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Abstract: Subcellular mRNA localization is an evolutionarily conserved mechanism to spatially and
temporally drive local translation and, in turn, protein targeting. Hence, this mechanism achieves
precise control of gene expression and establishes functional and structural networks during cell
growth and development as well as during stimuli response. Since its discovery in ascidian eggs,
mRNA localization has been extensively studied in animal and yeast cells. Although our knowledge
of subcellular mRNA localization in plant cells lags considerably behind other biological systems,
mRNA localization to the endoplasmic reticulum (ER) has also been well established since its
discovery in cereal endosperm cells in the early 1990s. Storage protein mRNA targeting to distinct
subdomains of the ER determines efficient accumulation of the corresponding proteins in different
endosomal storage sites and, in turn, underlies storage organelle biogenesis in cereal grains. The
targeting process requires the presence of RNA localization elements, also called zipcodes, and
specific RNA-binding proteins that recognize and bind these zipcodes and recruit other factors to
mediate active transport. Here, we review the current knowledge of the mechanisms and functions
of mRNA localization to the ER in plant cells and address directions for future research.
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1. Introduction

Asymmetric distribution of mRNAs was first discovered in ascidian eggs and embryos
in 1983 [1], where β-actin mRNA was further observed to be specifically localized at the
site where muscle-forming cells reside [2]. This observation, followed by investigations
of maternal mRNA distributions in Xenopus and Drosophila oocytes [3–5], supported the
previous proposal of prelocalized RNAs during early development [6,7] and raised the
hypothesis that specific mRNA pools localized to particular subcellular areas todetermine
cell fate and tissue differentiation. The concept of subcellular mRNA localization was
then proposed in 1986 by Lawrence and Singer [8], who applied the in situ hybridization
technique to locate mRNAs in chicken fibroblasts. This phenomenon was subsequently
observed in neurons [9], rice endosperm cells [10], and oligodendrocytes [11]. With the
continual findings of mRNA localization in animal, plants, yeast, algae, and even bacte-
ria [12], mRNA localization is proposed to be an ancient, prevalent, universal, and highly
conserved mechanism.

Today, mRNA localization is referred to as a mechanism where mRNAs are specifically
localized to discrete subcellular compartments. By creating local translation hotspots,
mRNA localization provides a highly efficient process to concentrate newly synthesized
proteins within a defined intracellular region. mRNA localization enables cells to fine-tune
cell polarization, differentiation, and migration as well as quickly respond to intracellular
and environmental stimuli.

In eukaryotic cells, localization of mRNAs involves multiple events in both the nucleus
and cytoplasm. The process is initiated in the nucleus where cis-acting elements within
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the RNAs, also called zipcodes RNA elements, are recognized and bound by specific trans-
acting factors, typically RNA-binding proteins (RBPs), to form an initial ribonucleoprotein
(RNP) complex. The association of mRNAs with some of these RBPs may be maintained
during RNA processing and maturation to form a primary messenger ribonucleoprotein
(mRNP) complex competent for export from the nucleus. Once transported to the cytoplasm,
the primary mRNP complex is remodeled by removing and recruiting one or more protein
factors and linking to a cytoskeleton motor protein to initiate mRNA transport. When the
mRNP complex arrives at the target location, further remodeling is required to activate
local translation, turnover or storage. Thus, mRNA localization is a highly dynamic
process. While zipcode elements are an essential prerequisite to determine the localization
of mRNAs, multiple RBPs play an extremely important roles throughout the process.

In the past four decades, subcellular mRNA localization has been extensively studied
in yeast and metazoan cells, and much of our current understanding on mRNA targeting
emanates from research on these organisms. Although mRNA localization in plants was-
discovered in the early 1990s, information underlying its basis is relatively poor compared
to that generated from other systems. The main reason lies in the structural characteristics
of plant cells, which usually contain one or more large central vacuoles, which squeezes
the cytoplasm to the periphery of the cell and thus impedes effective observation of mRNA
localization in a defined area. To date, the phenomenon in plant cells has only been de-
scribed in the process of mRNA targeting to the cortical endoplasmic reticulum (ER) in
cytoplasmic-rich rice endosperm cells [13], mRNAs enrichment on the mitochondrial sur-
face in Arabidopsis [14–16] and potato [17], and localization of viral RNAs on the chloroplast
envelope [18–20]. Among these different plant systems, localization of storage protein mR-
NAs to distinct ER subdomains in rice endosperm cells is relatively well-established, when
compared to the bulk mRNA localization to mitochondria and viral mRNA localization to
chloroplast. To assist further research on mRNA localization in plant cells, we summarize
our current studies and knowledge of mRNA localization to the ER, using rice endosperm
cell as a model system.

