match/Mismatch: 1,-3) to identify CaAps (Expect
Threshold: 1000, Word Size: 7, Match/Mismatch: 1,-3). The first reason for this was to retrieve all possible binding sequences for further analyses.
The second reason is because while the ligand-binding core is probably conserved, other nucleotides in the riboswitch need only form proper
base-pairing structures and could have higher sequence heterogeneity. Both the non-redundant nt collection and RefSeq mRNA databases were
searched limiting results to Arabidopsis thaliana (taxid: 3702). Approximately 100 nucleotides on either side of the CaAp sequences were
retrieved from the NCBI (National Center of Biotechnology Information) core nucleotide entry. NCBI and TAIR (The Arabidopsis Information
Resource) databases were used to map sequences to a location in the Arabidopsis transcriptome and classified as Coding (light blue) or noncoding (light green). One gene At4g23180, CRK10 (underlined in A) was selected as an illustration of the hypothesis because it is down-regulated
three-fold by cytokinin, it is in an intron, and, as depicted in B) its sequence is conserved with the 5aA2 aptamer [28] throughout, and especially
in the core domain (underlined).
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Figure 3 Structure of CRK10. A) Boxes represent untranslated and exonic regions, blue and green, respectively. A connecting line represents
introns where the red section is the CaAp-containing intron 1. A red asterisk indicates the PTC introduced by intron 1 retention. Exon 2 encodes
the transmembrane (TM) a-helix that separates Extra- from Intra-Cellular domains of the protein (as indicated). B) Intron 1 detail is shown.
Uppercase green letters are exon sequence, as indicated, and red lowercase letters are intronic with predicted amino acid sequence shown
below and culminating in the PTC (red asterisk). The CaAp region related to the 5aA2 aptamer is boxed. The core of the potential riboswitch
sequence is underlined. C) The alternative transcript of CRK10 has a consensus for modification with a GPI-anchor at the ω position. The
consensus includes (i) a string of prolines N-terminal to the ω residue is which are likely hydroxylated; (ii) required residues at the ω and ω+2
positions (red and blue respectively); (iii) a flexible moderately polar but uncharged region; and (iv) the final C-terminal string of non-polar
residues heavy in aromatic amino acids [52,53].

A Hypothetical Cytokinin-Binding Riboswitch Containing
Gene

CRK10 encodes a Receptor-Like Kinase, or RLK; an
important class of plant receptors. RLKs are analogous to
Receptor Tyrosine Kinases in animals; except that they
usually auto- (trans-) phosphorylate serine or threonine
residues instead of tyrosines. RLKs, including CRK10,
have a putative extracellular ligand binding domain, a
single pass transmembrane a-helix, and an intracellular
kinase domain that is activated upon ligand-dependent
receptor dimerization. Within the large Arabidopsis RLK
family, there are 42 predicted CRKs [38]. CRK10, originally designated RLK4, was first identified as a pathogen-

