
Translational Regulation of Cytoplasmic mRNAs

Authors: Roy, Bijoyita, and Arnim, Albrecht G. von

Source: The Arabidopsis Book, 2013(11)

Published By: The American Society of Plant Biologists

URL: https://doi.org/10.1199/tab.0165

BioOne Complete (complete.BioOne.org) is a full-text database of 200 subscribed and open-access titles
in the biological, ecological, and environmental sciences published by nonprofit societies, associations,
museums, institutions, and presses.

Your use of this PDF, the BioOne Complete website, and all posted and associated content indicates your
acceptance of BioOne’s Terms of Use, available at www.bioone.org/terms-of-use.

Usage of BioOne Complete content is strictly limited to personal, educational, and non - commercial use.
Commercial inquiries or rights and permissions requests should be directed to the individual publisher as
copyright holder.

BioOne sees sustainable scholarly publishing as an inherently collaborative enterprise connecting authors, nonprofit
publishers, academic institutions, research libraries, and research funders in the common goal of maximizing access to
critical research.

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



The Arabidopsis Book © 2013 American Society of Plant Biologists

First published on July 18, 2013: e0165. doi: 10.1199/tab.0165

Translational Regulation of Cytoplasmic mRNAs

Bijoyita Roya,c, and Albrecht G. von Arnima,b,1

aDepartment of Biochemistry, Cellular and Molecular Biology, The University of Tennessee, Knoxville, TN 37996-0840
bGraduate School of Genome Science and Technology, The University of Tennessee, Knoxville, TN 37996-0840
cCurrent address: University of Massachussetts Medical School, Worcester, MA 01655-0122, USA. 
1Address correspondence to vonarnim@utk.edu

Translation of the coding potential of a messenger RNA into a protein molecule is a fundamental process in all living cells 
and consumes a large fraction of metabolites and energy resources in growing cells. Moreover, translation has emerged as 
an important control point in the regulation of gene expression. At the level of gene regulation, translational control is utilized 
to support the specific life histories of plants, in particular their responses to the abiotic environment and to metabolites. 
This review summarizes the diversity of translational control mechanisms in the plant cytoplasm, focusing on specific cases 
where mechanisms of translational control have evolved to complement or eclipse other levels of gene regulation. We begin 
by introducing essential features of the translation apparatus. We summarize early evidence for translational control from the 
pre-Arabidopsis era. Next, we review evidence for translation control in response to stress, to metabolites, and in develop-
ment. The following section emphasizes RNA sequence elements and biochemical processes that regulate translation. We 
close with a chapter on the role of signaling pathways that impinge on translation. 

1. SCOPE

In recent years, proteomics projects have made great strides in de-
tecting and quantifying the levels of individual proteins in Arabidop-
sis. However, these and other experiments have also revealed that 
the correlation between mRNA transcript levels and protein levels 
across the proteome is modest. More surprisingly, even a change 
in mRNA level for a single gene does not necessarily result in the 
expected change in the corresponding protein level (Bärenfaller et 
al., 2008; Piques et al., 2009; Bärenfaller et al., 2012). The incom-
plete coupling between mRNA and protein levels must be attributed 
primarily to variable translation and variable protein turnover. This ar-
ticle synthesizes the evidence for translational control, and explains 
the potential mechanisms of translational regulation in plants.

We begin by briefly reviewing the molecular biochemistry of 
translation, including the roles of the ribosome and the transla-
tion factors, and touch on a few plant-specific concepts, but only 
to the degree needed to understand the following section. An in-
sightful and balanced summary of the plant translation apparatus 
was presented recently (Muench et al., 2012). The main section 
on translational control will begin with historical findings from the 
pre-Arabidopsis era before delving into more recent progress, pri-
marily from Arabidopsis. Aspects of translational control that have 
been covered well in recent reviews are not described in full detail 
here, for example on control of translation by sucrose (Hummel et 
al., 2009), on ribonucleoprotein complexes (Bailey-Serres et al., 

2009), the TOR kinase pathway (Dobrenel et al., 2011), eukaryotic 
initiation factor eIF2a phosphorylation (Hey et al., 2010; Immanuel 
et al., 2012), ribosomal effects on development (Horiguchi et al., 
2012), and on comparing plant with non-plant processes (Munoz 
and Castellano, 2012). In keeping with an article on Arabidopsis, 
we do not consider translational control of plant viruses and virus 
resistance (Dreher and Miller, 2006; Robaglia and Caranta, 2006; 
Nicholson and White, 2011; Echevarria-Zomeno et al., 2013). Ar-
ticles linking translation factors with higher-level processes, such 
as growth and development, are generally omitted unless there is 
specific evidence for regulation at the mRNA level. Also excluded 
is the entire body of work on translational control in the chloroplast 
and mitochondria. 

2. BIOCHEMICAL CONTEXT FOR TRANSLATIONAL 
CONTROL IN THE CELL

The decoding of the mRNA by the ribosome is a complex process 
that requires a plethora of initiation, elongation, and termination 
factors (Hinnebusch and Lorsch, 2012), some of which serve as 
endpoints for translational regulation. The structure of an mRNA 
is defined by the sites of transcription initiation and termination on 
the chromosome, the splicing pattern, and by 3’ end processing 
and polyadenylation. The expression level of the mRNA is set by 
the rates of transcription and degradation (Figure 1). After export 
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of the mRNA from the nucleus (Xu and Meier, 2008; Meier and 
Brkljacic, 2009) it is generally ready to be translated. However, on 
occasion, mRNAs are first transported to specific subcellular sites 
(Banerjee et al., 2009). Subcellular targeting of secretory mRNAs 
to the ER is well appreciated, but other examples are sparse, with 
the exception of storage protein mRNAs that have been studied 
extensively (Okita and Choi, 2002; Washida et al., 2009). 

mRNAs that are bound by ribosomes are termed polysomes 
(see glossary for definitions). The translation state of the mRNA is 
a composite of ribosome occupancy and ribosome density, which 

can both be measured by polysome fractionation (see Box). Oc-
cupancy refers to the fraction of the mRNA found in polysomes, 
while density refers to the average number of ribosomes per 
length of mRNA. It should be appreciated that ribosome density 
does not necessarily predict the protein production rate. After all, 
a high ribosome density may be the result of effective transla-
tion initiation, but may also be due to slow elongation. However, 
ribosome density is considered to be a good proxy for protein 
production because, as far as we know, translation regulation at 
the initiation stage is more common than at the elongation stage. 
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Figure 1. Concept map of the cell biology of RNA.

After processing of the primary transcript by splicing, capping, and polyadenylation has been completed in the nucleus (1), the mature mRNA is exported 
into the cytoplasm through the nuclear pore complex (2). In the process, the nuclear cap binding protein is replaced with the eIF4F complex. mRNA is 
translated on ribosomes associated with the endoplasmic reticulum (3) or on free cytosolic ribosomes (4, 5, 7). RISC complexes with small RNAs as 
sequence-specific guide RNAs have endonuclease activity or may inhibit translation directly (7). XRN exonucleases degrade uncapped mRNA from the 5’ 
end, while the CCR4/Caf complex degrades poly(A) tails. The exosome exonuclease degrades non-polyadenylated mRNA from the 3’ end. DCP1/DCP2/
Varicose have decapping activity. Nonsense-mediated decay is a quality control process that identifies aberrant mRNAs, often based on a premature ter-
mination codon (5). mRNAs may be remodeled by the Lsm ring complex and may be sequestered into a variety of cellular mRNP particles (6). Processing 
(P-) bodies contain decapping enzymes. Stress granules (not shown) form transiently after heat stress and other stresses. 
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be considered competing pathways. The cytoplasmic mRNA de-
capping machinery in Arabidopsis consists of the catalytic subunit 
DCP2, its coactivators DCP1 and DCP5, a cofactor, VARICOSE 
(Xu et al., 2006; Xu and Chua, 2009, 2011), and a highly conserved 
Lsm ring complex (Perea-Resa et al., 2012). 

2.1. Plants Observe the Scanning Model of Translation

The plant cytosolic translation apparatus consists of ribosomes, as-
sociated translation factors, and tRNAs. Most of the plant translation 
machinery resembles that of other higher eukaryotes such as hu-
man and yeast. Translation follows Kozak’s scanning model (Figure 
2) (Kozak, 1992; Hinnebusch and Lorsch, 2012). For the remain-
der of this section, recent references are cited simply to serve as a 
primer into the plant literature, since the factual statements qualify 
as pan-eukaryotic textbook knowledge. The 5’ cap of the mRNA is 
recognized by the eIF4F complex, which consists of the cap bind-
ing protein, eIF4E, and a large scaffold protein, eIF4G (Patrick and 
Browning, 2012). In preparation for initiation, the small (40S) subunit 
of the ribosome is loaded with a charged methionyl-tRNA, which is 
delivered by the trimeric GTP-binding protein, eIF2. Several addi-
tional initiation factors, eIF1 and eIF1A, eIF3, and presumably eIF5 
are also preloaded onto the 40S in the form of a multifactor complex 
(Dennis et al., 2009). The 40S subunit of the ribosome is brought to 
the cap by the largest initiation factor, the 13-subunit eIF3 complex 
(Burks et al., 2001). Next, the 40S ribosome scans down the mRNA 
in a 5’ to 3’ direction, a process that is facilitated by the ATP-depen-
dent helicase eIF4A and its cofactor, eIF4B (Bush et al., 2009; Khan 
et al., 2009; Mayberry et al., 2009; Vain et al., 2011). The ribosome 
scans until its initiator tRNA basepairs with an AUG start codon in 
a favorable context (Kozak, 1984, 1989; Sugio et al., 2010), a pro-
cess controlled by the initiation factors eIF1 and eIF1A. Upon start 
codon recognition, the eIF5 protein stimulates GTP hydrolysis by 
eIF2. Most, if not all, eIFs now dissociate from the mRNA. Next, the 
large 60S ribosomal subunit can join. Subunit joining is catalyzed 
by another GTPase, eIF5B, thus completing translation initiation. At 
this stage, the methionyl tRNA resides in the P(eptidyl)-site of the 
assembled 80S ribosome. The A(minoacyl)-site of the ribosome is 
free to bind the second charged tRNA. 

During the subsequent elongation phase, the enzymatic pep-
tidyltransferase activity of the ribosome catalyzes peptide bond 
formation between the two amino acids. The ribosome translo-
cates by one codon, thereby shifting the spent initiator tRNA into 
its E(xit)-site, and opening up a new, empty, A-site. The elonga-
tion factors eEF1 and eEF2 mediate tRNA delivery and ribosome 
translocation, respectively. The elongation cycle repeats until the 
ribosome reaches a stop codon. 

At termination, peptide release requires ribosome release fac-
tors. Translation ends with the separation of the two subunits and 
their dissociation from the mRNA, a process known as recycling. 
The poly(A)binding protein (PABP) forms a bridge with the initiation 
factor eIF4G, thus bending the mRNA into a closed loop, which is 
thought to stimulate the recycling of the post-termination ribosomal 
subunits to the 5’ end of the mRNA for the next round of translation 
(Cheng and Gallie, 2007, 2010). Very recently, a potential trans-
lation termination and ribosome recycling factor homologous to 
metazoan ABCE1 was cloned as SIMPLE LEAF3/RLI2, because 

TOOLS ANd TECHNIquES FOR INvESTIGATING 
TRANSLATIONAL CONTROL

The rate of protein synthesis per unit time can be measured 
by pulse labeling. Plant material is incubated with radioiso-
topically labeled amino acids, usually S35-methionine/cys-
teine, over a series of timepoints. Next, the amount of label 
that has been incorporated into the protein of interest is 
determined by isolating the protein with an affinity reagent 
such as a specific antibody followed by scintillation count-
ing or gel electrophoresis and densitometry. 

Circumstantial evidence for translational control can 
come from comparing the level of mRNA with the rate of 
protein accumulation, keeping in mind that the ratio be-
tween the two also depends on protein turnover. 

Translational efficiency typically scales with ribosome 
loading. Polysomes are fractionated by sucrose gradient 
centrifugation and the ribosome loading of specific mRNAs 
is determined from the distribution of the mRNA across the 
gradient. mRNAs may be detected by northern hybridiza-
tion, quantitative reverse transcription polymerase chain 
reaction (RT-PCR), microarray, or RNA sequencing. Poly-
somal mRNAs may also be isolated by co-immunoprecipi-
tation of mRNAs with tagged ribosomal proteins. 

Reporter gene expression assays reveal the effect of 
specific RNA sequence elements on translation. The dual 
luciferase assay is popular, because the gene of interest 
and its reference gene can be tested in the same protein 
extract. Careful monitoring of the cellular mRNA level is 
advisable when transforming with DNA plasmids. Transfor-
mation with in vitro transcribed, capped mRNA is possible 
in protoplasts. 

Translational regulation may occasionally be recapitu-
lated in an in vitro translation system. The wheat germ ex-
tract has been the only commercially available plant based 
system. An Arabidopsis in vitro translation system was re-
cently derived from callus culture (Murota et al., 2011).

Translation inhibitors: Cycloheximide inhibits eukary-
otic translation elongation by arresting ribosomes on the 
mRNA; as a result, nonsense-mediated decay is inhibited 
and the mRNAs are stabilized. Anisomycin inhibits transla-
tion elongation. Puromycin prematurely terminates trans-
lation, by releasing the incomplete polypeptide from the 
ribosome. Chloramphenicol inhibits elongation by plastid 
ribosomes. 

mRNAs may be sequestered into several types of non-translat-
ed particles, including transport granules (Hamada et al., 2003a), 
stress granules, and processing (P-) bodies. Stress granules form 
transiently during abiotic stress such as heat shock (Nover et al., 
1989). P-bodies contain decapping enzymes, and although recruit-
ment into P-bodies may be reversible, the inherent decapping activ-
ity would slate the mRNA for inactivation and degradation (Goeres 
et al., 2007). Seed storage proteins are clients for P-body mediated 
repression (Xu and Chua, 2009). Decapping and translation can 
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2.2. Aspects of Translation unique to Plants

The basic events of translation are conserved between fungi, 
metazoans, and plants, with a few well-documented plant-specific 
modifications. Most importantly, plants possess two quite distinct 
protein complexes for 5’ cap recognition, a classical eIF4F, and a 
smaller yet more abundant eIFiso4F. Depletion of both eIF4E and 
eIFiso4E in tobacco with RNA interference results in semi-dwarf 
phenotypes and reduces polyribosome loading overall (Combe et 
al., 2005). The reduction in plant growth and development may be 
attributable to an overall reduction in protein synthesis. Likewise, 
mutation of Arabidopsis eIFiso4G reduces the protein synthesis 
rate and causes slower growth and dwarfism (Mayberry et al., 
2009; Lellis et al., 2010). It is noteworthy that the developmental 
phenotypes of a mutation in a core initiation factor, eIFiso4G, do 
not look identical to those of typical ribosomal protein mutations 
(Horiguchi et al., 2012). Ribosomal mutations typically cause 
pointed leaves and a variety of developmental phenotypes that 
are not apparent in the eifiso4g mutant. In other words, defects 
in translation initiation can be genetically uncoupled from more 
global defects in ribosome biogenesis.

The plant eIF4E and eIFiso4E proteins each harbor a pair of 
cysteines, which, when oxidized, form a disulfide bond that may 
impede guanine nucleotide cap binding, suggesting that plant 
eIF4E may function as a redox sensor of translation initiation 
(Monzingo et al., 2007). 

The eIF4F and eIFiso4F complexes differ quantitatively in 
their activities across a panel of client mRNAs, which can be at-
tributed largely to the respective eIF4G isoform (Mayberry et al., 
2009; Martinez-Silva et al., 2012). Different client specificities are 
also apparent for isoforms of eIF4B (Park et al., 2004; Mayberry 
et al., 2009). Therefore any changes in the relative cellular abun-
dance of these eIF isoforms may alter the translation states of 
different mRNAs in the cell. 

The eIF4F complex in particular is targeted by viruses, which 
rely on the translation apparatus of their host. In several virus-
host pairs, the virus preferentially relies on a particular isoform 
of eIF4E for optimal virulence; vice versa, a mutation of the pre-
ferred eIF4E isoform confers resistance to the virus. This well-
documented phenomenon is not covered comprehensively here 
because it has been reviewed periodically elsewhere (Robaglia 
and Caranta, 2006; Wang and Krishnaswamy, 2012). When the 
plant offers two distinct eIF4F isoforms, the virus, being under 
tremendous selection pressure, may evolve quickly to prefer 
one isoform to the other. In this situation, the isoform that is not 
coopted by the virus would remain available for translation of host 
proteins, including those needed to mount an antiviral defense. 

2.3. The Ribosome

The Arabidopsis ribosome possesses a typical complement of 
four ribosomal RNAs and 80 ribosomal proteins, which mostly 
decorate the surface of the ribosomal RNAs. The proteins of the 
Arabidopsis small (RPS) and large (RPL) subunits are encoded 
by between two and seven paralogous genes each. While nearly 
all rRNAs and proteins are highly conserved with other eukary-
otes, there is one plant-specific protein, P3, in the large subunit 
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Figure 2. The translation machinery and selected kinase pathways.

The small subunit of the ribosome (40S) is charged with a methionyl-
tRNAMet with the help of eIF2 (ternary complex) and loaded with addi-
tional initiation factors in the form of a multifactor complex (MFC) to form 
the 43S preinitiation complex (PIC). The PIC is recruited to the 5’ end of 
the mRNA by the cap-binding complex (eIF4F), which consists of a mem-
ber of the eIF4E and eIF4G protein families. eIF4A is a loosely associated 
helicase and eIF4B an accessory protein. The 43S complex scans the 
mRNA in search of an AUG start codon. Upon start codon recognition, 
which is thought to be facilitated by eIF1, eIF5 stimulates GTP hydrolysis 
by eIF2. eIF2 and the other initiation factors dissociate from the 40S. Join-
ing of the 60S large ribosomal subunit is mediated by the GTPase eIF5B. 
Translation elongation involves cycles of tRNA delivery (by eEF1), peptide 
bond formation, and ribosome translocation by one codon (triggered by 
eEF2). Translation termination requires release factors and leads to ribo-
some subunit dissociation from the mRNA. Kinases known to phosphory-
late components of the machinery include casein kinase 2 (CK2), GCN2, 
and S6 kinase. Phosphorylation of eIF2 by GCN2 inhibits the activity of 
eIF2’s guanine nucleotide exchange factor, eIF2B. 

its mutation interferes with leaf lobing in the Arabidopsis relative, 
Cardamine hirsuta (Kougioumoutzi et al., 2013). Under excep-
tional circumstances the ribosome is able to resume scanning 
after termination and reinitiate translation farther downstream on 
the same mRNA, a process with regulatory significance (Wang 
and Wessler, 1998; Ryabova and Hohn, 2000; Roy et al., 2010; 
Schepetilnikov et al., 2011). The molecular events during reinitia-
tion and recycling are just coming into focus in other organisms. 
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(Bailey-Serres et al., 1997). Naming of proteins is not entirely uni-
form in the literature, but a consensus was emerging (Barakat 
et al., 2001; Carroll et al., 2008; Klinge et al., 2012). The recent 
X-ray crystal and cryo-electron microscopy structures of eukary-
otic ribosomes, including that of wheat (Armache et al., 2010a, b) 
have transformed our understanding of ribosome structure and 
will continue to shape future research on this most fundamental 
cellular machine (Klinge et al., 2012; Wilson and Doudna Cate, 
2012). As a result, the locations of 74 ribosomal proteins are now 
known with precision. Proteomic and transcriptomic studies have 
yielded evidence that the isoform profile of ribosomal proteins can 
be modified by cell type, cellular localization, and environmental 
conditions such as pathogens, nitrogen, UV-B light, and sucrose 
(Szick-Miranda and Bailey-Serres, 2001; Whittle and Krochko, 
2009; Falcone Ferreyra et al., 2010; Sormani et al., 2011a; Hum-
mel et al., 2012). In a number of case studies, scientists have had 
reason to conclude that two different protein isoforms confer dif-
ferent functions to the ribosome; however, it is not easy to distin-
guish between the effect of different RNA expression characteris-
tics and the slight differences in amino acid sequences (Barakat 
et al., 2001; Degenhardt and Bonham-Smith, 2008; Falcone Fer-
reyra et al., 2010; Horiguchi et al., 2012). Regulation of ribosome 
functions may also occur through posttranslational modifications. 
While several proteins are phosphorylated, differential phosphor-
ylation is well established only for a small subset, primarily RPS6 
(Bailey-Serres and Dawe, 1996; Williams et al., 2003; Turkina et 
al., 2011), and the biochemical consequence of such modifica-
tions on translation remains unknown. 