2. mRNA Targeting to the ER Subdomains Is Driven by Specific RNA Zipcodes

The early view of protein translation in eukaryotes assumed that after nuclear export
to the cytoplasm, mRNAs were translated at random locations within the cytosol. Proteins
were localized to specific cellular compartments or organelles by peptide-based determi-
nants. N-terminal transit peptides (TP) served as the targeting signals to the chloroplast
and mitochondria, while signal peptides directed the growing nascent polypeptide chain
during protein synthesis to the ER. In this latter instance, a signal recognition particle
(SRP) recognizes and binds to the signal peptide of the nascent polypeptide to direct the
association of a complex of mRNA, ribosome and nascent polypeptide chain to the ER
membrane. Signal peptides were considered to be necessary and sufficient information to
target proteins to the ER in both plant and animal cells [21–23].

In rice endosperm cells, large amount of storage proteins, prolamine, glutelin and
α-globulin are synthesized on the ER where these proteins are translocated to the lumen.
Prolamines are retained in the lumen, where they co-assemble as intracisternal granules,
which matures into an organelle labeled as ER-derived protein body-I (PB-I, prolamine) [24].
By contrast, glutelins and α-globulins are exported from the ER lumen to the Golgi and
then transported to protein storage vacuoles (PSV, containing glutelin and α-globulin) to
form PB-II (Figure 1A) [24]. Due to the presence of signal peptide elements in these storage
proteins, their synthesis on the ER and packaging of the storage proteins into PB-I and
PB-II were initially thought to be dependent on their signal peptides. In 1993, using in situ
hybridization at the electron microscopy level, the Okita laboratory reported that prolamine
and glutelin mRNAs were localized on two distinct subdomains of the ER [10]. Prolamine
mRNAs were localized on the ER (PB-ER) that delimit PB-I, while glutelin mRNAs were
distributed to the adjoining cisternal ER (cis-ER) (Figure 1A). Later, using optimized in
situ RT-PCR technique, the group further discovered that when removing the translation
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initiation codon or signal peptide sequences, prolamine mRNAs remained targeted to
the PB-ER [25]. These studies indicate that storage protein mRNAs are not randomly
localized on the ER and that the localization process is RNA-based. This hypothesis was
substantiated by expressing exogenous reporter genes containing prolamine or glutelin
RNA sequences positioned at their 3′ UTR. The β-glucuronidase (GUS) mRNA, which by
itself is normally targeted to the cis-ER, was redirected by prolamine RNA sequences to
the PB-ER [25], while GFP mRNAs containing prolamine or glutelin RNA sequences were
localized to the PB-ER and cis-ER, respectively [26].
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transporting to distinct ER subdomains likely on actin filaments (grey lines). Glutelin mRNAs (red 
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Figure 1. Schematic model of mRNA transport to the cortical ER in developing rice endosperm
cells. (A) Working model of three pathways to transport mRNAs to distinct ER subdomains in
wildtype. The localization of storage protein mRNAs initiates in the nucleus, where newly transcribed
mRNAs are recognized and bound by various sets of specific RBPs, forming heterogenous nuclear
ribonucleoprotein (hnRNP) complexes. After export from the nucleus to cytoplasm, the complexes
undergo dynamic remodeling to form mRNPs that recruit molecular motor proteins for actively
transporting to distinct ER subdomains likely on actin filaments (grey lines). Glutelin mRNAs (red
curve line) are targeted to the cis-ER via endosomal trafficking. Following translation, proglutelins
are transported via the Golgi complex to the irregularly shaped PSV, where they are proteolytically
processed to acidic and basic subunits and accumulated in the crystalline regions of the PSV (shown
in red). Prolamine (blue curve line) and α-globulin (orange curve line) mRNAs are transported to
the PB-ER, where the mRNAs are translated and newly synthesized prolamine polypeptides are
assembled as an intracisternal granule to form multi-layered PB-I. The synthesized α-globulins are
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rapidly exported to the Golgi for subsequent transport, via dense vesicles, to the peripheral area of the
PSVs. An additional default pathway transports zipcode-less mRNAs (green curve line) to the cis-ER.
(B) Mutations of key RBPs or factors induce mistargeting of storage protein mRNAs and, in turn,
their proteins. Mutants carrying mutations in RBP-P, RBP-L or Tudor-SN mistarget both prolamine and
glutelin mRNAs and cause changes in the shape and/or protein components of PB-I and PSVs. Got1B
mutations disrupts targeting of prolamine mRNAs to the PB-ER. Due to the dysfunction of endosomal
factor Rab5a and its effector Rab5a-GEF in glup6 and glup4 mutants, respectively, mRNPs (light grey
dots) carrying glutelin mRNAs are partially mislocalized from the cis-ER to the PB-ER and paramural
bodies (PMBs). As endosomes are also involved in glutelin and α-globulin protein trafficking from
the Golgi to PSVs, both α-globulin (red dots) and proglutelin (orange dots) proteins are found to
partially mislocalize in PMBs.