response gene transcriptionally activated by WRKY transcription factors [39]. However, ligands for, and the signal transduction cascade initiated by CRK10 are
currently unknown. It is also not known whether CRK10
is activated by homodimerization, or if it can heterodimerize with the 41 other CRKs in a combinatorial receptor system. The ability of pathogens to co-opt and utilize
plant cytokinin signaling [40-42] raises interesting possibilities regarding a cytokinin binding riboswitch in a
pathogen response pathway.
For the sake of discussion, we assume that the CaAp in
CRK10 does indeed contribute to a cytokinin-riboswitch,
in which case it would be likely to regulate alternative
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splicing based on known examples. For instance, the thiamine-pyrophosphate (TPP) riboswitch identified in
Arabidopsis thaliana, the only plant riboswitch discovered to date, masks a 5’ splice site in the 3’ UTR of the
THIC gene leading to alternative polyadenylation[18].
The potential riboswitch in CRK10 is in the middle of the
first intron in a position where changes in RNA structure
could block the binding of the snRNP U2. This would
prevent proper formation of the spliceosome. Retaining
the first intron in the transcript would cause two things
to happen, i) the first 278 residues would be translated
from exon 1, fused to an alternate 14 residues encoded
by retained intron 1, and ii) a Premature Termination
Codon (PTC) would prevent further translation. In
essence, only the extracellular portion of the protein
would be expressed, stopping 6 residues N-terminal to
the transmembrane a-helix (Figure 3AB).
Two alternative implications of CRK10 intron1 retention hinge on whether alternative cleavage and polyadenylation occurs. Without cleavage and polyadenylation,
the transcript would contain five Exon Junction Complexes (EJCs) downstream of the stop codon and possibly
signal Nonsense Mediated Decay (NMD) of the transcript. If cleavage and polyadenylation occurs in intron or
exon 1 then additional 3’ EJCs and NMD would be eliminated allowing expression of the truncated protein. The
microarray data did not allow us to discriminate between
these possibilities because in either case the 3’ CRK10
sequence hybridizing to the Affymetrix array would be
down-regulated. Ultimately, the functional consequence
of either model offers an intriguing discussion scenario
for a hypothetical cytokinin-riboswitch expression
platform.
NMD, in the absence of cleavage and polyadenylation
could be used in a regulatory mechanism called RUST
(for Regulated Unproductive Splicing and Translation).
In RUST, alternative splicing produces a stop codon
that initiates NMD of the transcript [43]. RUST has
been proposed as an autoregulatory mechanism for proteins involved in splicing reactions such as C. elegans
SRp20 and SRp30b mRNAs [44,45], and for transcripts
that have an extremely long synthesis time such as dystrophin, which cannot realistically be regulated at the
transcriptional level [43].
However, cleavage and polyadenylation of an intron
retained version of CRK10 is plausible. Intron 1-retained
(IR) CRK10 transcript contains a putative cleavage and
polyadenylation signal in the 3’ end on the retained
intron. Specifically, a near upstream element AAUAAU
sequence is located 11 nucleotides upstream of a potential cleavage site CA (Figure 3B). Approximately 50 nt
upstream of the potential cleavage site is a potential far
upstream element that is U-rich. These sequences are
consistent with loosely conserved plant polyadenylation
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signals[46]. In the relatively well characterized human
transcriptome approximately 20% of all human transcripts present alternative intronic polyadenylation
events[47] suggesting that coordinated splicing and
polyadenylation rescues certain eukaryotic transcripts
from NMD. This appears to be conserved in the plant
kingdom as well, 50% of studied rice transcripts have
more than one polyadenylation site, and 4% of rice
genes have alternative polyadenylation in 5’ UTRs,
introns, or protein coding regions[48].
Stable IR CRK10 would encode the original extracellular domain appended to a novel C-terminus. Examination
of this predicted C-terminus identified a strongly predicted plant glycosylphosphatidylinositol (GPI) anchor
sequence in lieu of the transmembrane sequence found
in the full length protein (Figure 3C). GPI-anchoring is
known to localize proteins to lipid rafts in the plasma
membrane. The extracellular domain of CRK10 contains
two DUF26 domains (domain of unknown function).
These domains have been found both in transmembrane
receptors and secretory proteins. It is known that two
proteins containing this domain are GPI-anchored[49].
Taken together, a speculative model of CRK10 riboswitch-dependent processing is used to illustrate our
hypothesis. Highlighted are mechanisms integrating
cytokinin perception with regulation of CRK10 signaling (Figure 4). First, the cytokinin-binding riboswitch
would, at a minimum, prevent expression of the protein kinase domain by promoting retention of a stop
codon containing intron. mRNA surveillance mechanisms could then destroy the transcript in the NMD
pathway. If however, alternative splicing were accompanied by alternative polyadenylation, a transcript encoding a GPI-anchored extracellular domain only protein
could serve as a receptor decoy on the outer leaflet of
the plasma membrane. This decoy receptor could
dimerize with full-length, functional CRK10 in lipid
rafts preventing activation of kinase activity. The decoy
receptor could also compete with the full-length receptor for ligand binding. Thus, this speculative model
presents a plausible example of a riboswitch controlling
expression of the CRK10 protein at all levels from transcription to protein activity. At its core, this model
depicts the immediate molecular changes to signal
transduction that could occur upon perception of cytokinin by a riboswitch.