3. dIvERSITY OF TRANSLATIONAL CONTROL 
MECHANISMS

3.1. Early Evidence for Translational Control in Plants

At a time when Arabidopsis was still in its infancy as a plant model 
organism, evidence for translational regulation of gene expression 
surfaced in a variety of other plant species. These early observa-
tions established a conceptual framework for translational regula-
tion that would later be explored using the tools of Arabidopsis, 
as explained in a subsequent section. Regulation of translation by 
light was being studied in plants and algae (reviewed in (Wobbe 
et al., 2008)) and was first discovered for Rubisco small subunit 
genes (Berry et al., 1986; Elliott et al., 1989; Berry et al., 1990). 
Of note, the Rubisco model system also proved that translational 
control may be cell-type specific, given that translational control 
contributes to the preferential expression of Rubisco in bundle 
sheath versus mesophyll cells in the C4 plant, amaranth (Patel 
et al., 2006). The light harvesting chlorophyll binding proteins of 
photosystems I and II, as well as ferredoxin, are regulated trans-
lationally. When plants are shifted from light to darkness, these 
and other mRNAs are released from polysomes, some within 
less than 30 minutes (Petracek et al., 1997; Hansen et al., 2001). 
Upon reillumination, their reassembly into actively translating 
polysomes requires photosynthetic electron transport (Petracek 
et al., 1997; Petracek et al., 1998). RNA sequence elements that 
control posttranscriptional regulation of these mRNAs include a 
light regulatory element that mediates reversible translation re-
pression and a CATT repeat in the 5’ untranslated region (UTR) 

of pea ferredoxin, which affects mRNA stability (Hansen et al., 
2001; Bhat et al., 2004). A heat shock protein may stimulate the 
translation of the ferredoxin mRNA under light (Ling et al., 2000). 

Besides light and abiotic stresses to be covered below, 
several other environmental conditions were known to regu-
late translation, i.e. hypoxia, reactive oxygen, and heat. For 
example, under hypoxia, maize polysome loading in general is 
inhibited yet the alcohol dehydrogenase mRNA specifically is in-
duced (Bailey-Serres and Dawe, 1996). In response to reactive 
oxygen, catalase mRNA is regulated by an unusual mechanism, 
methylation of the 5’ cap (Schmidt et al., 2006). Heat shock trig-
gers a rapid and broad inhibition of translation. The heat shock 
response has an interesting cell biological correlate. Upon heat 
shock, many mRNAs are sequestered transiently into stress 
granules. These are ribonucleoprotein complexes that contain 
heat shock proteins in which translation is stalled and mRNA is 
stabilized (Nover et al., 1989; Gallie et al., 1995; Gallie and Pit-
to, 1996; Stuger et al., 1999). The translational block upon heat 
stress is not universal. In heat-shocked barley aleurone cells, 
for example, mRNAs for secreted proteins appear to be affected 
preferentially. Translation of these mRNAs stalls after synthesis 
of the signal peptide and targeting to the ER membrane (Chu 
et al., 1997). In species where the translational block by heat 
shock is more global, it is the heat shock protein mRNAs that 
remain polysomal, due to sequence elements that may reside in 
the 5’ UTR (Dinkova et al., 2005). 

In the early years, only a small number of RNA sequence ele-
ments could be defined in detail, and it was not always obvious 
whether the elements affected only translation, or also RNA sta-
bility, or other events (Kawaguchi and Bailey-Serres, 2005). One 
class of such elements that undoubtedly affect translation are up-
stream open reading frames (uORFs), e.g. in maize R/Lc (Wang 
and Wessler, 1998, 2001). uORFs are most common in mRNAs 
for transcription factors and other regulatory genes and typically 
inhibit translation. Several early case studies demonstrated that 
uORFs can render translation sensitive to small molecules such 
as sucrose or polyamines (Rook et al., 1998b; Hanfrey et al., 
2005) (discussed in more detail below). 

When it comes to identifying sequence elements for trans-
lational control, viruses are a rich source. Because compre-
hensive coverage of viral translation mechanisms such as cap-
independent translational enhancement, alternative initiation, 
shunting, ribosomal frameshifting, and stop codon readthrough 
would go well beyond the scope of this chapter, the reader 
is referred to earlier reviews (e.g. (Dreher and Miller, 2006; 
Ryabova et al., 2006; Nicholson and White, 2011; Simon and 
Miller, 2013). Only a few concepts from Arabidopsis as a host 
species will be mentioned. Viruses vary in their use of a 5’ cap 
and a poly(A) tail, utilizing, for example, a genome linked Vpg 
protein or a tRNA shaped structure instead. Viruses have also 
evolved unconventional mechanisms to stimulate translation 
in the absence of a 5’ cap structure. Many utilize cap-indepen-
dent translational enhancer elements in the 3’ UTR or in the 5’ 
UTR. While cellular mRNAs are thought to form a closed loop 
via the PABP-eIF4G bridge, turnip crinkle virus attracts the 
60S ribosomal subunit via a tRNA like structure in the 3’ UTR, 
which then basepairs with a translational enhancer in the 5’ UTR 
to stimulate translation (Stupina et al., 2008; Zuo et al., 2010; Stu-
pina et al., 2011). It will be interesting to discover whether similar 
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mechanisms are utilized by plant encoded mRNAs. Two sepa-
rate, and fairly unconventional, translational control systems were 
discovered early on in cauliflower mosaic virus, (CaMV, early 
work reviewed in (Hohn and Futterer, 1992)). The CaMV 5’ leader 
contains several short upstream open reading frames (uORFs). 
These do not simply disrupt scanning by 40S ribosomes. Instead, 
the uORFs set the stage for the 40S ribosome to bypass, i.e. 
‘shunt’ past, a large section of the 5’ UTR. The bypassed sec-
tion of the mRNA forms an elaborate stem-loop structure, and the 
post-termination ribosome appears prone to scan past it without 
unfolding it (Fütterer et al., 1993; Dominguez et al., 1998; Poog-
gin et al., 2000; Ryabova and Hohn, 2000). 

CaMV’s second translational anomaly is translation reinitiation 
(Dixon and Hohn, 1984). The CaMV genome gives rise to a single 
long mRNA with multiple protein coding ORFs, an exceptional 
case for any eukaryote. CaMV accomplishes this by stimulating 
the ribosome to reinitiate after translation termination. A viral gene 
product, named transactivator (TAV), which is expressed from a 
monocistronic (single-ORF) mRNA, is required (Bonneville et al., 
1989). TAV binds to polysomes in virus infected cells and directly 
interacts with the g subunit of eIF3 and with the RPL24 protein 
in a manner that is sensitive to eIF4B (Park et al., 2001; Park 
et al., 2004). Remarkably, TAV can stimulate the association of 
the eIF3 complex with the 80S ribosome, an event predicted by 
many models of translation reinitiation (Park et al., 2001; Park 
et al., 2004; Ryabova et al., 2006). TAV does not act alone to 
stimulate translation reinitiation, but in association with a host 
factor, re-initiation supporting protein (RISP), whose biochemical 
interactions suggest that it can bridge between RPL24 on the 60S 
large subunit and eIF3, which is typically bound to the 40S small 
subunit (Thiebeauld et al., 2009). 

These early case studies established that translational con-
trol is accentuated in specific biochemical domains of cellular 
metabolism; that translation is regulated by external conditions, 
especially abiotic stresses; that gene-specific mRNA sequence 
elements must exist; that viruses are particularly poised to utilize 
translational control mechanisms; and finally, that translational 
control might be harnessed in a cell-specific context to regulate 
development. 

3.2. Translational Control in Response to Abiotic Stress

Translation is arguably the most energy-intensive biochemical 
process supporting cell growth. It requires a large fraction of the 
energy budget as well as a reliable supply of all twenty amino ac-
ids. Moreover, the nascent proteins must be folded, assembled, 
covalently modified, and sorted to the correct cellular compart-
ment. In many eukaryotic organisms, bulk translation is impeded 
when an unfavorable physical environment compromises trans-
lation or processing. Likewise, in plants, many abiotic stresses, 
such as osmotic stress (Kawaguchi et al., 2003; Matsuura et al., 
2010b), cause a dramatic change in polysome loading that affects 
the bulk of cellular mRNAs. The effects on translation of several 
environmental conditions have been examined at the global level 
in Arabidopsis; heat and salt (Matsuura et al., 2010a), drought 
(Kawaguchi et al., 2004), cadmium heavy metal (Sormani et al., 
2011b), hypoxia (Branco-Price et al., 2005; Branco-Price et al., 

2008; Mustroph et al., 2009), light and darkness (Juntawong and 
Bailey-Serres, 2012; Liu et al., 2012), as well as sucrose depriva-
tion (Nicolai et al., 2006). In general, the translational response is 
often widespread, yet not universal. In every case, a certain frac-
tion of mRNAs appears to escape from the translational block un-
der the stress. To give one example, upon heat stress, heat shock 
protein mRNAs continue to be actively translated, whereas other 
mRNAs are sequestered into stress granules and translationally 
suppressed (Nover et al., 1989; Matsuura et al., 2010a; Sormani 
et al., 2011a). Some sequence elements responsible for continued 
translation under heat shock reside in the 5’ UTR (Matsuura et al., 
2013). For example, in Arabidopsis HSP81-3, a 47 nucleotide (nt) 
pyrimidine rich element stimulates cap-independent translation af-
ter heat shock (Matsuura et al., 2008). There is evidence that the 
translation initiation machinery is remodeled during heat shock with 
the help of brassinosteroids (Dhaubhadel et al., 2002). 

In response to the stress, certain functional classes of mRNAs 
change their translation state in a coordinated fashion. For ex-
ample, mRNAs for ribosomal proteins are inhibited in response to 
drought and hypoxia (Kawaguchi et al., 2004; Branco-Price et al., 
2008). Ribosomal protein mRNAs have also shown coordinated 
behavior after mutation of a translation factor, albeit in the oppo-
site direction (Kim et al., 2007). Therefore, the ribosomal protein 
mRNAs are strong candidates for a translational “regulon”, de-
fined as a cohort of mRNAs that are regulated translationally in a 
coordinated fashion.

Another possible translational regulon comprises mRNAs for 
photosynthetic proteins destined for the chloroplast. A sudden 
shift of plants from light to darkness in the middle of the day shifts 
many of these mRNAs into the untranslated mRNA pool. First 
detected in tobacco and pea, the ferredoxin-1 (Fed-1) mRNA dis-
sociates from the polysomal ribosome fraction within 20 min of 
shifting plants from light to darkness, followed by mRNA desta-
bilization (Petracek et al., 1997; Dickey et al., 1998; Petracek et 
al., 1998; Petracek et al., 2000; Hansen et al., 2001; Bhat et al., 
2004). Transcriptome-wide analysis in Arabidopsis showed that 
the response reaches far beyond just photosynthetic proteins 
(Juntawong and Bailey-Serres, 2012; Liu et al., 2012). 

We can now begin to ask whether the response profiles to 
the different stresses are essentially the same or different. Such 
analyses are not trivial, in part due to the inherent noise and un-
controlled variables in translational array data from different labo-
ratories. However, the response of Arabidopsis to darkness over-
laps substantially with the response to hypoxia (Juntawong and 
Bailey-Serres, 2012), when GC-rich 5’ UTRs were specifically 
affected. Such a result might indicate shared signaling mecha-
nisms, yet this remains a target for future studies. 

Somewhat less dramatic shifts in translation state have been 
detected in response to virus infection (Moeller et al., 2012) and 
also under normal growth conditions, for example over the course 
of the diurnal cycle (Piques et al., 2009). The hallmarks of sugar 
deprivation are a general decrease in sugar metabolism, nitro-
gen assimilation, protein synthesis, and cell division (Yu, 1999). 
Accordingly, sugar deprivation was shown to cause translational 
repression, primarily affecting genes involved in cell proliferation 
(Nicolai et al., 2006). 

Taken together, environmental conditions as well as nutrient 
status cause extensive differential translation of specific mRNAs. 
As such, translation in plants is sensitive to some of the same 
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stresses as in metazoans and fungi. Strikingly, however, certain 
translational responses that are well established in other eukary-
otes seem to be absent in plants. Following is one example. Un-
der stress conditions that cause misfolding of proteins in the 
endoplasmic reticulum (ER), yeast and mammals phosphorylate 
eIF2a, using a dedicated kinase (PERK), in order to globally 
reduce translation as part of the unfolded protein response. In 
contrast, the Arabidopsis unfolded protein response is not ac-
companied by eIF2a phosphorylation (Kamauchi et al., 2005). 
In fact, no translational block has been detected. Moreover, the 
Arabidopsis genome lacks a recognizable PERK homolog, and 
the only known eIF2a kinase in Arabidopsis, GCN2 (general 
control non-derepressible 2), does not seem to become acti-
vated (Urade, 2007). 

What remains to be elucidated are the mechanisms that lead 
to the selective translation of mRNAs in plant cells. For the re-
sponse to darkness, photosynthetic electron transport is involved 
(Petracek et al., 1997). In yeast and metazoans, a major classical 
signaling pathway for stress responsive translational repression 
operates via the conserved protein kinase GCN2. Upon phos-
phorylation, the GCN2 target protein, eIF2a is inhibited because it 
remains bound to its guanine nucleotide exchange factor, eIF2B. 
Because eIF2a is the essential cofactor for loading a tRNA onto 
the 40S ribosome, translation initiation is broadly inhibited. There 
is evidence for this pathway in plants. First, upon amino acid star-
vation, which occurs when the synthesis of branched chain or 
other amino acids in the plastid is disrupted with a herbicide, the 
Arabidopsis GCN2 kinase is activated and phosphorylates eIF2a 
(Zhang et al., 2003; Lageix et al., 2008; Zhang et al., 2008; Li et 
al., 2013a). This is accompanied by a widespread drop in poly-
some loading of mRNAs. eIF2a phosphorylation and translational 
regulation also occurs in response to challenge with a bacterial 
pathogen (Pajerowska-Mukhtar et al., 2012). In summary, it ap-
pears possible that GCN2 plays a broader role in Arabidopsis 
than in metazoans in response to stresses apart from amino acid 
starvation, although the mechanism for how these stresses ac-
tivate GCN2 remains unclear. Quite possibly, different stresses 
and different protein kinases communicate information from the 
environment onto the translation machinery through a network 
of interactions rather than separate pathways (Hey et al., 2010). 

3.3. Translational Control in development

Compared to animals, where translational control is known to 
operate in various cases of development and cell differentia-
tion, for example, egg cells, embryos, and neurons, translation-
al control of plant development is largely unexplored territory. 
During pollen development, for example, mRNAs that were 
synthesized prior to the dormancy of the pollen grain may be 
stored in an inactive, untranslated, form, only to be activated 
in response to pollen germination (Hulzink et al., 2002; Hon-
ys et al., 2009; Wang and Okamoto, 2009). Moreover, several 
translation factors and ribosomal proteins have pollen-specific 
isoforms, which may potentially contribute to translational regu-
lation in the pollen. Likewise, in the male gametophyte of the 
water fern, Marsilea, mRNAs are translationally repressed due 
to intron retention. mRNAs become translationally activated as 

introns are removed, a process that also requires exon junction 
complex components (Hart and Wolniak, 1999; van der Weele 
et al., 2007; Boothby et al., 2013). 

Transcriptome-wide datasets that contain evidence for cell-
type specific translation of mRNAs have been collected by ri-
bosome immunoprecipitation. In detail, translational inhibition 
in response to hypoxia is cell type specific for certain clusters 
of transcripts (Mustroph et al., 2009). Many additional cases of 
developmental control of translation may remain hidden in the 
form of differences in mRNA abundance between cell specific 
transcriptome and cell specific translatome data (Birnbaum et al., 
2003; Mustroph et al., 2009; Jiao and Meyerowitz, 2010). 

Are there any specific developmental mechanisms dedicated 
to the translational regulation of mRNAs? If so, classical forward 
genetic analysis has not revealed them. Instead, complex infor-
mation on this topic has surfaced from mutants in the basal trans-
lation apparatus, i.e. the ribosome and certain initiation factors. 
Many but not all mutations in ribosomal proteins tend to cause 
a defect in expansion growth of the leaf lamina leading to char-
acteristic pointed cotyledons and first leaves (Horiguchi et al., 
2012). This defect can probably be attributed to a reduction in 
bulk translation efficiency and should not be considered evidence 
for translational regulation of development because it is also 
observed in mutants of nucleolar ribosome biogenesis proteins 
(Kojima et al., 2007). On the other hand, some ribosomal protein 
mutations more specifically affect leaf polarity (Byrne, 2009; Hori-
guchi et al., 2012) judged by their enhancing the rather mild leaf 
polarity defects of mutations in the transcription factors AS1 or 
AS2 (Pinon et al., 2008; Yao et al., 2008), for example mutations 
in ribosomal proteins RPL10a, RPL5, RPL28, and RPL9 (Pinon 
et al., 2008; Yao et al., 2008). A related situation has been ob-
served for RPS6A and B, where double heterozygotes show leaf 
polarity defects (Creff et al., 2010). It should be noted that not 
all rpl and rps mutations have these same effects. For example, 
mutations in RPS10B and RPL27aC appear to be more directed 
at meristem defects although leaf polarity defects are also evident 
(Szakonyi and Byrne, 2011; Stirnberg et al., 2012).

Horiguchi and coworkers recently proposed an insightful and 
detailed framework to interpret the growth and developmental 
phenotypes of ribosomal protein mutations, outlining three mo-
lecular models. Such mutations may reveal the effect of ribosome 
insufficiency (ribosome function is generally too low), ribosome 
heterogeneity (an isoform of the ribosome that carries out a spe-
cialized function is compromised), or ribosome aberrancy (the 
mutant ribosome is defective in a specific way (Horiguchi et al., 
2012)). Ribosome insufficiency is most likely the reason for the 
embryo lethality and the pointed leaf phenotypes that are charac-
teristic of severe ribosomal protein mutations. Ribosome hetero-
geneity at the structural level is a fact of life in the plant cell, given 
that all ribosomal proteins exist in multiple paralogous isoforms. 
However, whether the two paralogs confer different functions on 
the ribosome is generally unclear (Horiguchi et al., 2012). When 
mutations of two different paralogs display different phenotypes, 
this could easily be due to different expression characteristics of 
the two isoforms, rather than different biochemical functions of 
the isoforms as postulated by the ribosome heterogeneity con-
cept. Ribosome aberrancy can be viewed as a more nuanced 
form of ribosome insufficiency. Consider that, during translation, 
the ribosome performs a plethora of individual steps on thou-

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



8 of 23 The Arabidopsis Book

sands of mRNAs in order to optimally support cell function. It is 
self-evident that two given ribosomal mutations will often cause 
two different biochemical problems, for example a problem during 
initiation versus elongation. One can postulate that the translation 
of mRNAs that differ in their nucleotide sequence will be compro-
mised in different ways by the two mutations. Furthermore, given 
that transcriptomes are cell type specific, the translation defects 
of the two aberrant mutants may also be cell type specific, and 
therefore developmentally distinct, as well. 

In light of the detailed crystal structures of the ribosome, it is 
reasonable to ask whether the developmentally relevant ribosomal 
proteins (Horiguchi et al., 2012) colocalize in the ribosome, pos-
sibly near the mRNA channel in the top half of the ribosome. How-
ever, this is not the case (Klinge et al., 2012). The relevant pro-
teins are distributed over much of the ribosome surface, including 
the front edge, as defined by the direction of movement along the 
mRNA (from top to bottom, RPS18, RPS10, RPL9, RPL24, RPS6) 
and the rear edge (RPL27a, RPL23a, RPS13, RPL38), without any 
clear pattern (Figure 3). A few mutated proteins reside away from 
the subunit interfaces on the solvent side (RPL5, RACK1, RPL4, 
RPL28, RPS15a). Only one mutated protein is clearly located on 
the subunit interface, RPL10 (Klinge et al., 2012). In summary, the 
reason why certain ribosomal mutations cause seemingly specific 
developmental defects remains to be resolved.

3.4. Translational Control by Metabolites

Translational control of gene expression occurs primarily at the 
level of initiation, but can also take place later, during elongation 
or termination. An elegant gene-specific case of exceptional elon-
gation control has been worked out through a combination of in 
vivo and in vitro analyses for the cystathione gamma synthetase 
mRNA (CGS1), the first committed step in methionine biosynthe-
sis. In the case of CGS1, a 14 amino acid region in the center 
of the polypeptide renders translation elongation sensitive to the 
end product of the pathway, S-adenosyl methionine (SAM). An 
exciting conclusion that emerged from these data is that SAM it-
self appears to interact with the nascent CGS1 polypeptide in the 
ribosome exit tunnel. Autoregulated arrest of translation elonga-
tion then leads to mRNA degradation at sites defined by stacking 
of stalled ribosomes (Murota et al., 2011; Onoue et al., 2011). 

The remainder of this section focuses on metabolic control of 
translation initiation. All of the five examples involve uORFs, which 
often overlap with each other. As we will see, such patterns of over-
lapping uORFs are emerging as a paradigm for regulatory logic gates 
that can make gene expression sensitive to small molecules. As 
the first example, translation efficiency of the phosphatidyl-choline 
biosynthetic enzyme, phosphoethanolamine N-methyltransferase 
is dramatically reduced by phosphocholine via a conserved-pep-
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Figure 3. Localization of ribosomal proteins on the solvent side of the wheat 40S (A) and 60S (B) ribosomal subunits.

The images showing ribosomal proteins were created using PyMol (www.pymol.org), and are based on Protein Data Bank codes 31Z6 and 31ZR (Arm-
ache et al., 2010a and b). Putative positions of RPS10 and RPS6 have been highlighted based on available yeast and mammalian ribosome structures 
(Klinge et al., 2012).
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tide uORF (CP-uORF) in its 5’ UTR (Tabuchi et al., 2006; Alatorre-
Cobos et al., 2012). A second case exemplifies how uORF-me-
diated regulation can be linked to nonsense-mediated decay. The 
Arabidopsis AtMHX1 gene encodes a vacuolar magnesium/zinc 
- proton antiporter. Translation of its uORF triggers mRNA turnover 
via nonsense-mediated decay (David-Assael et al., 2005; Nyiko 
et al., 2009; Saul et al., 2009). Third, many of the mRNAs that 
are responsible for polyamine synthesis or function are subject to 
translational regulation by uORFs. Polyamines are small organic 
polycations that bind RNA, affect start codon recognition, and 
serve as substrate for certain post-translational modifications in 
the cell (Ivanov et al., 2010). S-adenosylmethionine decarboxylase 
(AdoMetDC) catalyzes a commitment step in the pathway leading 
to the end product, polyamine. Importantly, polyamines cause end 
product repression of AdoMetDC at the translation level (Hanfrey 
et al., 2002; Hanfrey et al., 2003; Hanfrey et al., 2005), arguably 
the best understood model system for metabolic control of trans-
lation. The AdoMetDC mRNA harbors two conserved overlapping 
uORFs in its 5’ leader, a highly conserved ‘short’ uORF of 48–55 
codons and a tiny uORF of 2 to 3 codons that overlaps the AUG of 
the short uORF. This pair of uORFs forms the basis of a negative 
feedback model for AdoMetDC translation. Under conditions of low 
polyamine concentration, the scanning ribosome recognizes the 
AUG of the tiny uORF, translates past the AUG of the short uORF, 
and, after translation termination, reinitiates efficiently at the down-
stream AdoMetDC ORF, thereby increasing AdoMetDC activity 
and raising the polyamine level in the cell. When polyamine levels 
are sufficiently high, the scanning ribosome ignores the AUG of the 
tiny uORF, which is in a weak context, and therefore recognizes the 
stronger AUG of the short uORF. Because the short uORF does 
not allow reinitiation, the downstream AdoMetDC ORF is not trans-
lated (Hanfrey et al., 2005). 

Another case study of uORF-mediated regulation, likewise 
related to polyamine regulation, was discovered around a con-
served-peptide CP-uORF in the bHLH transcription factor SAC51, 
which supports stem elongation in Arabidopsis. In this case, poly-
amine is needed to suppress the uORF and allow SAC51 trans-
lation. Under a physiological polyamine level, this uORF is sup-
pressed, allowing expression of SAC51. This case was dissected 
by classical forward genetic analysis. For example, a premature 
stop codon in the SAC51 uORF was discovered as a suppressor 
mutation of the acaulis5 polyamine biosynthesis mutant (Imai et 
al., 2006). The shortening of the uORF is expected to make it less 
inhibitory for SAC51 expression. The second suppressor of acau-
lis5 is a mutation in ribosomal protein RPL10A; the mechanism of 
its action is less clear (Imai et al., 2008). 

Finally, uORF-mediated sucrose sensing has come forth as 
another translational regulatory mechanism for metabolite sig-
naling (Hanson et al., 2008; Hummel et al., 2009; Thalor et al., 
2012). The Arabidopsis AtbZip11 mRNA harbors four uORFs in 
its 5’ leader (Rook et al., 1998b; Rook et al., 1998a; Wiese et 
al., 2004). The translation of AtbZip11 is repressed in response 
to sucrose by virtue of the peptide encoded by uORF2 (Wiese et 
al., 2004; Rahmani et al., 2009). AtbZip11 regulates amino acid 
and sugar metabolism, indicating that translational control by the 
transport form of sugar, sucrose, remodels carbon and nitrogen 
pathways (Hanson et al., 2008). 

Taken together, a variety of small molecule metabolites can 
regulate the translation of specific mRNAs, and in most cases a 

uORF or uORF cluster is required. With the exception of CGS1, 
the biochemical mechanism of metabolite recognition, which may 
be indirect or direct, remains to be elucidated. 

3.5. Sequence Elements that drive Translational Control

The mRNA sequence elements that govern translational regulation 
of plant mRNAs are generally not well defined. Why is this so? On 
those occasions when sequence elements are known to function 
at the post-transcriptional level, it is often not clear whether the 
element affects translation, RNA stability, or RNA localization. Ele-
ments known to drive RNA localization (zipcodes) affect translation 
indirectly. Many translational control elements have been inferred 
on theoretical grounds, because they contain non-canonical start 
codons (Kobayashi et al., 2001; Wamboldt et al., 2009), a short 
coding region (uORF), or because they are conserved (Hayden 
and Jorgensen, 2007; Tran et al., 2008; Jorgensen and Dorantes-
Acosta, 2012; Vaughn et al., 2012). In contrast, rather few plant 
translational control elements have been identified de novo by 
experimental structure-function analysis. RNA structures that 
regulate translation are very well appreciated in viruses (Zuo et 
al., 2010; Nicholson and White, 2011; Stupina et al., 2011), but 
barely characterized for plant mRNAs (Niepel et al., 1999; Wang 
and Wessler, 2001; Hulzink et al., 2002; Li et al., 2012). 

In the following, we summarize pertinent concepts of trans-
lational control by uORFs, alternative initiation codons, motifs 
for cap-independent initiation, and miRNAs, emphasizing recent 
findings (Kawaguchi and Bailey-Serres, 2005) (Figure 4). 

3.5.1 uORFs

uORFs are prevalent in 5’ UTRs of mRNAs for transcription fac-
tors and kinases, among others, suggesting they play an important 
role in regulating gene expression, growth and development. For 
example, several auxin response transcription factors (ARFs) har-
bor uORFs in their 5’ UTR, which render the translation dependent 
on the translation reinitiation machinery (Nishimura et al., 2005; 
Zhou et al., 2010; Schepetilnikov et al., 2013). uORFs fall into three 
classes; (i) the uORF encoded peptide may act in trans; (ii) it may 
have a conserved peptide and act in cis; (iii) the uORF may have 
a non-conserved, presumably inert, coding region that simply acts 
as a translational barrier before the main ORF.

(i) Trans-acting uORF peptides are those that can affect ex-
pression of an RNA molecule different from the one that gave 
rise to it. They are rare. The best example comes from the Medi-
cago truncatula MtHAP2 mRNA, which encodes a transcription 
factor of the CCAAT enhancer binding protein class. A uORF 
peptide encoded by the MtHAP2 mRNA binds to the 5’ leader, 
which causes the subsequent degradation of its transcript in the 
meristematic zone of the Medicago nodule (Combier et al., 2006; 
Combier et al., 2008). It is debatable whether this case should 
even be regarded as an example for a trans-acting uORF pep-
tide, since the peptide regulates its own mRNA. 

(ii) Cis-acting conserved peptide uORFs (CP-uORFs) are un-
common. The uORFs in this class, some of which were discussed 
in detail in the section on metabolic regulation, are typically con-
served at the peptide level across the dicot and monocot plant lin-
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eages (Hayden and Jorgensen, 2007; Tran et al., 2008; Jorgensen 
and Dorantes-Acosta, 2012; Vaughn et al., 2012). Most conserved 
peptides that have been examined strongly inhibit translation. By 
inference from prior studies on CP-uORF peptides in animals and 
fungi, these peptides are hypothesized to stall the ribosome, thus 
blocking the progression of upstream ribosomes or suppressing 
reinitiation. The number of CP-uORFs is estimated at only a few 
dozen per genome. 

(iii) uORFs with non-conserved peptides represent the vast 
majority of uORFs. About 35% of Arabidopsis genes give rise to 
a uORF-containing mRNA, and about half of these have multiple 
uORFs (Kim et al., 2007). This fraction is similar in all other plant 
genomes examined (Vaughn, Jia, and von Arnim, unpublished). 
Thus, the Arabidopsis genome encodes an estimated 23,463 
uORFs, a number in the same league as the number of main 
ORFs. It is difficult to assess whether the position or sequence 
of these uORFs is actively conserved. Over long evolutionary 
timescales, the peptides appear unconstrained by selection as 
judged by synonymous to non-synonymous codon bias, but short 
timescales have yet to be examined. However, the presence of 
non-CP-uORFs is often conserved (Vaughn et al., 2012). 

Upstream ORFs must be translated regularly, since AUG triplets 
in any context can be recognized by the scanning ribosome most 
of the time (Lukaszewicz et al., 1998; Sugio et al., 2010), and re-
cent ribosome footprinting studies in yeast and metazoan mRNAs 
have proven that existing uORFs regularly engage ribosomes, 
sometimes even initiating on non-AUG triplets (Ingolia et al., 2009; 
Ingolia et al., 2011). Non-AUG initiation is probably fairly common in 
plants as well (Gordon et al., 1992; Kobayashi et al., 2002). Where 

examined, uORFs suppress translation in a length dependent man-
ner (Wiese et al., 2004; Nyiko et al., 2009; Roy et al., 2010). In de-
tail, uORFs of more than 25 codons strongly inhibit translation while 
uORFs shorter than 5 often cause no or barely noticeable inhibition. 

Generally speaking, it is rare for mutations in uORFs to 
emerge from genetic screens (Imai et al., 2006). This is most like-
ly because the uORF presents a small target, and premature stop 
codons are usually needed for a dramatic effect, and the resulting 
gain-of function phenotypes may be mild. Vice versa, mutations 
that generate uORFs must create an AUG in the 5’ UTR, a rare 
event. Most such cases will generate uORFs that are fairly short 
and therefore not highly inhibitory. 

3.5.2 Alternative translation initiation sites

Some mRNAs possess more than one translation initiation site 
for the main ORF, leading to multiple protein isoforms that differ 
in their amino-terminal amino acid sequence. The two isoforms 
often differ in their subcellular targeting. The shorter isoform may 
be targeted to mitochondria, while the longer isoform tends to be 
targeted to the plastid. The alternative upstream initiation site can 
even take the form of a non-AUG start codon, or it may be an 
AUG in a weak context (Kobayashi et al., 2001; Kobayashi et al., 
2002; Chabregas et al., 2003; Silva-Filho, 2003; Christensen et 
al., 2005; Wamboldt et al., 2009). Two related cases deserve spe-
cial attention. In the regulator of flowering, FCA, the 5’ UTR se-
quence directs all productive ribosomes to initiate at an upstream 
non-AUG start codon (Simpson et al., 2010). Second, holocar-
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Figure 4. Schematic of post-transcriptionally active sequence elements in a generic mRNA. 

Not all elements will be present in every mRNA. (1) The 5’ end of the mRNA consists of the 7-methyl-guanosine cap bound by the eIF4 complex. (2-5) The 
5’ leader may possess an RNA stem loop and stem loop binding protein (2), an upstream open reading frame (uORF) (3), or a translation enhancer motif 
(4), or a miRNA binding site (5). (6-8) The main open reading frame may commence with a noncanonical start codon (6) or a canonical AUG start codon 
(7) and may bear an exon junction complex (8). The open reading frame depicted here terminates with UGA as a stop codon. (9-12) The 3’ untranslated 
region (3’UTR) may harbor a miRNA target site (9), a zipcode element (10) for mRNA localization, or a structural element bound by RNA binding protein 
(11). The poly(A) tail is bound with poly(A) binding protein (12). Ribosomal subunits are indicated by tan ovals.
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boxylase synthetase is required for post-translational modifica-
tion with biotin, and the enzyme is found in plastids, mitochondria 
and cytosol. In this interesting case, the typical unspliced form of 
the mRNA harbors a uORF, which suppresses initiation at the first 
AUG of the main ORF, possibly because the first AUG is located 
too close to the uORF stop codon for efficient reinitiation. Mean-
while, a rare spliced form of the mRNA lacks the uORF, allowing 
initiation at the first AUG of the main ORF and leading to organel-
lar targeting - an elegant system that combines alternative splic-
ing, uORF-mediated regulation and alternative translation initia-
tion (Puyaubert et al., 2008). 

3.5.3 Cap-independent translation initiation

Metazoans have a rich literature on internal ribosome entry sites 
(IRESs), which are RNA sequence elements downstream from the 
5’ cap with high affinity for the ribosome. A canonical IRES attracts 
the 40S by placing a specific codon into the ribosomal P-site, ob-
viating the requirements for both eIF4E and for scanning (Jackson 
et al., 2010). In plants, cap-independent elements are common in 
viruses, which often lack a 5’ cap (Miller et al., 2007), but where 
tested they still require eIF4E or eIF4G. In nuclear- encoded plant 
mRNAs, the experimental evidence for classical IRESs is poor. To 
date, such elements qualify as cap-independent, i.e., they may still 
involve eIF4E and scanning (Vanderhaeghen et al., 2006; Mar-
danova et al., 2008). For example, the preferential translation of 
a heat shock protein mRNA at high temperature is mediated by a 
feature of its 5’ UTR that renders its translation cap-independent 
(Stuger et al., 1999; Dinkova et al., 2005; Matsuura et al., 2008; 
Matsuura et al., 2013). 

3.5.4 miRNAs

In contrast to the situation in animals, where miRNAs gener-
ally regulate translation rather than mRNA turnover, most plant 
miRNAs trigger at least some mRNA cleavage via the AGO/slicer 
degradation pathway. Translational regulation by miRNAs does 
occur, however, and may even be widespread, in addition to or in 
lieu of mRNA cleavage (Brodersen et al., 2008; Beauclair et al., 
2010). As is the case in animals, incomplete sequence comple-
mentarity between the miRNA and the target mRNA is sufficient 
for translational repression. This finding suggests that ‘orphan’ 
miRNAs, those for which no target sequences have been identi-
fied, may function as translational regulators. However, transla-
tional repression is not confined to just those miRNAs with incom-
plete basepairing to their target (Brodersen et al., 2008). Even 
siRNAs may function as translational inhibitors. The first report 
of translational repression by a plant miRNA concerned miR172 
and its target APETALA2, a homeotic gene specifying identities 
of the sepals and petals during flower development (Aukerman 
and Sakai, 2003; Chen, 2004). Unlike most other floral homeotic 
genes, AP2 mRNA is detected in all four floral whorls. Therefore, 
translational repression of AP2 by a cognate miRNA would be a 
logical step to confine expression of the AP2 protein to the cor-
rect region. In keeping with this, AP2, other targets of miRNA172, 
and targets of miRNAs in general tend to be poorly translated 
in flowers (Jiao and Meyerowitz, 2010). Likewise, in the case of 

the Arabidopsis SBP-box transcription factor, SPL3, translational 
regulation mediated by its miR156/157 might serve to restrict its 
expression during the vegetative to floral transition where ectopic 
SPL3 overexpression causes morphological abnormalities (Gan-
dikota et al., 2007). 

Additional evidence for translational effects of miRNAs has come 
from genetic analysis. Mutations that uncouple the miRNA-mediat-
ed mRNA cleavage from translational regulation have unveiled a 
role for the P-body associated GW protein, SUO (Yang et al., 2012), 
the decapping factor VARICOSE (VCS)/Ge-1, the microtubule as-
sociated protein, katanin, and the ARGONAUTE proteins AGO1 
and AGO10 (Brodersen et al., 2008). Very recently, two proteins 
named AMP1 and LAMP1, which are located in the ER membrane, 
were shown to be critical for miRNA- and AGO1-mediated transla-
tional repression (Li et al., 2013b). Surprisingly, the clients of AMP1 
and LAMP1 were not just secretory mRNAs but even free mRNAs, 
which were however, physically localized to membrane vesicles in 
these experiments. Together, these findings suggest that yet again, 
translational control is integrated with other RNA events, in this case 
decapping and sequestration of mRNAs into translationally inert P-
bodies and/or endomembrane vesicle surfaces.

The translational repression by plant miRNA was first detect-
ed based on discrepancies between mRNA and protein levels 
(Aukerman and Sakai, 2003). More direct biochemical evidence 
for translational repression came from the observation that some, 
though not all, miRNAs are associated with polysomes, and so is 
the AGO1 protein, a component of the silencing effector complex. 
Inhibiting the slicing function of AGO1 yields an increase in mRNA 
level, but no increase in protein, suggesting that the miRNA con-
tinues to repress translation (Lanet et al., 2009). 

In summary, it is becoming increasingly evident that miRNAs 
can inhibit translation. However, as in animals, the mechanism 
remains unclear (Gu and Kay, 2010; Stadler et al., 2012). Surpris-
ingly, miRNAs can inhibit translation regardless of whether they 
target the 5’UTR, the coding sequence, or the 3’UTR. In fact, the 
great majority of plant miRNAs bind to protein coding sequences, 
rather than 3’ or 5’ UTRs. A mechanism to explain translational 
repression by these miRNAs will have to account for the high 
processivity and helicase activity of the elongating ribosome.