Testing the Hypothesis
Our general hypothesis that hormones can be perceived
by riboswitches to directly control gene expression and
signal transduction could be approached in at least two
ways. First, published SELEX screens may reveal chemically related motifs, much like the similarity between adenine, N6-(5-carboxypentyl)adenine, and cytokinin used to
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Figure 4 Hypothetical Models of CRK10 Regulation by Cytokinin. Pre-mRNA and mRNA are depicted by wavy black arrows with a red
segment indicating intron 1, or a gap indicating removal of intron 1. Blue arrows indicate the flow of information. Positions of capping or
cleavage and polyadenylation are shown as GpppG and A(n), respectively. Parallel lines represent the plasma membrane (PM) with the cell
exterior at the bottom.

frame the current hypothesis. In our own brief survey, we
did not find other significant matches beyond cytokinin,
but a more comprehensive search, and future SELEX
screen results should be considered. Second, additional
SELEX screens designed to directly isolate hormone
binding aptamers could be conducted. Sequences discovered in these screens could reveal endogenous regulatory
systems when compared to the growing list of complete
genomes, or alternatively, be used to engineer sensitive
hormone sensors. Such sensors could be versatile tools in
model organisms because they would be expressed from
transgenic DNA.
Our specific illustrative hypothesis regarding CRK10
could be tested in several defined ways that would generally apply to the characterization of hormone perception
by riboswitches. The first step in testing the hypothesis
would be to determine whether CRK10 mRNA transcripts
bind cytokinin in vitro using an in-line probing approach.
In this assay structural changes in the RNA, induced by
cytokinin binding, could be detected in the degradation
pattern of end-labeled CRK10 RNA. To establish biological specificity and relevance, the affinity of the riboswitch
for bona fide cytokinins would be compared to inactive
analogs. These assays are now well established for the
characterization of riboswitches [7,50,51].
Established in vitro binding would be followed with
RT-PCR and 3’ RACE assays to probe cytokinin-induced
changes to endogenous CRK10 RNA structure. Analysis
would initially focus on alternative-splicing and retention

of the first intron, and on alternative polyadenylation
events.
qRT-PCR would be used to confirm the microarray
data that CRK10 mRNA abundance drops three-fold
upon cytokinin treatment. Primer sets specific to a truncated and a full length CRK10 mRNA would be used to
determine whether cytokinin-induced down-regulation
of the entire mRNA occurs, which would support the
NMD and RUST model. Alternatively, downregulation
of only the sequence 3’ of intron 1 would support the
alternative polyadenylation and translation model. Ultimately, CRK10 protein would need to be examined
using antibodies specific to the amino terminal extracellular domain. Immunoblotting experiments could
directly test the two alternative models proposed here
including i) the synthesis of a truncated CRK10 protein,
and ii) the abundance of full length CRK10 protein.
Ultimately, activity of the protein product of a hormone riboswitch-containing transcript is key to interpreting the effect of hormone binding on signal
transduction. For instance, the complete picture of
CRK10 gene regulation will be hard to fully appreciate
until its function as a protein, presumably including
extracellular ligand binding, signaling, and effectors, are
characterized. A preliminary study implicated CRK10 in
the pathogen response [39]. Could CRK10 signaling
arrests the cell cycle to control the spread of infection?
This would be in direct opposition to cytokinin’s general role in promoting growth and cell division. It is
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plausible that riboswitches could provide one means of
integrating such opposing pathways.

Implications of the Hypothesis
This hypothesis implies the expansion of riboswitch function beyond metabolite sensing and modulated synthesis
pathways to include hormone perception and signal
transduction. All of the pieces are in place; it is only a
question of context. Riboswitches are known to bind
small molecules to alter gene expression. If the small
molecule is a cell permeable signaling compound, then,
through a riboswitch, it could have an immediate impact
on gene transcription in progress.
Since riboswitches receptors would act initially at the
nucleotide level, there are even more possibilities for
regulation than exist for protein receptors. A riboswitch
receptor could directly influence the rapidly expanding
list of regulatory mechanisms involving non-coding
RNAs. For example, by regulating the expression or processing of miRNAs, hormone-binding riboswitches could
change gene expression profiles on a large scale.
At an intermediate level, riboswitches could regulate
protein coding RNAs as in the example posed for CRK10.
Through alternative splicing the level of expression and
even the primary protein structure can be controlled. In
these cases, the form and level of the protein product is
the first step in the signal transduction cascade. In the
event that the target mRNA encodes a signaling molecule, as for CRK10, signal integration could occur. In this
example, both nuclear perception of cytokinin and extracellular perception of a currently unknown ligand both
impact the final activity of the intracellular CRK10 kinase
domain.
In reality the number of conceivable expression platforms is virtually limitless. It seems likely that nature
has bent the versatility of riboswitches to a useful purpose in eukaryotic signal transduction. Thus, it is essential that further studies be carried out to experimentally
determine the breadth of riboswitch ligands.
Author’s Response
We are grateful for the thoughtful comments provided
by our reviewers. We believe that the caution raised by
these critiques, coupled with our illustration of the idea,
frame the work well. A number of important bioinformatics studies including natural adenine aptamer based
searches, RNA fold-modeling, consultation with the protein, alternative splicing, and gene ortholog databases, as
suggested in review, would be essential for any group
further considering this idea. Experimentation would of
course be the surest approach as indicated in the text
and in review. Here we wish to reiterate to any group
considering this hypothesis that a complete bioinformatic analysis would be wise before embarking on
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experimentation. Meanwhile, all of our annotated files
are available upon request.
The emphasis of riboswitch research on metabolic signaling is not surprising considering the original discovery
of riboswitches in that field, and the wealth of clear
examples described in that context. Here, we suggest that
a diversity of small signaling compounds might interact
with riboswitches. In review it was well put that the difference is arbitrary - but this is an important aspect of
our hypothesis. We do not argue a fundamental difference between how metabolic or developmental signaling
molecules would interact with a riboswitch, we argue
context. Indeed there are an astounding number of candidate compounds. In our case, the fact that an RNA
sequence (albeit an artificial one) could bind to a cytokinin-like ligand was a compelling observation that had not
been noted in the existing literature. It will be interesting
to see if the functional breadth of riboswitches expands
in years to come. If not, it will be interesting to learn
what is special about metabolites and their riboswitches
that makes the relationship exclusive.

Reviewer’S Comments
Reviewer 1: Anthony M. Poole

This manuscript reports a meta-analysis aimed at trying
to identify candidate cytokinin-riboswitches. The authors
began with four published SELEX-derived sequences
identified as capable of binding N6-(5-carboxypentyl)adenine because this molecule is similar to cytokinins. They
then screened the Arabidopsis genome for sequences
that match the core aptamer sequence at 7 of 10 nucleotides. Next they scanned expression data sets for
sequences that both carry candidate aptamer sequences
and which show a two-fold expression change following
cytokinin treatment. They identify seven expressed
sequences, one of which was present in the fist intron of
the CRK10 gene. The authors then develop a hypothesis
on the possible existence of cytokinin riboswitches.
The premise here is that the aptamer sequences that
have elsewhere been shown to bind adenine-related
molecules will be associated with cytokinin binding in
plants. This requires that the primary sequence is a sufficiently strong signal that identification of such sequences
in genes that show altered expression can be used to
identify plausible cytokinin-riboswitch candidates. This
hypothesis is certainly possible, and the results of the
analyses are intriguing. However, this really is a case
where the proof is in the pudding - there is every chance
that the CRK10 aptamer is a false positive, and what is
really required is experimental analysis.
The authors provide no indication as to whether any
available expression data are consistent with their
hypothesis. A quick examination of cDNA data for this
gene on tair.org (and in a few other datasets) did not
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reveal any evidence for alternative transcripts consistent
with the model described, and I found no 2D proteomics data supporting the existence of a truncated protein product, likewise predicted by the model. My
screens were in no way complete and are therefore not
evidence against this hypothesis, but given that the analyses presented can at best only be considered circumstantial evidence, it would seem more productive for the
authors, one of whom is an experimental molecular
biologist working with Arabidopsis, to pursue an experimental approach to this question rather than presenting
a preliminary set of meta-analyses. Given that many of
the experimental tests the authors propose are routine
in molecular biology labs, initial tests seem well within
their expertise.
In lieu of experimental data, I think an examination of
the false-positive discovery rate is also essential. Possible
ways to get a sense of false-positive rates might be to
repeat the search using shuffled or random aptamer
sequences (the reverse, i.e. genome shuffling, may be
trickier as intron-exon structure and CDS integrity
would need to be retained). Another would be to randomly re-label equivalent sized sets of expressed
sequences as cytokinin-regulated, and rescreen.
Against this backdrop of uncertainty over the validity
of the aptamer sequence screen, if the authors are able
to find evidence of evolutionarily conserved candidate
cytokinin-riboswitches, that would certainly add some
weight to their proposal. Identification of candidate
aptamer sequences conserved between orthologues
across several plant species would certainly be an intriguing result.
Reviewer 2: Rob Knight