3.6. Translational Control by RNA Binding Proteins, RNA 
Localization, and via Nonsense-Mediated decay

3.6.1 RNA binding proteins

Plant genomes code for hundreds of RNA binding proteins, 
which function in diverse processes from rRNA processing, 
mRNA transport and localization, to mRNA processing such 
as alternative splicing, or polyadenylation. In the plastid, pro-
teins with pentatricopeptide repeat (PPR) domains and other 
RNA binding proteins regulate functions such as mRNA editing, 
translation, and turnover (Jacobs and Kuck, 2011). In contrast, 
for cytosolic mRNAs, we know little about how RNA binding 
proteins might affect translation. One rather exceptional case 
is the recent discovery of an RNA binding protein named PNT1 
(PENTA1) that mediates the translational repression of proto-
chlorophyllide reductase (PORA) mRNA by phytochrome in re-
sponse to light (Paik et al., 2012). Here we will inspect the roles 
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of three types of protein with evidence for a translational role in 
the cytoplasm: PUF proteins, poly(A) binding proteins, and RNA 
localization factors.

The PUF domain is a well defined RNA binding domain 
pioneered by Drosophila pumilio (Francischini and Quaggio, 
2009; Tam et al., 2010). Arabidopsis possesses 29 PUF protein 
genes, but few potential target mRNAs are known (Francischini 
and Quaggio, 2009; Muench et al., 2012). The canonical PUF 
target motif contains a UGUA core, a motif that also functions 
in human nuclear polyadenylation (Yang et al., 2010). Interest-
ingly, UGUA motifs are among the most highly conserved 3’ 
UTR sequence motifs in dicots (Vaughn et al., 2012). PUF pro-
teins are deeply involved in translational control in metazoans. 
However, in plants, the only PUF protein with an experimen-
tally defined cell biological function helps with ribosomal RNA 
expression in the nucleolus (Abbasi et al., 2010). Thus, the 
contribution of plant PUF proteins to mRNA translation awaits 
experimental support.

Poly(A) binding protein (PABP) stimulates translation of 
mRNAs bearing a 3’ poly(A) tail, by recruiting and raising the con-
centration of eIF initiation factors (Cheng and Gallie, 2007, 2010). 
PABP stimulates cap-binding by the eIFs (Wei et al., 1998; Luo 
and Goss, 2001) and RNA helicase activity of eIF4A (Bi and Goss, 
2000). Arabidopsis has eight PABP genes, subsets of which are 
expressed in reproductive and vegetative tissues. PABP may au-
toregulate its own translation by negative feedback, given that 
several PAB 5’ UTRs have stretches of adenines long enough to 
recruit PABP (Belostotsky, 2003). PABP is differentially phosphor-
ylated, which affects its interactions with eIF4F and eIF4B (Le et 
al., 2000). PABP also interacts with other potential translational 
regulatory proteins, such as PCI6 (PABP-C-terminus interact-
ing6) and ERD15 (EARLY RESPONSE TO DEHYDRATION15) 
(Wang and Grumet, 2004; Bravo et al., 2005). In summary, PABP 
bound to the poly(A) tail stimulates translation initiation, and most 
likely ribosome recycling rather than the primary initiation event. 
By way of its copy number on the mRNA and its size, it greatly 
increases the surface area of the 3’ mRNP complex beyond that 
of a single-stranded poly(A) strand. It is conceivable that its mul-
tiple interaction partners could serve to integrate diverse cellular 
signals to regulate translation. 

3.6.2 Restricted translation due to mRNA localization

mRNA translation must occasionally be coordinated with mRNA 
localization. The targeting of secretory mRNAs to the rough ER, 
with the signal recognition particle functioning as the signal-pep-
tide receptor, constitutes the textbook example. A few other spe-
cialized cases are known in plants, and these add several new 
facets. Generally, one expects that a localized mRNA harbor a 
sequence element akin to a zipcode that governs the asymmetric 
distribution of the mRNA. Where characterized, zipcode elements 
are single stranded motifs or double stranded stem loop struc-
tures that are typically located in the untranslated regions of the 
transcript (Kislauskis and Singer, 1992; Hamada et al., 2003b). 

In plants, the targeting of two types of storage protein mRNA 
has been studied extensively in rice (Crofts et al., 2005; Washida 
et al., 2012). Prolamine mRNAs are targeted to a special subdo-
main of the ER, where prolamine protein bodies form. Targeting 

of prolamine mRNA requires active translation and a zipcode se-
quence located in the 3’UTR (Choi et al., 2000). Among the many 
RNA binding proteins associated with these mRNAs, a Tudor-SN 
protein is involved in mRNA localization to protein bodies (Wang 
et al., 2008). For comparison, glutelin mRNA is targeted to the 
regular cortical cisternal ER, and glutelin protein enters the se-
cretory pathway toward protein storage vacuole. Glutelin mRNAs 
have their own zipcode elements (Hamada et al., 2003b; Washi-
da et al., 2009). Both types of mRNA form cytoskeleton associ-
ated granules that move along cytoskeletal elements (Muench et 
al., 1998; Muench et al., 2000; Okita and Choi, 2002; Wang et al., 
2008; Washida et al., 2009). 

Polarized tip growth in plants also utilizes localized translation, 
analogous to neurons. Expansin mRNAs localize to the growing 
edges of developing xylem cells, which may be important for the 
asymmetric growth of the xylem cell walls (Im et al., 2000). Ex-
pansin mRNA and profilin (actin-binding protein) mRNA also ac-
cumulate at the growing tip of root epidermal cells destined to 
become root hairs (Baluska et al., 2000). Given that mRNA local-
ization is rarely examined, there may be many additional cases. 

3.6.3 Translation and nonsense-mediated decay

Plant mRNAs with a premature termination codon (PTCs) can 
become targets of nonsense-mediated decay (NMD), a pan-eu-
karyotic mRNA surveillance process. Such mRNAs are devoid of 
ribosomes for much of their length, which leads to their degrada-
tion (Petracek et al., 2000; Isshiki et al., 2001; Yoine et al., 2006). 
Alternatively, blocking ribosome progression with cycloheximide 
also triggers NMD, e.g. (Song et al., 2009). Either an exception-
ally long 3’ UTR or an intron-splice site, which is presumably 
marked by an exon junction complex, are sufficient to trigger 
NMD of an mRNA with a PTC (Kerenyi et al., 2008). Biochemical 
components of the plant NMD machinery include UPF1, UPF2, 
and UPF3, SMG7, as well as the exon-junction complex subunits, 
Y14, PYM, eIF4A-III, and Mago (Merai et al., 2012). Recently it 
was described that NMD is guided by polypyrimidine tagging of 
the mRNA at the 3’ end, which stimulates ribosome release from 
such mRNAs (Morozov et al., 2012). The cellular location of the 
NMD machinery is not entirely clear. However, SMG7 can be de-
tected in P-bodies, which are sites of mRNA decapping and a 
waystation for mRNA degradation.

Typical NMD targets include mis-spliced mRNAs, as well as 
the alternatively spliced versions of mRNAs for SR proteins and 
GRP7 splicing factors, which often possess PTCs (Schoning 
et al., 2007; Palusa and Reddy, 2010). However, not all intron-
retention mRNAs trigger NMD (Kalyna et al., 2012). In addition, 
many noncoding RNAs are subject to NMD (Kurihara et al., 
2009). Perhaps surprisingly, uORFs are not always potent trig-
gers of NMD, even though the uORF stop codon masquerades 
as a PTC. In fact, only unusually long uORFs (50 codons, (Nyiko 
et al., 2009)), uORFs that overlap the main ORF (Kalyna et al., 
2012), and certain conserved uORFs (Saul et al., 2009; Ray-
son et al., 2012) trigger efficient NMD, while shorter non-overlap 
uORFs (15 or 30aa) did not (Nyiko et al., 2009), especially in 
intron-less mRNAs. This is consistent with the hypothesis that 
long uORFs and overlapping uORFs severely suppress transla-
tion reinitiation, thereby leaving the main ORF untranslated and 
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prone to trigger NMD. Meanwhile, short uORFs allow reinitia-
tion, thus the main ORF will be translated albeit at a reduced 
level, which suppresses NMD. 

3.7. Signaling Pathways Implicated in Translational 
Control–TOR, S6K, GCN2, RACK1

In light of our sparse mechanistic knowledge about translational 
control in plants it is appropriate to take a leaf from other eukary-
otes and assess whether the hypotheses founded on metazoan 
and yeast research are valid in plants. One major pathway that 
controls the translation machinery in metazoans is stimulated 
by extracellular signals such as insulin, and proceeds via a ki-
nase cascade, including PI-3-Kinase, Akt kinase, TOR kinase, 
and S6 kinase (S6K), eventually phosphorylating a variety of 
components of the translation initiation machinery (Laplante and 
Sabatini, 2012). Key elements of this pathway, namely TOR and 
S6K, exist in Arabidopsis, and the pathway must play a critical 
role in the regulation of plant growth and development. As seen 
below, however, the upstream signals that stimulate this pathway 
in plants and the precise downstream targets at the translation 
level are only beginning to come into focus. 

While several components of the translation machinery are 
phosphorylated, among others, poly(A) binding protein and 
eIF4E (Le et al., 2000; Pierrat et al., 2007), the responsible ki-
nases are known in only a few cases. Casein kinase 2 (CK2) is 
one such exception. In contrast to other pathways in this section, 
phosphorylation by CK2, specifically of eIF5, has the potential 
to regulate translation directly, namely by regulating interaction 
between components of the multifactor complex (Dennis and 
Browning, 2009). This final section of the review will elaborate on 
TOR/S6K, briefly revisit GCN2 kinase, and conclude with a sum-
mary of another emerging translational regulator, the RACK1 
protein. 

3.7.1 TOR kinase

The TOR – S6 kinase signaling pathway has been studied exten-
sively in animals and yeast where it governs the phosphorylation 
of a number of components of the translation apparatus. Hor-
mones, growth factors, amino acids and the energy status of the 
cell, all impinge on this pathway (Laplante and Sabatini, 2012). 
In animals, TOR stimulates translation in part by phosphorylat-
ing the inhibitory eIF4E binding proteins (Thoreen et al., 2012) 
but no equivalent proteins have been detected in plants. Several 
components of the TOR pathway have, however, been identified 
in Arabidopsis. This topic has been reviewed regularly (Menand 
et al., 2004; Dobrenel et al., 2011; Robaglia et al., 2012) and is 
therefore summarized only in broad strokes here. Besides TOR 
kinase itself, Arabidopsis encodes two other components of the 
TORC1 complex, the substrate adapter protein, RAPTOR, the 
LST8 protein, and an FK506 binding protein FKP12 (Anderson 
et al., 2005; Moreau et al., 2012; Xiong and Sheen, 2012). Arabi-
dopsis also encodes a major client of TOR in yeast and animals, 
the ribosomal protein S6 kinase (Mahfouz et al., 2006) and a 
downstream phosphatase component, Tap46, known from yeast 
(Ahn et al., 2011). Loss of function of Arabidopsis TOR (AtTOR) 

or RAPTOR both result in embryo lethality (Deprost et al., 2005; 
Deprost et al., 2007). Moreover, silencing of AtTOR, or inhibition 
of its activity with rapamycin or torin, causes leaf senescence, 
arrests organ growth, and reduces ribosomal RNA synthesis and 
translation. In contrast, overexpression of TOR enhances growth 
of the root and shoot and increases seed production (Deprost et 
al., 2007; Ren et al., 2011; Ren et al., 2012; Xiong and Sheen, 
2012; Xiong et al., 2013) consistent with a role for AtTOR in 
growth control. 

The input signals for the TOR pathway include energy bal-
ance and glucose status (Robaglia et al., 2012; Xiong and Sheen, 
2012; Xiong et al., 2013) osmotic stress, and auxin. In response 
to auxin, TOR kinase activity leads to phosphorylation of S6K, a 
canonical target of TOR in other organisms, and of eIF3h, a puta-
tive reinitiation factor (Schepetilnikov et al., 2013). TOR is also 
implicated in translation reinitiation on the polycistronic mRNA of 
cauliflower mosaic virus, given that the RISP reinitiation factor 
can be a substrate for TOR kinase (Schepetilnikov et al., 2011). 
In contrast, in response to osmotic stress, S6K phosphorylation 
is inhibited (Mahfouz et al., 2006). These data indicate that a 
central kernel of the TOR pathway, i.e. coordinated activation of 
TOR and S6K, is conserved in plants. 

AtTOR, in contrast to its mammalian counterpart, was thought 
to be insensitive to the drug rapamycin, attributed to a mutation 
in the rapamycin-binding, TOR partner protein, FKBP12 (Mah-
fouz et al., 2006). However, the FKBP12 gene does render TOR 
sensitive to rapamycin, as long as FKBP12 is expressed at a suf-
ficient level (Xiong and Sheen, 2012). Cereals are also sensitive 
to the drug (Agredano-Moreno et al., 2007; Schepetilnikov et al., 
2011), and Arabidopsis TOR becomes more sensitive to rapamy-
cin when a human or yeast FK506 binding protein is expressed 
in Arabidopsis (Mahfouz et al., 2006; Sormani et al., 2007; Ren 
et al., 2012). Arabidopsis TOR is also sensitive to the novel 
mammalian TOR inhibitor, Torin1 (Schepetilnikov et al., 2013).

3.7.2 S6 kinase

S6 kinase is named after a prominent substrate protein, the ribo-
somal protein RPS6. The phosphorylation status of RPS6 is higher 
during the day than at night (Turkina et al., 2011), and is also el-
evated by cold (Williams et al., 2003), UV-B exposure (Casati and 
Walbot, 2004) and auxin (Beltran-Pena et al., 2002; Turck et al., 
2004). In contrast, it is reduced by conditions that suppress transla-
tion such as heat (Scharf and Nover, 1982), hypoxia (Williams et 
al., 2003), and reactive oxygen (Khandal et al., 2009; Reinbothe et 
al., 2010). Recent crystal structures revealed the surprising result 
that RPS6 resides on the right (front) foot of the 40S subunit on the 
interface side (Klinge et al., 2012). However, its carboxyl terminus 
bends around to the solvent side of the 40S. This alpha-helical tail, 
whose basic character is conserved between humans and plants, 
is phosphorylated on multiple serines (Turkina et al., 2011). Thus, 
RPS6 is located far away from the mRNA channel of the ribosome. 
In light of the pan-eukaryotic nature of this phosphorylation event, 
it is surprising that the immediate cell biological consequences for 
translation remain largely mysterious (Ruvinsky et al., 2009). The 
existing evidence is largely correlative, tenuous, and often points 
away from translation (Beltran-Pena et al., 2002; Turck et al., 2004; 
Tzeng et al., 2009; Henriques et al., 2010; Shin et al., 2012). 
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A little bit more is known about the roles of S6 kinase, keeping 
in mind that this kinase may have multiple targets. In Arabidopsis, 
S6K is encoded by two tandemly repeated genes. S6K is a direct 
target of TOR and is activated by it (Menand et al., 2002; Xiong 
and Sheen, 2012; Xiong et al., 2013). In addition, a PI3-kinase-
like protein (PDK1) can phosphorylate and regulate S6K (Mah-
fouz et al., 2006; Otterhag et al., 2006). Before genetic tools were 
available, an attempt was made to manipulate the S6K pathway 
using pharmacology. Wortmannin and LY294002, which target 
PI3-kinases, can suppress S6K kinase activity. These data are 
in keeping with the mammalian paradigm that a PI3-kinase and 
TOR kinase function upstream of S6K. In addition, Arabidopsis 
S6 kinase activity is also sensitive to auxin and cytokinin (Turck 
et al., 2004), in keeping with a role for S6K in growth control and 
auxin stimulation of S6 phosphorylation. Is there evidence that 
S6K regulates translation? When S6K activity was suppressed 
by upstream kinase inhibitors, such as wortmannin, the recruit-
ment of mRNAs for RPS6 and RPS18A into the polysome pool 
after refeeding of tissue culture cells was specifically inhibited 
(Turck et al., 2004). However, other evidence points to S6K af-
fecting nuclear events. For example, S6K hypomorphic mutants 
have shown increases in ploidy (Henriques et al., 2010). In con-
trast, overexpression of S6K may shift the balance between cell 
enlargement and cell division towards enlargement (Shin et al., 
2012), which in turn affects development (Tzeng et al., 2009). 
These results suggest that S6K plays a key role in translating 
growth promoting signals to activate protein synthesis and in-
crease cell size, while suppressing the cell cycle.

3.7.3 GCN2

The role of GCN2 has been discussed earlier in the context of the 
stress response. Here we will revisit GCN2 and focus on the bio-
chemical mechanisms. Phosphorylation of eIF2a is a key switch 
in metazoans and yeast that down-regulates protein synthesis in 
response to nutrient starvation or stresses (Wek et al., 2006). One 
plant kinase targeting eIF2a is GCN2 (Zhang et al., 2003; Immanu-
el et al., 2012). In response to herbicide (Zhang et al., 2008), amino 
acid or purine starvation (Lageix et al., 2008), or cadmium stress 
(Sormani et al., 2011b) the Arabidopsis GCN2 kinase (AtGCN2) 
is activated and phosphorylates eIF2a followed by a reduction in 
global protein synthesis (Lageix et al., 2008; Zhang et al., 2008). 
Vice versa, overexpression of GCN2 in wheat causes numer-
ous changes in gene expression and metabolism, most notably 
a reduction in free asparagine, a vehicle for nitrogen transport in 
plants (Byrne et al., 2012). AtGCN2 has a domain similar to his-
tidyl tRNA synthetase (Zhang et al., 2003); accordingly, AtGCN2 
is activated directly by uncharged tRNA, as is the case in yeast 
(Li et al., 2013a). Hence, a general amino acid control response 
is conserved between yeast and plants. However, AtGCN2 is also 
activated in response to UV, cold shock, and wounding, conditions 
that at first glance should not cause amino acid starvation. Fur-
thermore, AtGCN2 is essential for optimal plant growth in stress 
situations (Lageix et al., 2008). Therefore, the plant eIF2a kinase 
most likely evolved to fulfill a more general function as an upstream 
sensor and regulator of diverse stress-response pathways. 

3.7.4 RACK1

RACK1 is most definitively a ribosome-associated protein that 
binds to the back (solvent side) of the small subunit near the 
head (Chang et al., 2005; Giavalisco et al., 2005). This pan-eu-
karyotic WD40 protein was first crystallized using the Arabidop-
sis isoform (Ullah et al., 2008). Outside of plants, RACK1 is now 
known to function in translation and mRNA quality control (Coyle 
et al., 2009; Kuroha et al., 2010). In Arabidopsis, the functional 
link of RACK1 to translation is still tenuous, although rack1 mu-
tants are hypersensitive to the translation inhibitor, anisomycin, 
and are compromised in ribosome assembly (Guo et al., 2011). 
Arabidopsis RACK1 is expressed from three differentially ex-
pressed, yet functionally equivalent, paralogs (Guo and Chen, 
2008; Guo et al., 2011; Hummel et al., 2009). Most of what 
we know comes from physiological analysis of rack1 mutants. 
Rack1 loss of function mutants display various developmental 
defects, specifically slow growth, dwarfism, and seedling-lethal-
ity in rack1a rack1b rack1c triple mutants (Chen et al., 2006; 
Guo and Chen, 2008; Guo et al., 2009). The rack1 mutants are 
less sensitive to gibberellic acid and hypersensitive to abscisic 
acid and show an mRNA expression profile reminiscent of ABA 
application (Guo et al., 2011). Rack1 mutants also have defects 
in sugar responses (Fennell et al., 2012). Given that the rack1 
mutants do not display the hallmarks of typical ribosomal mu-
tants, RACK1 is likely a regulatory component of the ribosome. 
As is true for all other regulators of translation discussed in this 
section, the most exciting discoveries on RACK1 are yet to be 
made. 

4.  CONCLudING REMARKS ANd CHALLENGES FOR 
FuTuRE WORK

The control and regulation of translation are tightly interwoven 
with the basic translation machinery, the ribosome, the initiation, 
elongation, and termination factors. Prime targets for translational 
control in plants are the subunits of eIF4F, eIFiso4F, and eIF2, as 
well as ribosome associated proteins. 

Translational control plays a major role in adjusting gene 
expression to environmental conditions including many types of 
abiotic stress. Fortunately, most of the plant translation machin-
ery and at least some of the peripheral regulatory apparatus is 
conserved with fungi and metazoans. This situation is facilitat-
ing the process of deciphering how the translation machinery 
supports plant growth and development, as well as responses 
to the environment. All said, we are still quite far from under-
standing these processes in detail. One day, the first entire 
pathway, from signal to translational response, will be mapped 
out in its entirety at the biochemical level. This work is still in 
progress.

Many of the biochemical entities and concepts familiar from 
the metazoan literature have yet to found in Arabidopsis and may 
be rare or uncommon: Internal ribosome entry sites, inhibitory 
eIF4E-Binding Proteins, polypyrimidine tract binding proteins, 
mRNA-specific translational inhibition via a 3’-5’ loop that is 
closed by 3’UTR RNA binding protein, and eIF2-mediated trans-
lational inhibition after ER-stress, are some of the concepts for 
which evidence in Arabidopsis is sparse or lacking.
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Many additional challenges remain for future work: As in other 
areas of systems biology, public, well-curated, access to large 
datasets and the integration of data from disparate sources are 
bottlenecks for fully interpreting prior studies. Experimentally, it 
remains difficult to distinguish the relative contribution of trans-
lational and other (post-)transcriptional mechanisms; a simple 
and inexpensive technique to quantify translational efficiency on 
a genome-wide scale is still lacking. At the sequence level, better 
tools are needed to mine genome sequences for zipcodes and 
other RNA-control elements. Finally, plant genomes encode hun-
dreds of yet uncharacterized proteins with RNA binding domains. 
We have only scratched the surface of understanding this com-
plexity. Their presence in plant genomes is a harbinger of future 
discoveries in the posttranscriptional control of gene expression.
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GLOSSARY

MRNA STRuCTuRE

mRNA cap: 7-methyl guanosine group at the 5’ end of eukaryotic mRNAs.

5’ leader: The region upstream of the main ORF of the mRNA, also common-
ly called 5’ untranslated region (UTR). 5’ and 3’ UTR are exonic sequences.

Open reading frame (ORF): Nucleotide sequence delineated by in-frame 
start and stop codon.

Main open reading frame: An ORF that encodes the functional polypep-
tide of an mRNA.

upstream open reading frame (uORF): Short ORF present upstream of 
the main ORF in the 5’ leader.

Polypyrimidine tract: Sequence rich in pyrimidine (C/U) nucleotides in 
the mRNA.

mRNA tail or poly(A) tail: Stretch of adenosine residues at the 3’ end of 
an mRNA.

Polyadenylation: Addition of multiple tandem adenosine monophosphate 
residues to the cleaved 3’ end of the precursor mRNA.

TRANSLATION FuNCTIONS

Ribosome scanning: An ATP-dependent translocation process describ-
ing the movement of the 43S pre-initiation ribosomal complex on the 
5’UTR of an mRNA.

Leaky scanning: A mode of ribosome scanning that can bypass proximal 
AUG start codons, usually in an unfavorable context, to initiate at a down-
stream AUG.

Cap-independent translation enhancer: RNA secondary structural ele-
ment capable of recruiting initiation complexes to an mRNA.

Ribosome shunting: A discontinuous ribosome scanning mechanism 
whereby small ribosomal subunits traversing the 5’UTR circumvent down-
stream RNA structures/sequences to reach the initiation codon.

Initiation codon context: The nucleotide sequence surrounding the start 
codon determining the favorability of translation initiation from that start 
codon.

Cis-acting peptide: Nascent peptide, usually encoded by a uORF, that 
acts to regulate ribosome activity.

Trans-acting peptide: Peptide that regulates the expression of an mRNA 
after its release from the ribosome.

Ribosomal frameshifting: Switching of the reading frame by a single 
nucleotide during 80S ribosome translocation.

Polysomes: mRNA molecules with multiple ribosomes engaged in trans-
lation.

Translational efficiency: Measure of the ability of an mRNA to be trans-
lated.

Transcriptome: All mRNAs of an organism, or a cell, including their 
abundance.

Translatome: All mRNAs found in ribosome complexes and their abun-
dance.

Ribosome (polysome) loading: The coverage of an mRNA with ribo-
somes. Ribosome density and ribosome occupancy are both examples for 
measures of ribosome or polysome loading.

Ribosome density: Average number of ribosomes per length of mRNA.

Ribosome occupancy: Fraction of the mRNA found in polysomes.

Stop codon readthrough: Incorporation of a near-cognate aminoacyl 
tRNA and insertion of an amino acid at a stop codon, leading to polypep-
tide chain elongation.

Reinitiation: Scanning and translation initiation in cis by an undissociated 
post-termination 40S ribosomal complex on the same mRNA.

Ribosome recycling: Dissociation of the post-termination ribosome into 
ribosomal subunits, deacylated tRNA and mRNA, and the use of the re-
leased subunits for additional rounds of translation.

REFERENCES

Abbasi, N., Kim, H.B., Park, N.I., Kim, H.S., Kim, Y.K., Park, Y.I., and 
Choi, S.B. (2010). APUM23, a nucleolar Puf domain protein, is involved 
in pre-ribosomal RNA processing and normal growth patterning in Ara-
bidopsis. Plant J. 64: 960-976.

Agredano-Moreno, L.T., Reyes de la Cruz, H., Martinez-Castilla, L.P., 
and Sanchez de Jimenez, E. (2007). Distinctive expression and func-
tional regulation of the maize (Zea mays L.) TOR kinase ortholog. Mol 
Biosyst. 3: 794-802.

Ahn, C.S., Lee, H.S., and Pai, H.S. (2011). Molecular functions of the 
PP2A regulatory subunit Tap46 in plants. Plant Signal. Behav. 6: 1067-
1068.

Alatorre-Cobos, F., Cruz-Ramires, A., Hayden, C.A., Pérez-Torres, 
C.A., Chauvin, A., Ibarra-Laclette, E., Alva-Cortes, E., Jorgensen, 
R.A., and Herrera-Estrella, L. (2012). Translational regulation of Ara-
bidopsis XIPOTL1 is modulated by phosphocholine levels via the con-
served upstream open reading frame 30. J. Exp. Bot. 63: 5203-5221.

Anderson, G.H., veit, B., and Hanson, M.R. (2005). The Arabidopsis 
AtRaptor genes are essential for post-embryonic plant growth. BMC 
Biol. 3: 12.

Armache, J.P., Jarasch, A., Anger, A.M., villa, E., Becker, T., Bhushan, 
S., Jossinet, F., Habeck, M., dindar, G., Franckenberg, S., Marquez, 
v., Mielke, T., Thomm, M., Berninghausen, O., Beatrix, B., Soding, 

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



16 of 23 The Arabidopsis Book

J., Westhof, E., Wilson, d.N., and Beckmann, R. (2010a). Localization 
of eukaryote-specific ribosomal proteins in a 5.5-A cryo-EM map of the 
80S eukaryotic ribosome. Proc. Natl. Acad. Sci. USA 107: 19754-19759.

Armache, J.P., Jarasch, A., Anger, A.M., villa, E., Becker, T., Bhushan, 
S., Jossinet, F., Habeck, M., dindar, G., Franckenberg, S., Marquez, 
v., Mielke, T., Thomm, M., Berninghausen, O., Beatrix, B., Soding, 
J., Westhof, E., Wilson, d.N., and Beckmann, R. (2010b). Cryo-EM 
structure and rRNA model of a translating eukaryotic 80S ribosome at 
5.5-A resolution. Proc. Natl. Acad. Sci. USA 107: 19748-19753.

Aukerman, M.J., and Sakai, H. (2003). Regulation of flowering time 
and floral organ identity by a MicroRNA and its APETALA2-like target 
genes. Plant Cell 15: 2730-2741.

Bailey-Serres, J., and dawe, R.K. (1996). Both 5’ and 3’ sequences of 
maize adh1 mRNA are required for enhanced translation under low-
oxygen conditions. Plant Physiol. 112: 685-695.

Bailey-Serres, J., Sorenson, R., and Juntawong, P. (2009). Getting the 
message across: cytoplasmic ribonucleoprotein complexes. Trends 
Plant Sci. 14: 443-453.

Bailey-Serres, J., vangala, S., Szick, K., and Lee, C.H. (1997). Acidic 
phosphoprotein complex of the 60S ribosomal subunit of maize seed-
ling roots. Components and changes in response to flooding. Plant 
Physiol. 114: 1293-1305.

Baluska, F., Salaj, J., Mathur, J., Braun, M., Jasper, F., Samaj, J., Chua, 
N.H., Barlow, P.W., and volkmann, d. (2000). Root hair formation: 
F-actin-dependent tip growth is initiated by local assembly of profilin-
supported F-actin meshworks accumulated within expansin-enriched 
bulges. Dev. Biol. 227: 618-632.

Banerjee, A.K., Lin, T., and Hannapel, d.J. (2009). Untranslated regions 
of a mobile transcript mediate RNA metabolism. Plant Physiol. 151: 
1831-1843.

Barakat, A., Szick-Miranda, K., Chang, I.F., Guyot, R., Blanc, G., 
Cooke, R., delseny, M., and Bailey-Serres, J. (2001). The organiza-
tion of cytoplasmic ribosomal protein genes in the Arabidopsis genome. 
Plant Physiol. 127: 398-415.

Bärenfaller, K., Grossmann, J., Grobei, M.A., Hull, R., Hirsch-Hoff-
mann, M., Yalovsky, S., Zimmermann, P., Grossniklaus, u., Gruis-
sem, W., and Baginsky, S. (2008). Genome-scale proteomics reveals 
Arabidopsis thaliana gene models and proteome dynamics. Science 
320: 938-941.

Bärenfaller, K., Massonnet, C., Walsh, S., Baginsky, S., Buhlmann, P., 
Hennig, L., Hirsch-Hoffmann, M., Howell, K.A., Kahlau, S., Radziej-
woski, A., Russenberger, d., Rutishauser, d., Small, I., Stekhoven, 
d., Sulpice, R., Svozil, J., Wuyts, N., Stitt, M., Hilson, P., Granier, 
C., and Gruissem, W. (2012). Systems-based analysis of Arabidopsis 
leaf growth reveals adaptation to water deficit. Mol. Syst. Biol. 8: 606.

Beauclair, L., Yu, A., and Bouche, N. (2010). microRNA-directed cleav-
age and translational repression of the copper chaperone for superox-
ide dismutase mRNA in Arabidopsis. Plant J. 62: 454-462.

Belostotsky, d.A. (2003). Unexpected complexity of poly(A)-binding pro-
tein gene families in flowering plants: three conserved lineages that are 
at least 200 million years old and possible auto- and cross-regulation. 
Genetics 163: 311-319.

Beltran-Pena, E., Aguilar, R., Ortiz-Lopez, A., dinkova, T.d., and de 
Jimenez, E.S. (2002). Auxin stimulates S6 ribosomal protein phosphor-
ylation in maize thereby affecting protein synthesis regulation. Physiol. 
Plant. 115: 291-297.

Berry, J.O., Breiding, d.E., and Klessig, d.F. (1990). Light-mediated 
control of translational initiation of ribulose-1, 5-bisphosphate carbox-
ylase in amaranth cotyledons. Plant Cell 2: 795-803.

Berry, J.O., Nikolau, B.J., Carr, J.P., and Klessig, d.F. (1986). Transla-
tional regulation of light-induced ribulose 1,5-bisphosphate carboxylase 

gene expression in amaranth. Mol. Cell. Biol. 6: 2347-2353.
Bhat, S., Tang, L., Krueger, A.d., Smith, C.L., Ford, S.R., dickey, L.F., 

and Petracek, M.E. (2004). The Fed-1 (CAUU)4 element is a 5’ UTR 
dark-responsive mRNA instability element that functions independently 
of dark-induced polyribosome dissociation. Plant Mol. Biol. 56: 761-773.

Bi, X., and Goss, d.J. (2000). Wheat germ poly(A)-binding protein in-
creases the ATPase and the RNA helicase activity of translation initia-
tion factors eIF4A, eIF4B, and eIF-iso4F. J. Biol. Chem. 275: 17740-
17746.

Birnbaum, K., Shasha, d.E., Wang, J.Y., Jung, J.W., Lambert, G.M., 
Galbraith, d.W., and Benfey, P.N. (2003). A gene expression map of 
the Arabidopsis root. Science 302: 1956-1960.

Bonneville, J.M., Sanfacon, H., Futterer, J., and Hohn, T. (1989). Post-
transcriptional trans-activation in cauliflower mosaic virus. Cell 59: 
1135-1143.

Boothby, T.C., Zipper, R.S., van der Weele, C.M., and Wolniak, S.M. 
(2013). Removal of Retained Introns Regulates Translation in the Rap-
idly Developing Gametophyte of Marsilea vestita. Dev. Cell 24: 517-
529.

Branco-Price, C., Kawaguchi, R., Ferreira, R.B., and Bailey-Serres, J. 
(2005). Genome-wide analysis of transcript abundance and translation 
in Arabidopsis seedlings subjected to oxygen deprivation. Ann. Bot. 96: 
647-660.

Branco-Price, C., Kaiser, K.A., Jang, C.J., Larive, C.K., and Bailey-
Serres, J. (2008). Selective mRNA translation coordinates energetic 
and metabolic adjustments to cellular oxygen deprivation and reoxy-
genation in Arabidopsis thaliana. Plant J. 56: 743-755.

Bravo, J., Aguilar-Henonin, L., Olmedo, G., and Guzman, P. (2005). 
Four distinct classes of proteins as interaction partners of the PABC 
domain of Arabidopsis thaliana Poly(A)-binding proteins. Mol. Genet. 
Genomics 272: 651-665.

Brodersen, P., Sakvarelidze-Achard, L., Bruun-Rasmussen, M., du-
noyer, P., Yamamoto, Y.Y., Sieburth, L., and voinnet, O. (2008). 
Widespread translational inhibition by plant miRNAs and siRNAs. Sci-
ence 320: 1185-1190.

Burks, E.A., Bezerra, P.P., Le, H., Gallie, d.R., and Browning, K.S. 
(2001). Plant initiation factor 3 subunit composition resembles mam-
malian initiation factor 3 and has a novel subunit. J. Biol. Chem. 276: 
2122-2131.

Bush, M.S., Hutchins, A.P., Jones, A.M., Naldrett, M.J., Jarmolowski, 
A., Lloyd, C.W., and doonan, J.H. (2009). Selective recruitment of 
proteins to 5’ cap complexes during the growth cycle in Arabidopsis. 
Plant J. 59: 400-412.

Byrne, E.H., Prosser, I., Muttucumaru, N., Curtis, T.Y., Wingler, A., 
Powers, S., and Halford, N.G. (2012). Overexpression of GCN2-type 
protein kinase in wheat has profound effects on free amino acid con-
centration and gene expression. Plant Biotech. J. 10: 328-340.

Byrne, M.E. (2009). A role for the ribosome in development. Trends Plant 
Sci. 14: 512-519.

Carroll, A.J., Heazlewood, J.L., Ito, J., and Millar, A.H. (2008). Analysis 
of the Arabidopsis cytosolic ribosome proteome provides detailed in-
sights into its components and their post-translational modification. Mol. 
Cell. Proteomics 7: 347-369.

Casati, P., and Walbot, v. (2004). Crosslinking of ribosomal proteins to 
RNA in maize ribosomes by UV-B and its effects on translation. Plant 
Physiol. 136: 3319-3332.

Chabregas, S.M., Luche, d.d., van Sluys, M.A., Menck, C.F., and Sil-
va-Filho, M.C. (2003). Differential usage of two in-frame translational 
start codons regulates subcellular localization of Arabidopsis thaliana 
THI1. J. Cell Sci. 116: 285-291.

Chang, I.F., Szick-Miranda, K., Pan, S., and Bailey-Serres, J. (2005). 

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



 Translation Regulation of Cytosolic mRNAs 17 of 23

Proteomic characterization of evolutionarily conserved and variable pro-
teins of Arabidopsis cytosolic ribosomes. Plant Physiol. 137: 848-862.

Chen, J.G., ullah, H., Temple, B., Liang, J., Guo, J., Alonso, J.M., Eck-
er, J.R., and Jones, A.M. (2006). RACK1 mediates multiple hormone 
responsiveness and developmental processes in Arabidopsis. J. Exp. 
Bot. 57: 2697-2708.

Chen, X. (2004). A microRNA as a translational repressor of APETALA2 in 
Arabidopsis flower development. Science 303: 2022-2025.

Cheng, S., and Gallie, d.R. (2007). eIF4G, eIFiso4G, and eIF4B bind the 
poly(A)-binding protein through overlapping sites within the RNA recog-
nition motif domains. J. Biol. Chem. 282: 25247-25258.

Cheng, S., and Gallie, d.R. (2010). Competitive and noncompetitive 
binding of eIF4B, eIF4A, and the poly(A) binding protein to wheat trans-
lation initiation factor eIFiso4G. Biochemistry 49: 8251-8265.

Choi, S.B., Wang, C., Muench, d.G., Ozawa, K., Franceschi, v.R., Wu, 
Y., and Okita, T.W. (2000). Messenger RNA targeting of rice seed stor-
age proteins to specific ER subdomains. Nature 407: 765-767.

Christensen, A.C., Lyznik, A., Mohammed, S., Elowsky, C.G., Elo, A., 
Yule, R., and Mackenzie, S.A. (2005). Dual-domain, dual-targeting or-
ganellar protein presequences in Arabidopsis can use non-AUG start 
codons. Plant Cell 17: 2805-2816.

Chu, B., Brodl, M.R., and Belanger, F.C. (1997). Heat shock inhibits re-
lease of the signal recognition particle from the endoplasmic reticulum 
in barley aleurone layers. J. Biol. Chem. 272: 7306-7313.

Combe, J.P., Petracek, M.E., van Eldik, G., Meulewaeter, F., and Twell, 
d. (2005). Translation initiation factors eIF4E and eIFiso4E are required 
for polysome formation and regulate plant growth in tobacco. Plant Mol. 
Biol. 57: 749-760.

Combier, J.P., de Billy, F., Gamas, P., Niebel, A., and Rivas, S. (2008). 
Trans-regulation of the expression of the transcription factor MtHAP2-1 by 
a uORF controls root nodule development. Genes Dev. 22: 1549-1559.

Combier, J.P., Frugier, F., de Billy, F., Boualem, A., El-Yahyaoui, F., 
Moreau, S., vernie, T., Ott, T., Gamas, P., Crespi, M., and Niebel, A. 
(2006). MtHAP2-1 is a key transcriptional regulator of symbiotic nod-
ule development regulated by microRNA169 in Medicago truncatula. 
Genes Dev. 20: 3084-3088.

Coyle, S.M., Gilbert, W.v., and doudna, J.A. (2009). Direct link between 
RACK1 function and localization at the ribosome in vivo. Mol. Cell. Biol. 
29: 1626-1634.