In this manuscript, the authors propose that riboswitches might exist that bind cytokinins. The evidence
in support of this contention is as follows. First, aptamers have been selected against a range of biological
targets, including many molecules that are analogs of
nucleotides or contain nucleotide bases as components.
Second, riboswitches, which include an aptamer domain,
are important agents for regulation in all three domains
of life, although more examples have been found to date
in the bacteria than in the other two domains. Third,
cytokinins are adenine analogs, and are therefore plausible targets for RNA (or, indeed, DNA) aptamers to bind.
Finally, expression analyses and binding site searches for
known aptamers to an N6-substituted adenine shows
that there are some transcripts that are regulated by
cytokinins and also contain oligonucleotides matching
the cores of these binding sites (although more extensive bioinformatics searches for an expression platform
or, generally, alternate stable states, e.g. using the
Vienna package or related tools, were not performed).
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The authors therefore propose that there are binding
sites for cytokinins in Arabadopsis that are essentially
the same as those identified by SELEX for related compounds. The main novelty claimed is that the hypothesis
proposes that riboswtiches could be identified that bind
small-molecules that are used as hormones, rather than
closely related small-molecules that are used as metabolities, which could perhaps be seen as a somewhat arbitrary distinction.
Overall, the hypothesis is plausible, although I am not
convinced that the hypothesis itself is sufficiently noteworthy to warrant publication as there are numerous
classes of molecules that might plausibly be regulated by
riboswitches but have not yet been shown to be so regulated in particular species or lineages. Additionally, substantially more statistical testing would be needed in
order to rule out the possibility of chance matches in
the binding site, and to show a specific association
between transcripts containing the binding site and
transcripts that are upregulated. I would strongly encourage the authors to experimentally test whether the
transcripts they identify as containing the core motif
actually bind adenine analogs (especially because the
cost of synthesizing the relevant oligos with a T7 promoter is now so low) rather than publishing this as a
hypothesis piece.
Reviewer 3: Mikhail Gelfand