Creff, A., Sormani, R., and desnos, T. (2010). The two Arabidopsis 
RPS6 genes, encoding for cytoplasmic ribosomal proteins S6, are func-
tionally equivalent. Plant Mol. Biol. 73: 533-546.

Crofts, A.J., Washida, H., Okita, T.W., Satoh, M., Ogawa, M., Kuma-
maru, T., and Satoh, H. (2005). The role of mRNA and protein sorting 
in seed storage protein synthesis, transport, and deposition. Biochem. 
Cell Biol. 83: 728-737.

david-Assael, O., Saul, H., Saul, v., Mizrachy-dagri, T., Berezin, I., 
Brook, E., and Shaul, O. (2005). Expression of AtMHX, an Arabidopsis 
vacuolar metal transporter, is repressed by the 5’ untranslated region of 
its gene. J. Exp. Bot. 56: 1039-1047.

degenhardt, R.F., and Bonham-Smith, P.C. (2008). Arabidopsis ribo-
somal proteins RPL23aA and RPL23aB are differentially targeted to the 
nucleolus and are disparately required for normal development. Plant 
Physiol. 147: 128-142.

dennis, M.d., and Browning, K.S. (2009). Differential phosphorylation of 
plant translation initiation factors by Arabidopsis thaliana CK2 holoen-
zymes. J. Biol. Chem. 284: 20602-20614.

dennis, M.d., Person, M.d., and Browning, K.S. (2009). Phosphoryla-
tion of plant translation initiation factors by CK2 enhances the in vitro 
interaction of multifactor complex components. J. Biol. Chem. 284: 
20615-20628.

deprost, d., Truong, H.N., Robaglia, C., and Meyer, C. (2005). An Arabi-
dopsis homolog of RAPTOR/KOG1 is essential for early embryo devel-
opment. Biochem. Biophys. Res. Commun. 326: 844-850.

deprost, d., Yao, L., Sormani, R., Moreau, M., Leterreux, G., Nicolai, 
M., Bedu, M., Robaglia, C., and Meyer, C. (2007). The Arabidopsis 
TOR kinase links plant growth, yield, stress resistance and mRNA 
translation. EMBO Rep. 8: 864-870.

dhaubhadel, S., Browning, K.S., Gallie, d.R., and Krishna, P. (2002). 
Brassinosteroid functions to protect the translational machinery and heat-
shock protein synthesis following thermal stress. Plant J. 29: 681-691.

dickey, L.F., Petracek, M.E., Nguyen, T.T., Hansen, E.R., and Thomp-
son, W.F. (1998). Light regulation of Fed-1 mRNA requires an element 
in the 5’ untranslated region and correlates with differential polyribo-
some association. Plant Cell 10: 475-484.

dinkova, T.d., Zepeda, H., Martinez-Salas, E., Martinez, L.M., Nieto-
Sotelo, J., and de Jimenez, E.S. (2005). Cap-independent translation 
of maize Hsp101. Plant J. 41: 722-731.

dixon, L.K., and Hohn, T. (1984). Initiation of translation of the cauliflower 
mosaic virus genome from a polycistronic mRNA: evidence from dele-
tion mutagenesis. EMBO J. 3: 2731-2736.

dobrenel, T., Marchive, C., Sormani, R., Moreau, M., Mozzo, M., Mon-
tane, M.H., Menand, B., Robaglia, C., and Meyer, C. (2011). Regula-
tion of plant growth and metabolism by the TOR kinase. Biochem. Soc. 
Trans. 39: 477-481.

dominguez, d.I., Ryabova, L.A., Pooggin, M.M., Schmidt-Puchta, W., 
Futterer, J., and Hohn, T. (1998). Ribosome shunting in cauliflower 
mosaic virus. Identification of an essential and sufficient structural ele-
ment. J. Biol. Chem. 273: 3669-3678.

dreher, T.W., and Miller, W.A. (2006). Translational control in positive 
strand RNA plant viruses. Virology 344: 185-197.

Echevarria-Zomeno, S., Yanguez, E., Fernandez-Bautista, N., Castro-
Sanz, A.B., Ferrando, A., and Castellano, M.M. (2013). Regulation of 
Translation Initiation under Biotic and Abiotic Stresses. Int. J. Mol. Sci. 
14: 4670-4683.

Elliott, R.C., dickey, L.F., White, M.J., and Thompson, W.F. (1989). cis-
Acting Elements for Light Regulation of Pea Ferredoxin I Gene Expres-
sion Are Located within Transcribed Sequences. Plant Cell 1: 691-698.

Falcone Ferreyra, M.L., Pezza, A., Biarc, J., Burlingame, A.L., and Ca-
sati, P. (2010). Plant L10 ribosomal proteins have different roles during 
development and translation under ultraviolet-B stress. Plant Physiol. 
153: 1878-1894.

Fennell, H., Olawin, A., Mizanur, R., Ken, I., Chen, J.G., and ullah, H. 
(2012). Arabidopsis scaffold protein RACK1A modulates rare sugar D-
allose regulated gibberellin signaling. Plant Signal. Behav. 7: 1407-1410.

Francischini, C.W., and quaggio, R.B. (2009). Molecular characteriza-
tion of Arabidopsis thaliana PUF proteins--binding specificity and target 
candidates. FEBS J. 276: 5456-5470.

Fütterer, J., Kiss-Laszlo, Z., and Hohn, T. (1993). Nonlinear ribosome 
migration on cauliflower mosaic virus 35S RNA. Cell 73: 789-802.

Gallie, d.R., and Pitto, L. (1996). Translational control during recovery 
from heat shock in the absence of heat shock proteins. Biochem. Bio-
phys. Res. Commun. 227: 462-467.

Gallie, d.R., Caldwell, C., and Pitto, L. (1995). Heat Shock Disrupts Cap 
and Poly(A) Tail Function during Translation and Increases mRNA Sta-
bility of Introduced Reporter mRNA. Plant Physiol. 108: 1703-1713.

Gandikota, M., Birkenbihl, R.P., Hohmann, S., Cardon, G.H., Saedler, 
H., and Huijser, P. (2007). The miRNA156/157 recognition element in 
the 3’ UTR of the Arabidopsis SBP box gene SPL3 prevents early flow-
ering by translational inhibition in seedlings. Plant J. 49: 683-693.

Giavalisco, P., Wilson, d., Kreitler, T., Lehrach, H., Klose, J., Gobom, 
J., and Fucini, P. (2005). High heterogeneity within the ribosomal pro-

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



18 of 23 The Arabidopsis Book

teins of the Arabidopsis thaliana 80S ribosome. Plant Mol. Biol. 57: 
577-591.

Goeres, d.C., van Norman, J.M., Zhang, W., Fauver, N.A., Spencer, 
M.L., and Sieburth, L.E. (2007). Components of the Arabidopsis 
mRNA decapping complex are required for early seedling development. 
Plant Cell 19: 1549-1564.

Gordon, K., Futterer, J., and Hohn, T. (1992). Efficient initiation of trans-
lation at non-AUG triplets in plant cells. Plant J. 2: 809-813.

Gu, S., and Kay, M.A. (2010). How do miRNAs mediate translational re-
pression? Silence 1: 11.

Guo, J., and Chen, J.G. (2008). RACK1 genes regulate plant develop-
ment with unequal genetic redundancy in Arabidopsis. BMC Plant Biol. 
8: 108.

Guo, J., Wang, J., Xi, L., Huang, W.d., Liang, J., and Chen, J.G. (2009). 
RACK1 is a negative regulator of ABA responses in Arabidopsis. J. Exp. 
Bot. 60: 3819-3833.

Guo, J., Wang, S., valerius, O., Hall, H., Zeng, q., Li, J.F., Weston, d.J., 
Ellis, B.E., and Chen, J.G. (2011). Involvement of Arabidopsis RACK1 
in protein translation and its regulation by abscisic acid. Plant Physiol. 
155: 370-383.

Hamada, S., Ishiyama, K., Choi, S.B., Wang, C., Singh, S., Kawai, N., 
Franceschi, v.R., and Okita, T.W. (2003a). The transport of prolamine 
RNAs to prolamine protein bodies in living rice endosperm cells. Plant 
Cell 15: 2253-2264.

Hamada, S., Ishiyama, K., Sakulsingharoj, C., Choi, S.B., Wu, Y., 
Wang, C., Singh, S., Kawai, N., Messing, J., and Okita, T.W. (2003b). 
Dual regulated RNA transport pathways to the cortical region in devel-
oping rice endosperm. Plant Cell 15: 2265-2272.

Hanfrey, C., Franceschetti, M., Mayer, M.J., Illingworth, C., and Mi-
chael, A.J. (2002). Abrogation of upstream open reading frame-mediat-
ed translational control of a plant S-adenosylmethionine decarboxylase 
results in polyamine disruption and growth perturbations. J. Biol. Chem. 
277: 44131-44139.

Hanfrey, C., Elliott, K.A., Franceschetti, M., Mayer, M.J., Illingworth, 
C., and Michael, A.J. (2005). A dual upstream open reading frame-
based autoregulatory circuit controlling polyamine-responsive transla-
tion. J. Biol. Chem. 280: 39229-39237.

Hanfrey, C., Franceschetti, M., Mayer, M.J., Illingworth, C., Elliott, K., 
Collier, M., Thompson, B., Perry, B., and Michael, A.J. (2003). Trans-
lational regulation of the plant S-adenosylmethionine decarboxylase. 
Biochem. Soc. Trans. 31: 424-427.

Hansen, E.R., Petracek, M.E., dickey, L.F., and Thompson, W.F. 
(2001). The 5’ end of the pea ferredoxin-1 mRNA mediates rapid and 
reversible light-directed changes in translation in tobacco. Plant Physi-
ol. 125: 770-778.

Hanson, J., Hanssen, M., Wiese, A., Hendriks, M.M., and Smeekens, 
S. (2008). The sucrose regulated transcription factor bZIP11 affects 
amino acid metabolism by regulating the expression of ASPARAGINE 
SYNTHETASE1 and PROLINE DEHYDROGENASE2. Plant J. 53: 
935-949.

Hart, P.E., and Wolniak, S.M. (1999). Molecular cloning of a centrin ho-
molog from Marsilea vestita and evidence for its translational control 
during spermiogenesis. Biochem. Cell Biol. 77: 101-108.

Hayden, C.A., and Jorgensen, R.A. (2007). Identification of novel con-
served peptide uORF homology groups in Arabidopsis and rice reveals 
ancient eukaryotic origin of select groups and preferential association 
with transcription factor-encoding genes. BMC Biol. 5: 32.

Henriques, R., Magyar, Z., Monardes, A., Khan, S., Zalejski, C., Orel-
lana, J., Szabados, L., de la Torre, C., Koncz, C., and Bogre, L. 
(2010). Arabidopsis S6 kinase mutants display chromosome instability 
and altered RBR1-E2F pathway activity. EMBO J. 29: 2979-2993.

Hey, S.J., Byrne, E., and Halford, N.G. (2010). The interface between 
metabolic and stress signalling. Ann. Bot. 105: 197-203.

Hinnebusch, A.G., and Lorsch, J.R. (2012). The mechanism of eukary-
otic translation initiation: new insights and challenges. Cold Spring Har-
bor Persp. Biol. 4: a011544.

Hohn, T., and Futterer, J. (1992). Transcriptional and translational control 
of gene expression in cauliflower mosaic virus. Curr. Opin. Genet. Dev. 
2: 90-96.

Honys, d., Renak, d., Fecikova, J., Jedelsky, P.L., Nebesarova, J., 
dobrev, P., and Capkova, v. (2009). Cytoskeleton-associated large 
RNP complexes in tobacco male gametophyte (EPPs) are associated 
with ribosomes and are involved in protein synthesis, processing, and 
localization. J. Proteome Res. 8: 2015-2031.

Horiguchi, G., van Lijsebettens, M., Candela, H., Micol, J.L., and Tsu-
kaya, H. (2012). Ribosomes and translation in plant developmental 
control. Plant Sci. 191-192: 24-34.

Hulzink, R.J., de Groot, P.F., Croes, A.F., quaedvlieg, W., Twell, d., Wul-
lems, G.J., and van Herpen, M.M. (2002). The 5’-untranslated region of 
the ntp303 gene strongly enhances translation during pollen tube growth, 
but not during pollen maturation. Plant Physiol. 129: 342-353.

Hummel, M., Rahmani, F., Smeekens, S., and Hanson, J. (2009). Su-
crose-mediated translational control. Ann. Bot. 104: 1-7.

Hummel, M., Cordewener, J.H., de Groot, J.C., Smeekens, S., Ameri-
ca, A.H., and Hanson, J. (2012). Dynamic protein composition of Ara-
bidopsis thaliana cytosolic ribosomes in response to sucrose feeding 
as revealed by label free MSE proteomics. Proteomics 12: 1024-1038.

Im, K.H., Cosgrove, d.J., and Jones, A.M. (2000). Subcellular localiza-
tion of expansin mRNA in xylem cells. Plant Physiol. 123: 463-470.

Imai, A., Komura, M., Kawano, E., Kuwashiro, Y., and Takahashi, T. 
(2008). A semi-dominant mutation in the ribosomal protein L10 gene 
suppresses the dwarf phenotype of the acl5 mutant in Arabidopsis thali-
ana. Plant J. 56: 881-890.

Imai, A., Hanzawa, Y., Komura, M., Yamamoto, K.T., Komeda, Y., and 
Takahashi, T. (2006). The dwarf phenotype of the Arabidopsis acl5 mu-
tant is suppressed by a mutation in an upstream ORF of a bHLH gene. 
Development 133: 3575-3585.

Immanuel, T.M., Greenwood, d.R., and Macdiarmid, R.M. (2012). A criti-
cal review of translation initiation factor eIF2α kinases in plants – regulat-
ing protein synthesis during stress. Funct. Plant Biol. 39: 717-735.

Ingolia, N.T., Lareau, L.F., and Weissman, J.S. (2011). Ribosome profil-
ing of mouse embryonic stem cells reveals the complexity and dynam-
ics of mammalian proteomes. Cell 147: 789-802.

Ingolia, N.T., Ghaemmaghami, S., Newman, J.R., and Weissman, J.S. 
(2009). Genome-wide analysis in vivo of translation with nucleotide 
resolution using ribosome profiling. Science 324: 218-223.

Isshiki, M., Yamamoto, Y., Satoh, H., and Shimamoto, K. (2001). Non-
sense-mediated decay of mutant waxy mRNA in rice. Plant Physiol. 
125: 1388-1395.

Ivanov, I.P., Atkins, J.F., and Michael, A.J. (2010). A profusion of up-
stream open reading frame mechanisms in polyamine-responsive 
translational regulation. Nucl. Acids Res. 38: 353-359.

Jackson, R.J., Hellen, C.u., and Pestova, T.v. (2010). The mechanism 
of eukaryotic translation initiation and principles of its regulation. Nat. 
Rev. Mol. Cell Biol. 11: 113-127.

Jacobs, J., and Kuck, u. (2011). Function of chloroplast RNA-binding 
proteins. Cell. Mol. Life Sci. 68: 735-748.

Jiao, Y., and Meyerowitz, E.M. (2010). Cell-type specific analysis of 
translating RNAs in developing flowers reveals new levels of control. 
Mol. Syst. Biol. 6: 419.

Jorgensen, R.A., and dorantes-Acosta, A.E. (2012). Conserved pep-
tide upstream open reading frames are associated with regulatory 

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



 Translation Regulation of Cytosolic mRNAs 19 of 23

genes in angiosperms. Front. Plant Sci. 3: 191.
Juntawong, P., and Bailey-Serres, J. (2012). Dynamic light regulation of 

translation status in Arabidopsis thaliana. Front. Plant Sci. 3: 66.
Kalyna, M., Simpson, C.G., Syed, N.H., Lewandowska, d., Marquez, 

Y., Kusenda, B., Marshall, J., Fuller, J., Cardle, L., McNicol, J., dinh, 
H.q., Barta, A., and Brown, J.W. (2012). Alternative splicing and non-
sense-mediated decay modulate expression of important regulatory 
genes in Arabidopsis. Nucl. Acids Res. 40: 2454-2469.

Kamauchi, S., Nakatani, H., Nakano, C., and urade, R. (2005). Gene 
expression in response to endoplasmic reticulum stress in Arabidopsis 
thaliana. FEBS J. 272: 3461-3476.

Kawaguchi, R., and Bailey-Serres, J. (2005). mRNA sequence features 
that contribute to translational regulation in Arabidopsis. Nucl. Acids 
Res. 33: 955-965.

Kawaguchi, R., Williams, A.J., Bray, E.A., and Bailey-Serres, J. (2003). 
Water-deficit-induced translational control in Nicotiana tabacum. Plant 
Cell Env. 26: 221-229.

Kawaguchi, R., Girke, T., Bray, E.A., and Bailey-Serres, J. (2004). Dif-
ferential mRNA translation contributes to gene regulation under non-
stress and dehydration stress conditions in Arabidopsis thaliana. Plant 
J. 38: 823-839.

Kerenyi, Z., Merai, Z., Hiripi, L., Benkovics, A., Gyula, P., Lacomme, 
C., Barta, E., Nagy, F., and Silhavy, d. (2008). Inter-kingdom conser-
vation of mechanism of nonsense-mediated mRNA decay. EMBO J. 
27: 1585-1595.

Khan, M.A., Yumak, H., and Goss, d.J. (2009). Kinetic mechanism for 
the binding of eIF4F and tobacco Etch virus internal ribosome entry site 
rna: effects of eIF4B and poly(A)-binding protein. J. Biol. Chem. 284: 
35461-35470.

Khandal, d., Samol, I., Buhr, F., Pollmann, S., Schmidt, H., Clemens, 
S., Reinbothe, S., and Reinbothe, C. (2009). Singlet oxygen-depen-
dent translational control in the tigrina-d.12 mutant of barley. Proc. Natl. 
Acad. Sci. U S A 106: 13112-13117.

Kim, B.H., Cai, X., vaughn, J.N., and von Arnim, A.G. (2007). On the 
functions of the h subunit of eukaryotic initiation factor 3 in late stages 
of translation initiation. Genome Biol. 8: R60.

Kislauskis, E.H., and Singer, R.H. (1992). Determinants of mRNA local-
ization. Curr. Opin. Cell Biol. 4: 975-978.

Klinge, S., voigts-Hoffmann, F., Leibundgut, M., and Ban, N. (2012). 
Atomic structures of the eukaryotic ribosome. Trends Biochem. Sci. 37: 
189-198.

Kobayashi, Y., dokiya, Y., and Sugita, M. (2001). Dual targeting of 
phage-type RNA polymerase to both mitochondria and plastids is due 
to alternative translation initiation in single transcripts. Biochem. Bio-
phys. Res. Commun. 289: 1106-1113.

Kobayashi, Y., dokiya, Y., Kumazawa, Y., and Sugita, M. (2002). Non-
AUG translation initiation of mRNA encoding plastid-targeted phage-
type RNA polymerase in Nicotiana sylvestris. Biochem. Biophys. Res. 
Commun. 299: 57-61.

Kojima, H., Suzuki, T., Kato, T., Enomoto, K., Sato, S., Tabata, S., 
Saez-vasquez, J., Echeverria, M., Nakagawa, T., Ishiguro, S., and 
Nakamura, K. (2007). Sugar-inducible expression of the nucleolin-1 
gene of Arabidopsis thaliana and its role in ribosome synthesis, growth 
and development. Plant J. 49: 1053-1063.

Kougioumoutzi, E., Cartolano, M., Canales, C., dupre, M., Bramsiepe, 
J., vlad, d., Rast, M., dello Ioio, R., Tattersall, A., Schnittger, A., 
Hay, A., and Tsiantis, M. (2013). SIMPLE LEAF3 encodes a ribosome-
associated protein required for leaflet development in Cardamine hir-
suta. Plant J. 73: 533-545.

Kozak, M. (1984). Point mutations close to the AUG initiator codon affect the 
efficiency of translation of rat preproinsulin in vivo. Nature 308: 241-246.

Kozak, M. (1989). Context effects and inefficient initiation at non-AUG 
codons in eucaryotic cell-free translation systems. Mol. Cell. Biol. 9: 
5073-5080.

Kozak, M. (1992). Regulation of translation in eukaryotic systems. Ann. 
Rev. Cell Biol. 8: 197-225.

Kurihara, Y., Matsui, A., Hanada, K., Kawashima, M., Ishida, J., Moro-
sawa, T., Tanaka, M., Kaminuma, E., Mochizuki, Y., Matsushima, A., 
Toyoda, T., Shinozaki, K., and Seki, M. (2009). Genome-wide sup-
pression of aberrant mRNA-like noncoding RNAs by NMD in Arabidop-
sis. Proc. Natl. Acad. Sci. U S A 106: 2453-2458.

Kuroha, K., Akamatsu, M., dimitrova, L., Ito, T., Kato, Y., Shirahige, 
K., and Inada, T. (2010). Receptor for activated C kinase 1 stimulates 
nascent polypeptide-dependent translation arrest. EMBO Rep. 11: 956-
961.

Lageix, S., Lanet, E., Pouch-Pelissier, M.N., Espagnol, M.C., Robaglia, 
C., deragon, J.M., and Pelissier, T. (2008). Arabidopsis eIF2alpha ki-
nase GCN2 is essential for growth in stress conditions and is activated 
by wounding. BMC Plant Biol. 8: 134.

Lanet, E., delannoy, E., Sormani, R., Floris, M., Brodersen, P., Crete, 
P., voinnet, O., and Robaglia, C. (2009). Biochemical evidence for 
translational repression by Arabidopsis microRNAs. Plant Cell 21: 
1762-1768.

Laplante, M., and Sabatini, d.M. (2012). mTOR signaling in growth con-
trol and disease. Cell 149: 274-293.

Le, H., Browning, K.S., and Gallie, d.R. (2000). The phosphorylation 
state of poly(A)-binding protein specifies its binding to poly(A) RNA and 
its interaction with eukaryotic initiation factor (eIF) 4F, eIFiso4F, and 
eIF4B. J. Biol. Chem. 275: 17452-17462.

Lellis, A.d., Allen, M.L., Aertker, A.W., Tran, J.K., Hillis, d.M., Harbin, 
C.R., Caldwell, C., Gallie, d.R., and Browning, K.S. (2010). Deletion 
of the eIFiso4G subunit of the Arabidopsis eIFiso4F translation initiation 
complex impairs health and viability. Plant Mol. Biol. 74: 249-263.

Li, F., Zheng, q., vandivier, L.E., Willmann, M.R., Chen, Y., and Grego-
ry, B.d. (2012). Regulatory impact of RNA secondary structure across 
the Arabidopsis transcriptome. Plant Cell 24: 4346-4359.

Li, M.W., AuYeung, W.K., and Lam, H.M. (2013a). The GCN2 homologue 
in Arabidopsis thaliana interacts with uncharged tRNA and uses Arabi-
dopsis eIF2alpha molecules as direct substrates. Plant Biol. 15: 13-18.

Li, S., Liu, L., Zhuang, X., Yu, Y., Liu, X., Cui, X., Ji, L., Pan, Z., Cao, X., 
Mo, B., Zhang, F., Raikhel, N., Jiang, L., and Chen, X. (2013b). Mi-
croRNAs Inhibit the Translation of Target mRNAs on the Endoplasmic 
Reticulum in Arabidopsis. Cell 153: 562-574.

Ling, J., Wells, d.R., Tanguay, R.L., dickey, L.F., Thompson, W.F., and 
Gallie, d.R. (2000). Heat shock protein HSP101 binds to the Fed-1 
internal light regulatory element and mediates its high translational ac-
tivity. Plant Cell 12: 1213-1227.

Liu, M.J., Wu, S.H., and Chen, H.M. (2012). Widespread translational 
control contributes to the regulation of Arabidopsis photomorphogen-
esis. Mol. Syst. Biol. 8: 566.

Lukaszewicz, M., Jerouville, B., and Boutry, M. (1998). Signs of trans-
lational regulation within the transcript leader of a plant plasma mem-
brane H(+)-ATPase gene. Plant J. 14: 413-423.

Luo, Y., and Goss, d.J. (2001). Homeostasis in mRNA initiation: wheat 
germ poly(A)-binding protein lowers the activation energy barrier to ini-
tiation complex formation. J. Biol. Chem. 276: 43083-43086.

Mahfouz, M.M., Kim, S., delauney, A.J., and verma, d.P. (2006). Arabi-
dopsis TARGET OF RAPAMYCIN interacts with RAPTOR, which regu-
lates the activity of S6 kinase in response to osmotic stress signals. 
Plant Cell 18: 477-490.

Mardanova, E.S., Zamchuk, L.A., Skulachev, M.v., and Ravin, N.v. 
(2008). The 5’ untranslated region of the maize alcohol dehydrogenase 

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



20 of 23 The Arabidopsis Book

gene contains an internal ribosome entry site. Gene 420: 11-16.
Martinez-Silva, A.v., Aguirre-Martinez, C., Flores-Tinoco, C.E., Ale-

jandri-Ramirez, N.d., and dinkova, T.d. (2012). Translation initiation 
factor AteIF(iso)4E is involved in selective mRNA translation in Arabi-
dopsis thaliana seedlings. PLoS One 7: e31606.

Matsuura, H., Shinmyo, A., and Kato, K. (2008). Preferential translation 
mediated by Hsp81-3 5’-UTR during heat shock involves ribosome en-
try at the 5’-end rather than an internal site in Arabidopsis suspension 
cells. J. Biosci. Bioeng. 105: 39-47.

Matsuura, H., Ishibashi, Y., Shinmyo, A., Kanaya, S., and Kato, K. 
(2010a). Genome-wide analyses of early translational responses to el-
evated temperature and high salinity in Arabidopsis thaliana. Plant Cell 
Physiol. 51: 448-462.

Matsuura, H., Kiyotaka, u., Ishibashi, Y., Kubo, Y., Yamaguchi, M., Hi-
rata, K., demura, T., and Kato, K. (2010b). A short period of mannitol 
stress but not LiCl stress led to global translational repression in plants. 
Biosci. Biotech. Biochem. 74: 2110-2112.

Matsuura, H., Takenami, S., Kubo, Y., ueda, K., ueda, A., Yamagu-
chi, M., Hirata, K., demura, T., Kanaya, S., and Kato, K. (2013). A 
computational and experimental approach reveals that the 5’-proximal 
region of the 5’-UTR has a cis-regulatory signature responsible for heat 
stress-regulated mRNA translation in Arabidopsis. Plant Cell Physiol. 
54: 474-483.

Mayberry, L.K., Allen, M.L., dennis, M.d., and Browning, K.S. (2009). 
Evidence for variation in the optimal translation initiation complex: 
plant eIF4B, eIF4F, and eIF(iso)4F differentially promote translation of 
mRNAs. Plant Physiol. 150: 1844-1854.

Meier, I., and Brkljacic, J. (2009). The nuclear pore and plant develop-
ment. Curr. Opin. Plant Biol. 12: 87-95.

Menand, B., Meyer, C., and Robaglia, C. (2004). Plant growth and the 
TOR pathway. Curr. Top. Microbiol. Immunol. 279: 97-113.

Menand, B., desnos, T., Nussaume, L., Berger, F., Bouchez, d., Meyer, 
C., and Robaglia, C. (2002). Expression and disruption of the Arabi-
dopsis TOR (target of rapamycin) gene. Proc. Natl. Acad. Sci. U S A 
99: 6422-6427.

Merai, Z., Benkovics, A.H., Nyiko, T., debreczeny, M., Hiripi, L., Kere-
nyi, Z., Kondorosi, E., and Silhavy, d. (2013). The late steps of plant 
nonsense-mediated mRNA decay. Plant J. 73: 50-62.

Miller, W.A., Wang, Z., and Treder, K. (2007). The amazing diversity of 
cap-independent translation elements in the 3’-untranslated regions of 
plant viral RNAs. Biochem. Soc. Trans. 35: 1629-1633.

Moeller, J.R., Moscou, M.J., Bancroft, T., Skadsen, R.W., Wise, R.P., 
and Whitham, S.A. (2012). Differential accumulation of host mRNAs 
on polyribosomes during obligate pathogen-plant interactions. Mol. Bio-
syst. 8: 2153-2165.

Monzingo, A.F., dhaliwal, S., dutt-Chaudhuri, A., Lyon, A., Sadow, 
J.H., Hoffman, d.W., Robertus, J.d., and Browning, K.S. (2007). 
The structure of eukaryotic translation initiation factor-4E from wheat 
reveals a novel disulfide bond. Plant Physiol. 143: 1504-1518.

Moreau, M., Azzopardi, M., Clement, G., dobrenel, T., Marchive, C., 
Renne, C., Martin-Magniette, M.L., Taconnat, L., Renou, J.P., Roba-
glia, C., and Meyer, C. (2012). Mutations in the Arabidopsis homolog 
of LST8/GbetaL, a partner of the target of Rapamycin kinase, impair 
plant growth, flowering, and metabolic adaptation to long days. Plant 
Cell 24: 463-481.

Morozov, I.Y., Jones, M.G., Gould, P.d., Crome, v., Wilson, J.B., Hall, 
A.J., Rigden, d.J., and Caddick, M.X. (2012). mRNA 3’ tagging is in-
duced by nonsense-mediated decay and promotes ribosome dissocia-
tion. Mol. Cell. Biol. 32: 2585-2595.

Muench, d.G., Zhang, C., and dahodwala, M. (2012). Control of cyto-
plasmic translation in plants. Wiley Int. Rev. RNA 3: 178-194.

Muench, d.G., Wu, Y., Coughlan, S.J., and Okita, T.W. (1998). Evidence 
for a Cytoskeleton-Associated Binding Site Involved in Prolamine 
mRNA Localization to the Protein Bodies in Rice Endosperm Tissue. 
Plant Physiol. 116: 559-569.

Muench, d.G., Chuong, S.d., Franceschi, v.R., and Okita, T.W. (2000). 
Developing prolamine protein bodies are associated with the cortical 
cytoskeleton in rice endosperm cells. Planta 211: 227-238.

Munoz, A., and Castellano, M.M. (2012). Regulation of Translation Initia-
tion under Abiotic Stress Conditions in Plants: Is It a Conserved or Not 
so Conserved Process among Eukaryotes? Comp. Funct. Genomics 
2012: 406357.

Murota, K., Hagiwara-Komoda, Y., Komoda, K., Onouchi, H., Ishikawa, 
M., and Naito, S. (2011). Arabidopsis Cell-free Extract, ACE, a New 
In Vitro Translation System Derived from Arabidopsis Callus Cultures. 
Plant Cell Physiol. 52: 1443-1453.

Mustroph, A., Zanetti, M.E., Jang, C.J., Holtan, H.E., Repetti, P.P., Gal-
braith, d.W., Girke, T., and Bailey-Serres, J. (2009). Profiling trans-
latomes of discrete cell populations resolves altered cellular priorities 
during hypoxia in Arabidopsis. Proc Natl Acad Sci U S A 106: 18843-
18848.

Nicholson, B.L., and White, K.A. (2011). 3’ Cap-independent translation 
enhancers of positive-strand RNA plant viruses. Curr. Opin. Virol. 1: 
373-380.

Nicolai, M., Roncato, M.A., Canoy, A.S., Rouquie, d., Sarda, X., Fre-
yssinet, G., and Robaglia, C. (2006). Large-scale analysis of mRNA 
translation states during sucrose starvation in arabidopsis cells identi-
fies cell proliferation and chromatin structure as targets of translational 
control. Plant Physiol. 141: 663-673.

Niepel, M., Ling, J., and Gallie, d.R. (1999). Secondary structure in the 
5’-leader or 3’-untranslated region reduces protein yield but does not 
affect the functional interaction between the 5’-cap and the poly(A) tail. 
FEBS Lett. 462: 79-84.

Nishimura, T., Wada, T., Yamamoto, K.T., and Okada, K. (2005). The Ara-
bidopsis STV1 protein, responsible for translation reinitiation, is required 
for auxin-mediated gynoecium patterning. Plant Cell 17: 2940-2953.

Nover, L., Scharf, K.d., and Neumann, d. (1989). Cytoplasmic heat 
shock granules are formed from precursor particles and are associated 
with a specific set of mRNAs. Mol. Cell. Biol. 9: 1298-1308.

Nyiko, T., Sonkoly, B., Merai, Z., Benkovics, A.H., and Silhavy, d. 
(2009). Plant upstream ORFs can trigger nonsense-mediated mRNA 
decay in a size-dependent manner. Plant Mol. Biol. 71: 367-378.

Okita, T.W., and Choi, S.B. (2002). mRNA localization in plants: target-
ing to the cell’s cortical region and beyond. Curr. Opin. Plant Biol. 5: 
553-559.

Onoue, N., Yamashita, Y., Nagao, N., Goto, d.B., Onouchi, H., and Nai-
to, S. (2011). S-adenosyl-L-methionine induces compaction of nascent 
peptide chain inside the ribosomal exit tunnel upon translation arrest in 
the Arabidopsis CGS1 gene. J. Biol. Chem. 286: 14903-14912.

Otterhag, L., Gustavsson, N., Alsterfjord, M., Pical, C., Lehrach, H., 
Gobom, J., and Sommarin, M. (2006). Arabidopsis PDK1: identifica-
tion of sites important for activity and downstream phosphorylation of 
S6 kinase. Biochimie 88: 11-21.

Paik, I., Yang, S., and Choi, G. (2012). Phytochrome regulates translation 
of mRNA in the cytosol. Proc. Natl. Acad. Sci. U S A 109: 1335-1340.

Pajerowska-Mukhtar, K.M., Wang, W., Tada, Y., Oka, N., Tucker, C.L., 
Fonseca, J.P., and dong, X. (2012). The HSF-like transcription factor 
TBF1 is a major molecular switch for plant growth-to-defense transition. 
Curr. Biol. 22: 103-112.

Palusa, S.G., and Reddy, A.S. (2010). Extensive coupling of alternative 
splicing of pre-mRNAs of serine/arginine (SR) genes with nonsense-
mediated decay. New Phytol. 185: 83-89.

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



 Translation Regulation of Cytosolic mRNAs 21 of 23

Park, H.S., Browning, K.S., Hohn, T., and Ryabova, L.A. (2004). Eu-
caryotic initiation factor 4B controls eIF3-mediated ribosomal entry of 
viral reinitiation factor. EMBO J. 23: 1381-1391.

Park, H.S., Himmelbach, A., Browning, K.S., Hohn, T., and Ryabova, 
L.A. (2001). A plant viral “reinitiation” factor interacts with the host trans-
lational machinery. Cell 106: 723-733.

Patel, M., Siegel, A.J., and Berry, J.O. (2006). Untranslated regions of 
FbRbcS1 mRNA mediate bundle sheath cell-specific gene expression 
in leaves of a C4 plant. J. Biol. Chem. 281: 25485-25491.

Patrick, R.M., and Browning, K.S. (2012). The eIF4F and eIFiso4F Com-
plexes of Plants: An Evolutionary Perspective. Comp. Funct. Genom. 
2012: 287814.

Perea-Resa, C., Hernandez-verdeja, T., Lopez-Cobollo, R., del Mar 
Castellano, M., and Salinas, J. (2012). LSM proteins provide accurate 
splicing and decay of selected transcripts to ensure normal Arabidopsis 
development. Plant Cell 24: 4930-4947.

Petracek, M.E., dickey, L.F., Huber, S.C., and Thompson, W.F. (1997). 
Light-regulated changes in abundance and polyribosome association 
of ferredoxin mRNA are dependent on photosynthesis. Plant Cell 9: 
2291-2300.

Petracek, M.E., Nuygen, T., Thompson, W.F., and dickey, L.F. (2000). 
Premature termination codons destabilize ferredoxin-1 mRNA when 
ferredoxin-1 is translated. Plant J. 21: 563-569.

Petracek, M.E., dickey, L.F., Nguyen, T.T., Gatz, C., Sowinski, d.A., 
Allen, G.C., and Thompson, W.F. (1998). Ferredoxin-1 mRNA is de-
stabilized by changes in photosynthetic electron transport. Proc. Natl. 
Acad. Sci. U S A 95: 9009-9013.

Pierrat, O.A., Mikitova, v., Bush, M.S., Browning, K.S., and doonan, 
J.H. (2007). Control of protein translation by phosphorylation of the 
mRNA 5’-cap-binding complex. Biochem. Soc. Trans. 35: 1634-1647.

Pinon, v., Etchells, J.P., Rossignol, P., Collier, S.A., Arroyo, J.M., Mar-
tienssen, R.A., and Byrne, M.E. (2008). Three PIGGYBACK genes 
that specifically influence leaf patterning encode ribosomal proteins. 
Development 135: 1315-1324.

Piques, M., Schulze, W.X., Hohne, M., usadel, B., Gibon, Y., Rohwer, J., 
and Stitt, M. (2009). Ribosome and transcript copy numbers, polysome 
occupancy and enzyme dynamics in Arabidopsis. Mol. Syst. Biol. 5: 314.

Pooggin, M.M., Hohn, T., and Fütterer, J. (2000). Role of a short open 
reading frame in ribosome shunt on the cauliflower mosaic virus RNA 
leader. J. Biol. Chem. 275: 17288-17296.

Puyaubert, J., denis, L., and Alban, C. (2008). Dual targeting of Ara-
bidopsis holocarboxylase synthetase1: a small upstream open read-
ing frame regulates translation initiation and protein targeting. Plant 
Physiol. 146: 478-491.

Rahmani, F., Hummel, M., Schuurmans, J., Wiese-Klinkenberg, A., 
Smeekens, S., and Hanson, J. (2009). Sucrose control of translation 
mediated by an upstream open reading frame-encoded peptide. Plant 
Physiol. 150: 1356-1367.

Rayson, S., Arciga-Reyes, L., Wootton, L., de Torres Zabala, M., Tru-
man, W., Graham, N., Grant, M., and davies, B. (2012). A role for 
nonsense-mediated mRNA decay in plants: pathogen responses are 
induced in Arabidopsis thaliana NMD mutants. PLoS One 7: e31917.

Reinbothe, C., Pollmann, S., and Reinbothe, S. (2010). Singlet oxygen 
signaling links photosynthesis to translation and plant growth. Trends 
Plant Sci. 15: 499-506.

Ren, M., qiu, S., venglat, P., Xiang, d., Feng, L., Selvaraj, G., and 
datla, R. (2011). Target of rapamycin regulates development and ri-
bosomal RNA expression through kinase domain in Arabidopsis. Plant 
Physiol. 155: 1367-1382.

Ren, M., venglat, P., qiu, S., Feng, L., Cao, Y., Wang, E., Xiang, d., 
Wang, J., Alexander, d., Chalivendra, S., Logan, d., Mattoo, A., Sel-

varaj, G., and datla, R. (2012). Target of rapamycin signaling regulates 
metabolism, growth, and life span in Arabidopsis. Plant Cell 24: 4850-
4874.

Robaglia, C., and Caranta, C. (2006). Translation initiation factors: a 
weak link in plant RNA virus infection. Trends Plant Sci. 11: 40-45.