One of the most intriguing problem of riboswitches is
the fact that none of them, to the exclusion of the THIelement (the TPP-binding riboswitch), have been
observed outside bacteria. If not for the THI-element,
one could easily assume that the riboswitch distribution
is simply limited to the Eubacteria. Even THI-elements
in the archeal Thermoplasma species could be explained
by horizontal gene transfer from the Eubacteria. But the
TPP riboswitches regulating splicing the plans and fungi
seem ancient.
To address this problem, many groups repeatedly tried
to identify new riboswitches in Eukaryotes, without
obvious success. The authors of the hypothesis extend
the search from metabolic enzymes to genes regulated
by plant hormones, correctly noting that the chemical
structure of the latter make it quite plausible that they
could directly bind RNA aptamers.
The problem is, the bioinformatics analysis purported
to corroborate the hypothesis seems insufficient. Firstly,
the authors use as a search template SELEX-generated
aptamers, while none of known natural riboswitches
resembles in structure artificially synthesized aptamers
for the same compounds. Secondly, the search pattern is
rather weak and does not take into account secondary
structure, hence leaving space for numerous false positives. Thirdly, no control analyses were made (e.g. with
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random patterns of the same information content and
search conditions). Further, no structural rearrangements of the candidate riboswitch have been presented,
nor a model for its interaction with the splicing-related
motifs, nor analysis of its conservation in related species.
Finally, the analysis of implications of changes in splicing and its consequences is based on rather weak evidence, again not supported by comparative genomic
analysis.
Hence, while the hypothesis may be of interest, I feel
that the presented analysis is insufficient as an independent corroboration, and essentially the papers remains a
pure speculation.
Author details
1
Saint Louis University, Department of Biology, 235 Macelwane Hall, 3507
Laclede Ave St. Louis, MO 63103, Saint Louis, MO 63110, USA. 2Saint Louis
University, Department of Biology, 226 Macelwane Hall, 3507 Laclede Ave.,
St. Louis, MO 63103, USA.
Authors’ contributions
BD laid the foundation for the generation of the hypothesis. JG performed
the bioinformatic review. JG and BD developed the final, hypothetical model
and wrote the manuscript.
Author’s Information
BD teaches a course in Advanced Molecular Biology. Preparations for this
class gave rise to the insights discussed in this manuscript. JG was a student
in this class and became interested in developing the idea further.
Competing interests
The authors declare that they have no competing interests.
Received: 1 October 2010 Accepted: 20 October 2010
Published: 20 October 2010
References
1. Tuerk C, Gold L: Systematic evolution of ligands by exponential
enrichment: RNA ligands to bacteriophage T4 DNA polymerase. Science
1990, 249:505-510.
2. Wilson DS, Szostak JW: In vitro selection of functional nucleic acids. Annu
Rev Biochem 1999, 68:611-647.
3. Cerchia L, de Franciscis V: Nucleic acid-based aptamers as promising
therapeutics in neoplastic diseases. Methods Mol Biol 2007, 361:187-200.
4. Jayasena SD: Aptamers: an emerging class of molecules that rival
antibodies in diagnostics. Clin Chem 1999, 45:1628-1650.
5. Mandal M, Breaker RR: Adenine riboswitches and gene activation by
disruption of a transcription terminator. Nature Structural and Molecular
Biology 2003, 11:29-35.
6. Mandal M, Boese B, Barrick JE, Winkler WC, Breaker RR: Riboswitches
control fundamental biochemical pathways in Bacillus subtilis and other
bacteria. Cell 2003, 113:577-586.
7. Winkler WC, Cohen-Chalamish S, Breaker RR: An mRNA structure that
controls gene expression by binding FMN. Proc Natl Acad Sci USA 2002,
99:15908-15913.
8. Winkler W, Nahvi A, Breaker RR: Thiamine derivatives bind messenger
RNAs directly to regulate bacterial gene expression. Nature 2002,
419:952-956.
9. Nahvi A, Barrick JE, Breaker RR: Coenzyme B12 riboswitches are
widespread genetic control elements in prokaryotes. Nucleic Acids Res
2004, 32:143-150.
10. Rodionov DA, Vitreschak AG, Mironov AA, Gelfand MS: Regulation of lysine
biosynthesis and transport genes in bacteria: yet another RNA
riboswitch? Nucleic Acids Res 2003, 31:6748-6757.
11. Epshtein V, Mironov AS, Nudler E: The riboswitch-mediated control of
sulfur metabolism in bacteria. Proc Natl Acad Sci USA 2003, 100:5052-5056.