Robaglia, C., Thomas, M., and Meyer, C. (2012). Sensing nutrient and 
energy status by SnRK1 and TOR kinases. Curr. Opin. Plant Biol. 15: 
301-307.

Rook, F., Weisbeek, P., and Smeekens, S. (1998a). The light-regulated 
Arabidopsis bZIP transcription factor gene ATB2 encodes a protein with 
an unusually long leucine zipper domain. Plant Mol. Biol. 37: 171-178.

Rook, F., Gerrits, N., Kortstee, A., van Kampen, M., Borrias, M., Weis-
beek, P., and Smeekens, S. (1998b). Sucrose-specific signalling re-
presses translation of the Arabidopsis ATB2 bZIP transcription factor 
gene. Plant J. 15: 253-263.

Roy, B., vaughn, J.N., Kim, B.H., Zhou, F., Gilchrist, M.A., and von 
Arnim, A.G. (2010). The h subunit of eIF3 promotes reinitiation com-
petence during translation of mRNAs harboring upstream open reading 
frames. RNA 16: 748-761.

Ruvinsky, I., Katz, M., dreazen, A., Gielchinsky, Y., Saada, A., Freed-
man, N., Mishani, E., Zimmerman, G., Kasir, J., and Meyuhas, O. 
(2009). Mice deficient in ribosomal protein S6 phosphorylation suffer 
from muscle weakness that reflects a growth defect and energy deficit. 
PLoS One 4: e5618.

Ryabova, L.A., and Hohn, T. (2000). Ribosome shunting in the cauli-
flower mosaic virus 35S RNA leader is a special case of reinitiation of 
translation functioning in plant and animal systems. Genes Dev. 14: 
817-829.

Ryabova, L.A., Pooggin, M.M., and Hohn, T. (2006). Translation reinitia-
tion and leaky scanning in plant viruses. Virus Res. 119: 52-62.

Saul, H., Elharrar, E., Gaash, R., Eliaz, d., valenci, M., Akua, T., 
Avramov, M., Frankel, N., Berezin, I., Gottlieb, d., Elazar, M., david-
Assael, O., Tcherkas, v., Mizrachi, K., and Shaul, O. (2009). The 
upstream open reading frame of the Arabidopsis AtMHX gene has a 
strong impact on transcript accumulation through the nonsense-medi-
ated mRNA decay pathway. Plant J. 60: 1031-1042.

Scharf, K.d., and Nover, L. (1982). Heat-shock-induced alterations of ri-
bosomal protein phosphorylation in plant cell cultures. Cell 30: 427-437.

Schepetilnikov, M., dimitrova, M., Mancera-Martinez, E., Geldreich, 
A., Keller, M., and Ryabova, L.A. (2013). TOR and S6K1 promote 
translation reinitiation of uORF-containing mRNAs via phosphorylation 
of eIF3h. EMBO J. 32: 1087-1102.

Schepetilnikov, M., Kobayashi, K., Geldreich, A., Caranta, C., Roba-
glia, C., Keller, M., and Ryabova, L.A. (2011). Viral factor TAV recruits 
TOR/S6K1 signalling to activate reinitiation after long ORF translation. 
EMBO J. 30: 1343-1356.

Schmidt, M., Grief, J., and Feierabend, J. (2006). Mode of translational 
activation of the catalase (cat1) mRNA of rye leaves (Secale cereale 
L.) and its control through blue light and reactive oxygen. Planta 223: 
835-846.

Schoning, J.C., Streitner, C., Page, d.R., Hennig, S., uchida, K., Wolf, 
E., Furuya, M., and Staiger, d. (2007). Auto-regulation of the circa-
dian slave oscillator component AtGRP7 and regulation of its targets 
is impaired by a single RNA recognition motif point mutation. Plant J. 
52: 1119-1130.

Shin, Y.J., Kim, S., du, H., Choi, S., verma, d.P., and Cheon, C.I. 
(2012). Possible dual regulatory circuits involving AtS6K1 in the regula-
tion of plant cell cycle and growth. Mol. Cells 33: 487-496.

Silva-Filho, M.C. (2003). One ticket for multiple destinations: dual target-
ing of proteins to distinct subcellular locations. Curr. Opin. Plant Biol. 
6: 589-595.

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



22 of 23 The Arabidopsis Book

Simon, A.E., and Miller, W.A. (2013). 3’ Cap-Independent Translation En-
hancers of Plant Viruses. Annu. Rev. Microbiol. DOI: 10.1146 (in press).

Simpson, G.G., Laurie, R.E., dijkwel, P.P., quesada, v., Stockwell, 
P.A., dean, C., and Macknight, R.C. (2010). Noncanonical translation 
initiation of the Arabidopsis flowering time and alternative polyadenyl-
ation regulator FCA. Plant Cell 22: 3764-3777.

Song, H.R., Song, J.d., Cho, J.N., Amasino, R.M., Noh, B., and Noh, 
Y.S. (2009). The RNA binding protein ELF9 directly reduces SUP-
PRESSOR OF OVEREXPRESSION OF CO1 transcript levels in ara-
bidopsis, possibly via nonsense-mediated mRNA decay. Plant Cell 21: 
1195-1211.

Sormani, R., Masclaux-daubresse, C., daniel-vedele, F., and Char-
don, F. (2011a). Transcriptional regulation of ribosome components are 
determined by stress according to cellular compartments in Arabidopsis 
thaliana. PLoS One 6: e28070.

Sormani, R., Yao, L., Menand, B., Ennar, N., Lecampion, C., Meyer, C., 
and Robaglia, C. (2007). Saccharomyces cerevisiae FKBP12 binds 
Arabidopsis thaliana TOR and its expression in plants leads to rapamy-
cin susceptibility. BMC Plant Biol. 7: 26.

Sormani, R., delannoy, E., Lageix, S., Bitton, F., Lanet, E., Saez-
vasquez, J., deragon, J.M., Renou, J.P., and Robaglia, C. (2011b). 
Sublethal cadmium intoxication in Arabidopsis thaliana impacts transla-
tion at multiple levels. Plant Cell Physiol. 52: 436-447.

Stadler, M., Artiles, K., Pak, J., and Fire, A. (2012). Contributions of 
mRNA abundance, ribosome loading, and post- or peri-translational 
effects to temporal repression of C. elegans heterochronic miRNA tar-
gets. Genome Res. 22: 2418-2426.

Stirnberg, P., Liu, J.P., Ward, S., Kendall, S.L., and Leyser, O. (2012). 
Mutation of the cytosolic ribosomal protein-encoding RPS10B gene af-
fects shoot meristematic function in Arabidopsis. BMC Plant Biol. 12: 160.

Stuger, R., Ranostaj, S., Materna, T., and Forreiter, C. (1999). Messen-
ger RNA-binding properties of nonpolysomal ribonucleoproteins from 
heat-stressed tomato cells. Plant Physiol. 120: 23-32.

Stupina, v.A., Yuan, X., Meskauskas, A., dinman, J.d., and Simon, 
A.E. (2011). Ribosome binding to a 5’ translational enhancer is altered 
in the presence of the 3’ untranslated region in cap-independent trans-
lation of turnip crinkle virus. J. Virol. 85: 4638-4653.

Stupina, v.A., Meskauskas, A., McCormack, J.C., Yingling, Y.G., Sha-
piro, B.A., dinman, J.d., and Simon, A.E. (2008). The 3’ proximal 
translational enhancer of Turnip crinkle virus binds to 60S ribosomal 
subunits. RNA 14: 2379-2393.

Sugio, T., Matsuura, H., Matsui, T., Matsunaga, M., Nosho, T., Kanaya, 
S., Shinmyo, A., and Kato, K. (2010). Effect of the sequence context 
of the AUG initiation codon on the rate of translation in dicotyledonous 
and monocotyledonous plant cells. J. Biosci. Bioeng. 109: 170-173.

Szakonyi, d., and Byrne, M.E. (2011). Ribosomal protein L27a is re-
quired for growth and patterning in Arabidopsis thaliana. Plant J. 65: 
269-281.

Szick-Miranda, K., and Bailey-Serres, J. (2001). Regulated heterogene-
ity in 12-kDa P-protein phosphorylation and composition of ribosomes 
in maize (Zea mays L.). J. Biol. Chem. 276: 10921-10928.

Tabuchi, T., Okada, T., Azuma, T., Nanmori, T., and Yasuda, T. (2006). 
Posttranscriptional regulation by the upstream open reading frame of 
the phosphoethanolamine N-methyltransferase gene. Biosci. Biotech-
nol. Biochem. 70: 2330-2334.

Tam, P.P., Barrette-Ng, I.H., Simon, d.M., Tam, M.W., Ang, A.L., and 
Muench, d.G. (2010). The Puf family of RNA-binding proteins in plants: 
phylogeny, structural modeling, activity and subcellular localization. 
BMC Plant Biol. 10: 44.

Thalor, S.K., Berberich, T., Lee, S.S., Yang, S.H., Zhu, X., Imai, R., 
Takahashi, Y., and Kusano, T. (2012). Deregulation of sucrose-con-

trolled translation of a bZIP-type transcription factor results in sucrose 
accumulation in leaves. PLoS One 7: e33111.

Thiebeauld, O., Schepetilnikov, M., Park, H.S., Geldreich, A., Ko-
bayashi, K., Keller, M., Hohn, T., and Ryabova, L.A. (2009). A new 
plant protein interacts with eIF3 and 60S to enhance virus-activated 
translation re-initiation. EMBO J. 28: 3171-3184.

Thoreen, C.C., Chantranupong, L., Keys, H.R., Wang, T., Gray, N.S., 
and Sabatini, d.M. (2012). A unifying model for mTORC1-mediated 
regulation of mRNA translation. Nature 485: 109-113.

Tran, M.K., Schultz, C.J., and Baumann, u. (2008). Conserved up-
stream open reading frames in higher plants. BMC Genomics 9: 361.

Turck, F., Zilbermann, F., Kozma, S.C., Thomas, G., and Nagy, F. 
(2004). Phytohormones participate in an S6 kinase signal transduction 
pathway in Arabidopsis. Plant Physiol. 134: 1527-1535.

Turkina, M.v., Klang Arstrand, H., and vener, A.v. (2011). Differential 
phosphorylation of ribosomal proteins in Arabidopsis thaliana plants 
during day and night. PLoS One 6: e29307.

Tzeng, T.Y., Kong, L.R., Chen, C.H., Shaw, C.C., and Yang, C.H. (2009). 
Overexpression of the lily p70(s6k) gene in Arabidopsis affects elonga-
tion of flower organs and indicates TOR-dependent regulation of AP3, 
PI and SUP translation. Plant Cell Physiol. 50: 1695-1709.

ullah, H., Scappini, E.L., Moon, A.F., Williams, L.v., Armstrong, d.L., 
and Pedersen, L.C. (2008). Structure of a signal transduction regula-
tor, RACK1, from Arabidopsis thaliana. Protein Sci. 17: 1771-1780.

urade, R. (2007). Cellular response to unfolded proteins in the endoplas-
mic reticulum of plants. FEBS J. 274: 1152-1171.

vain, P., Thole, v., Worland, B., Opanowicz, M., Bush, M.S., and doon-
an, J.H. (2011). A T-DNA mutation in the RNA helicase eIF4A confers 
a dose-dependent dwarfing phenotype in Brachypodium distachyon. 
Plant J. 66: 929-940.

van der Weele, C.M., Tsai, C.W., and Wolniak, S.M. (2007). Mago nashi is 
essential for spermatogenesis in Marsilea. Mol. Biol. Cell 18: 3711-3722.

vanderhaeghen, R., de Clercq, R., Karimi, M., van Montagu, M., Hil-
son, P., and van Lijsebettens, M. (2006). Leader sequence of a plant 
ribosomal protein gene with complementarity to the 18S rRNA triggers 
in vitro cap-independent translation. FEBS Lett. 580: 2630-2636.

vaughn, J.N., Ellingson, S.R., Mignone, F., and von Arnim, A.G. 
(2012). Known and novel post-transcriptional regulatory sequences are 
conserved across plant families. RNA 18: 368-384.

Wamboldt, Y., Mohammed, S., Elowsky, C., Wittgren, C., de Paula, 
W.B., and Mackenzie, S.A. (2009). Participation of Leaky Ribosome 
Scanning in Protein Dual Targeting by Alternative Translation Initiation 
in Higher Plants. Plant Cell 21: 157-167.

Wang, A., and Krishnaswamy, S. (2012). Eukaryotic translation initiation 
factor 4E-mediated recessive resistance to plant viruses and its utility 
in crop improvement. Mol. Plant Pathol. 13: 795-803.

Wang, C., Washida, H., Crofts, A.J., Hamada, S., Katsube-Tanaka, T., 
Kim, d., Choi, S.B., Modi, M., Singh, S., and Okita, T.W. (2008). The 
cytoplasmic-localized, cytoskeletal-associated RNA binding protein 
OsTudor-SN: evidence for an essential role in storage protein RNA 
transport and localization. Plant J. 55: 443-454.

Wang, L., and Wessler, S.R. (1998). Inefficient reinitiation is responsible 
for upstream open reading frame-mediated translational repression of 
the maize R gene. Plant Cell 10: 1733-1746.

Wang, L., and Wessler, S.R. (2001). Role of mRNA secondary structure 
in translational repression of the maize transcriptional activator Lc(1,2). 
Plant Physiol. 125: 1380-1387.

Wang, S., and Okamoto, T. (2009). Involvement of polypyrimidine tract-
binding protein (PTB)-related proteins in pollen germination in Arabi-
dopsis. Plant Cell Physiol. 50: 179-190.

Wang, X., and Grumet, R. (2004). Identification and characterization of 

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use



 Translation Regulation of Cytosolic mRNAs 23 of 23

proteins that interact with the carboxy terminus of poly(A)-binding pro-
tein and inhibit translation in vitro. Plant Mol. Biol. 54: 85-98.

Washida, H., Kaneko, S., Crofts, N., Sugino, A., Wang, C., and Okita, 
T.W. (2009). Identification of cis-localization elements that target glute-
lin RNAs to a specific subdomain of the cortical endoplasmic reticulum 
in rice endosperm cells. Plant Cell Physiol. 50: 1710-1714.

Washida, H., Sugino, A., doroshenk, K.A., Satoh-Cruz, M., Nagamine, 
A., Katsube-Tanaka, T., Ogawa, M., Kumamaru, T., Satoh, H., and 
Okita, T.W. (2012). RNA targeting to a specific ER sub-domain is re-
quired for efficient transport and packaging of alpha-globulins to the pro-
tein storage vacuole in developing rice endosperm. Plant J. 70: 471-479.

Wei, C.C., Balasta, M.L., Ren, J., and Goss, d.J. (1998). Wheat germ 
poly(A) binding protein enhances the binding affinity of eukaryotic 
initiation factor 4F and (iso)4F for cap analogues. Biochemistry 37: 
1910-1916.

Wek, R.C., Jiang, H.Y., and Anthony, T.G. (2006). Coping with stress: 
eIF2 kinases and translational control. Biochem. Soc. Trans. 34: 7-11.

Whittle, C.A., and Krochko, J.E. (2009). Transcript profiling provides 
evidence of functional divergence and expression networks among ri-
bosomal protein gene paralogs in Brassica napus. Plant Cell 21: 2203-
2219.

Wiese, A., Elzinga, N., Wobbes, B., and Smeekens, S. (2004). A con-
served upstream open reading frame mediates sucrose-induced re-
pression of translation. Plant Cell 16: 1717-1729.

Williams, A.J., Werner-Fraczek, J., Chang, I.F., and Bailey-Serres, J. 
(2003). Regulated phosphorylation of 40S ribosomal protein S6 in root 
tips of maize. Plant Physiol. 132: 2086-2097.

Wilson, d.N., and doudna Cate, J.H. (2012). The structure and function 
of the eukaryotic ribosome. Cold Spring Harbor Persp. Biol. 4: a011536.

Wobbe, L., Schwarz, C., Nickelsen, J., and Kruse, O. (2008). Transla-
tional control of photosynthetic gene expression in phototrophic eukary-
otes. Physiol. Plant. 133: 507-515.

Xiong, Y., and Sheen, J. (2012). Rapamycin and glucose-target of rapamy-
cin (TOR) protein signaling in plants. J. Biol. Chem. 287: 2836-2842.

Xiong, Y., McCormack, M., Li, L., Hall, q., Xiang, C., and Sheen, J. 
(2013). Glucose-TOR signalling reprograms the transcriptome and ac-
tivates meristems. Nature 496: 181-186.

Xu, J., and Chua, N.H. (2009). Arabidopsis decapping 5 is required for 
mRNA decapping, P-body formation, and translational repression dur-
ing postembryonic development. Plant Cell 21: 3270-3279.

Xu, J., and Chua, N.H. (2011). Processing bodies and plant development. 
Curr. Opin. Plant Biol. 14: 88-93.

Xu, J., Yang, J.Y., Niu, q.W., and Chua, N.H. (2006). Arabidopsis DCP2, 
DCP1, and VARICOSE form a decapping complex required for postem-
bryonic development. Plant Cell 18: 3386-3398.

Xu, X.M., and Meier, I. (2008). The nuclear pore comes to the fore. Trends 
Plant Sci. 13: 20-27.

Yang, L., Wu, G., and Poethig, R.S. (2012). Mutations in the GW-repeat 
protein SUO reveal a developmental function for microRNA-mediated 
translational repression in Arabidopsis. Proc. Natl. Acad. Sci. U S A 
109: 315-320.

Yang, q., Gilmartin, G.M., and doublie, S. (2010). Structural basis of 
UGUA recognition by the Nudix protein CFI(m)25 and implications for 
a regulatory role in mRNA 3’ processing. Proc. Natl. Acad. Sci. U S A 
107: 10062-10067.

Yao, Y., Ling, q., Wang, H., and Huang, H. (2008). Ribosomal proteins 
promote leaf adaxial identity. Development 135: 1325-1334.

Yoine, M., Ohto, M.A., Onai, K., Mita, S., and Nakamura, K. (2006). The 
lba1 mutation of UPF1 RNA helicase involved in nonsense-mediated 
mRNA decay causes pleiotropic phenotypic changes and altered sugar 
signalling in Arabidopsis. Plant J. 47: 49-62.

Yu, S.M. (1999). Cellular and genetic responses of plants to sugar starva-
tion. Plant Physiol. 121: 687-693.

Zhang, Y., dickinson, J.R., Paul, M.J., and Halford, N.G. (2003). Mo-
lecular cloning of an arabidopsis homologue of GCN2, a protein kinase 
involved in co-ordinated response to amino acid starvation. Planta 217: 
668-675.

Zhang, Y., Wang, Y., Kanyuka, K., Parry, M.A., Powers, S.J., and Hal-
ford, N.G. (2008). GCN2-dependent phosphorylation of eukaryotic 
translation initiation factor-2alpha in Arabidopsis. J. Exp. Bot. 59: 3131-
3141.

Zhou, F., Roy, B., and von Arnim, A.G. (2010) Translation reinitiation and 
development are compromised in similar ways by mutations in transla-
tion initiation factor eIF3h and the ribosomal protein RPL24. BMC Plant 
Biol. 10: 193.

Zuo, X., Wang, J., Yu, P., Eyler, d., Xu, H., Starich, M.R., Tiede, d.M., 
Simon, A.E., Kasprzak, W., Schwieters, C.d., Shapiro, B.A., and 
Wang, Y.X. (2010). Solution structure of the cap-independent transla-
tional enhancer and ribosome-binding element in the 3’ UTR of turnip 
crinkle virus. Proc. Natl. Acad. Sci. U S A 107: 1385-1390.

Downloaded From: https://bioone.org/journals/The-Arabidopsis-Book on 03 May 2024
Terms of Use: https://bioone.org/terms-of-use