Page 11 of 12

12. Barrick JE, Corbino KA, Winkler WC, Nahvi A, Mandal M, Collins J, Lee M,
Roth A, Sudarsan N, Jona I, Wickiser JK, Breaker RR: New RNA motifs
suggest an expanded scope for riboswitches in bacterial genetic control.
Proc Natl Acad Sci USA 2004, 101:6421-6426.
13. Block KF, Hammond MC, Breaker RR: Evidence for Widespread Gene
Control Function by the ydaO Riboswitch Candidate. J Bacteriol 2010,
192:3983-9.
14. Giuliodori AM, Di Pietro F, Marzi S, Masquida B, Wagner R, Romby P,
Gualerzi CO, Pon CL: The cspA mRNA is a thermosensor that modulates
translation of the cold-shock protein CspA. Mol Cell 2010, 37:21-33.
15. Winkler WC: Riboswitches and the role of noncoding RNAs in bacterial
metabolic control. Curr Opin Chem Biol 2005, 9:594-602.
16. Sudarsan N, Barrick JE, Breaker RR: Metabolite-binding RNA domains are
present in the genes of eukaryotes. Rna 2003, 9:644-647.
17. Cheah MT, Wachter A, Sudarsan N, Breaker RR: Control of alternative RNA
splicing and gene expression by eukaryotic riboswitches. Nature 2007,
447:497-500.
18. Bocobza S, Adato A, Mandel T, Shapira M, Nudler E, Aharoni A: Riboswitchdependent gene regulation and its evolution in the plant kingdom.
Genes Dev 2007, 21:2874-2879.
19. Miller CO: Evidence for the natural occurrence of zeatin and derivatives:
compounds from maize which promote cell division. Proc Natl Acad Sci
USA 1965, 54:1052-1058.
20. Sakakibara H: Cytokinins: activity, biosynthesis, and translocation. Annual
Review of Plant Biology 2006, 57:431-449.
21. Perilli SML, Sabatini S: The molecular basis of cytokinin function. Curr Opin
Plant Biol 2010, 13:21-26.
22. Haberer G, Kieber JJ: Cytokinins. New insights into a classic
phytohormone. Plant Physiol 2002, 128:354-362.
23. Taya Y, Tanaka Y, Nishimura S: 5’-AMP is a direct precursor of cytokinin in
Dictyostelium discoideum. Nature 1978, 271:545-547.
24. Akiyoshi DE, Klee H, Amasino RM, Nester EW, Gordon MP: T-DNA of
Agrobacterium tumefaciens encodes an enzyme of cytokinin
biosynthesis. Proc Natl Acad Sci USA 1984, 81:5994-5998.
25. Takei K, Sakakibara H, Sugiyama T: Identification of genes encoding
adenylate isopentenyltransferase, a cytokinin biosynthesis enzyme, in
Arabidopsis thaliana. J Biol Chem 2001, 276:26405-26410.
26. Rahayu YS, Walch-Liu P, Neumann G, Romheld V, von Wiren N, Bangerth F:
Root-derived cytokinins as long-distance signals for NO3–induced
stimulation of leaf growth. J Exp Bot 2005, 56:1143-1152.
27. Inoue T, Higuchi M, Hashimoto Y, Seki M, Kobayashi M, Kato T, Tabata S,
Shinozaki K, Kakimoto T: Identification of CRE1 as a cytokinin receptor
from Arabidopsis. Nature 2001, 409:1060-1063.
28. To JP, Kieber JJ: Cytokinin Signaling: two-components and more. Trends
in Plant Science 2008, 13:85-96.
29. Meli M, Vergne J, Decout JL, Maurel MC: Adenine-aptamer complexes: a
bipartite RNA site that binds the adenine nucleic base. J Biol Chem 2002,
277:2104-2111.
30. Gilbert SD, Love CE, Edwards AL, Batey RT: Mutational analysis of the
purine riboswitch aptamer domain. Biochemistry 2007, 46:13297-13309.
31. Kim JN, Breaker RR: Purine sensing by riboswitches. Biol Cell 2008,
100:1-11.
32. Priyakumar UD, MacKerell AD Jr: Role of the adenine ligand on the
stabilization of the secondary and tertiary interactions in the adenine
riboswitch. J Mol Biol 2009, 396:1422-1438.
33. Weinberg Z, Wang JX, Bogue J, Yang J, Corbino K, Moy RH, Breaker RR:
Comparative genomics reveals 104 candidate structured RNAs from
bacteria, archaea, and their metagenomes. Genome Biol 2010, 11:R31.
34. Barrick JE: Predicting riboswitch regulation on a genomic scale. Methods
Mol Biol 2009, 540:1-13.
35. Singh P, Bandyopadhyay P, Bhattacharya S, Krishnamachari A, Sengupta S:
Riboswitch detection using profile hidden Markov models. BMC
Bioinformatics 2009, 10:325.
36. Altschul SF, Madden Thomas L, Alejandro A, Schäffer JZ, Zhang Zheng,
Miller Webb, Lipman DJ: Gapped BLAST and PSI-BLAST: a new generation
of protein database search programs. Nucleic Acids Res 1997,
25:3389-3402.
37. NASC’s International Affymetrix Serivce. [http://affymetrix.arabidopsis.info/
narrays/experimentbrowse.pl].
38. Chen Z: A superfamily of proteins with novel cysteine-rich repeats. Plant
Physiol 2001, 126:473-476.

Grojean and Downes Biology Direct 2010, 5:60
http://www.biology-direct.com/content/5/1/60

Page 12 of 12

39. Du L, Chen Z: Identification of genes encoding receptor-like protein
kinases as possible targets of pathogen- and salicylic acid-induced
WRKY DNA-binding proteins in Arabidopsis. Plant J 2000, 24:837-847.
40. Depuydt S, Dolezal K, Van Lijsebettens M, Moritz T, Holsters M, Vereecke D:
Modulation of the Hormone Setting by Rhodococcus fascians Results in
Ectopic KNOX Activation in Arabidopsis. Plant Physiol 2008, 146:1267-1281.
41. Walters DR, McRoberts N, Fitt DL: Are green islands red herrings?
Significance of green islands in plant interactions with pathogens and
pests. Biological reviews of the Cambridge Philosophical Society 2008,
83:79-102.
42. Wingler A, Roitsch T: Metabolic regulation of leaf senescence: interactions
of sugar signalling with biotic and abiotic stress responses. PLant Biology
2008, 10:50-62.
43. Lewis BP, Green RE, Brenner SE: Evidence for the widespread coupling of
alternative splicing and nonsense-mediated mRNA decay in humans.
Proc Natl Acad Sci USA 2003, 100:189-192.
44. Mitrovich QM, Anderson P: Unproductively spliced ribosomal protein
mRNAs are natural targets of mRNA surveillance in C. elegans. Genes &
Development 2000, 14:2173-2184.
45. Morrison M, Harris KS, MB R: smg mutants affect the expression of
alternatively spliced SR protein mRNAs in Caenorhabditis elegans. Proc
Natl Acad Sci USA 1997, 94:9782-9785.
46. Ji G, Zheng J, Shen Y, Wu X, Jiang R, Lin Y, Loke JC, Davis KM, Reese GJ,
Li QQ: Predictive modeling of plant messenger RNA polyadenylation
sites. BMC Bioinformatics 2007, 8:43.
47. Tian B, Pan Z, Lee JY: Widespread mRNA polyadenylation events in
introns indicate dynamic interplay between polyadenylation and
splicing. Genome Res 2007, 17:156-165.
48. Shen Y, Ji G, Haas BJ, Wu X, Zheng J, Reese GJ, Li QQ: Genome level
analysis of rice mRNA 3’-end processing signals and alternative
polyadenylation. Nucleic Acids Res 2008, 36:3150-3161.
49. Borner GH, Lilley KS, Stevens TJ, Dupree P: Identification of
glycosylphosphatidylinositol-anchored proteins in Arabidopsis. A
proteomic and genomic analysis. Plant Physiol 2003, 132:568-577.
50. Hammann C, Westhof E: Searching genomes for ribozymes and
riboswitches. Genome Biol 2007, 8:210.
51. Regulski EE, Breaker RR: In-line probing analysis of riboswitches. Methods
Mol Biol 2008, 419:53-67.
52. Eisenhaber B, Wildpaner M, Schultz CJ, Borner GH, Dupree P, Eisenhaber F:
Glycosylphosphatidylinositol lipid anchoring of plant proteins. Sensitive
prediction from sequence- and genome-wide studies for Arabidopsis
and rice. Plant Physiol 2003, 133:1691-1701.
53. Orlean P, Menon AK: Thematic review series: lipid posttranslational
modifications. GPI anchoring of protein in yeast and mammalian cells,
or: how we learned to stop worrying and love glycophospholipids. J
Lipid Res 2007, 48:993-1011.
doi:10.1186/1745-6150-5-60
Cite this article as: Grojean and Downes: Riboswitches as hormone
receptors: hypothetical cytokinin-binding riboswitches in Arabidopsis
thaliana. Biology Direct 2010 5:60.

Submit your next manuscript to BioMed Central
and take full advantage of:
• Convenient online submission
• Thorough peer review
• No space constraints or color figure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at
www.biomedcentral.com/submit