The direct targeting of mRNAs to the ER is best established in yeast. A set of mRNAs,
including ASH1 mRNA, are co-transported on tubular ER that move to the emerging bud
or daughter cell [27–30]. The process is found to be driven by multiple cis-acting elements
within the mRNA sequences [29]. To investigate the cis-acting elements within the storage
protein mRNAs, a series of transgenic rice lines carrying a reporter gene supplemented
with partial storage protein mRNA sequences was constructed [26,31,32]. Exogenous GFP
whose mRNA was localized on the cis-ER by a default pathway was used as a reporter
gene to investigate prolamine localization elements [26]. The addition of various 5′ and 3′

deletions of the prolamine sequences led to the identification of two apparent cis-acting
elements, one located downstream of the signal peptide coding sequence (zipcode 1) and
the other in the 3′ UTR (zipcode 2, Figure 2A) [26]. The presence of a single zipcode resulted
in only partial localization of prolamine mRNA to the PB-ER. Thus, two cis-acting elements,
which shared a conserved U-rich motif element (Figure 2A), are required for restricted
prolamine mRNA localization.

A similar strategy was applied to identify glutelin mRNA localization elements. When the
maize δ-zein mRNA, a member of the cereal prolamine superfamily [33] was used as a reporter
gene, two short sequences located at the 5′ and 3′ ends of the coding region as well as the 3′

UTR of glutelin mRNA were sufficient to redirect δ-zein mRNA from the PB-ER to the cis-ER
(Figure 2B) [31]. These observations suggest that glutelin mRNA contains three cis-localization
elements and that the glutelin zipcodes are dominant over the δ-zein mRNA zipcodes. Further
sequence analysis suggests that these glutelin zipcode RNAs contain two conserved motifs
(Figure 2B) with the U-rich motif 2 showing some homology to the prolamine zipcode [31].

In addition to prolamines and glutelins, rice endosperm cells accumulate small
amounts of α-globulins. The saline-soluble proteins are synthesized on the ER-membrane,
processed by the Golgi and ultimately deposited together with glutelin in the PSV. In-
terestingly, α-globulin mRNAs are distributed on the PB-ER (Figure 1A), and not on the
cis-ER based on the analysis of in situ RT-PCR [32]. Its presence in the 3′ UTR of the GFP
RNA redirects the hybrid RNA from the cis-ER to the PB-ER as well [32], suggesting that
α-globulin mRNA sequence contains cis-acting elements for localization on the PB-ER. Se-
quence analysis revealed that α-globulin mRNA sequences possess three candidate zipcodes
located at both the coding and non-coding regions, sharing high similarity to prolamine
zipcode RNAs [32]. Collectively, these findings suggest that both prolamine and α-globulin
mRNAs are directed to the cortical ER by specific zipcode RNAs.

Based on the results of these studies, three mRNA targeting pathways to the cortical
ER exist in rice endosperm cells (Figure 1A). While prolamine and α-globulin mRNAs are lo-
calized to the PB-ER, glutelin mRNAs are targeted to the cis-ER. Both pathways are zipcode
RNA-dependent. The third pathway is a default zipcode-independent pathway, which
mediates RNAs, including GFP and GUS mRNAs, to the cis-ER. The three pathways are
not independent but instead hierarchal and inter-related (Figure 3). The glutelin pathway
is dominant, as its zipcodes can redirect the transport of prolamine and α-globulin mRNAs
from the PB-ER to the cis-ER [27,28] (Figure 3). In turn, prolamine and α-globulin mRNAs
are able to redirect GFP RNA from the default cis-ER to the PB-ER [26,32].
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Figure 3. The hierarchal relationship among the three mRNA transport pathways in developing
rice endosperm (adapted from [35]). The glutelin mRNA localization pathway to the cis-ER (red) is
dominant over the pathway targeting prolamine/α-globulin mRNAs to the PB-ER (blue), which, in turn,
is dominant over the default pathway (gray). Studies from mutant rice lines expressing defective Got1
(glup2), Rab5 (glup4) and Rab5-GEF (glup6), indicate that membrane trafficking mediates the mRNA
transport to the PB-ER or cis-ER. Another rice mutant, glup5, possessing an undefined genetic defect,
misdirects α-globulin mRNAs to the cis-ER without affecting the localization of prolamine mRNAs
to the PB-ER. The key RBPs responsible for glutelin and prolamine mRNA localization, are marked
under each pathway. The three RNA-transport pathways may share some common RBPs or factors
for mRNA targeting to the cortical ER membrane, while additional specific factors are required for
selective transport during each pathway.
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3. mRNA Targeting to the ER Subdomains Requires a Set of Trans-Acting RBPs

Following the identification of cis-acting elements in RNAs, identification of transact-
ing factors, mainly RNA-binding proteins (RBPs), was pursued. Two strategies were used
to identify the RBPs required for prolamine and glutelin mRNA localization, respectively.
Affinity chromatography using prolamine zipcode RNA as bait to pull-down interacting
RBPs was initially applied [36]. Fifteen unique RBPs with specific binding affinity to the
prolamine zipcode were selectively captured under highly stringent washing and elution
conditions. Five of these RBPs, A, I, J, K, and Q, were heterogeneous nuclear ribonucleo-
proteins (hnRNPs) containing two RNA recognition motifs (RRMs) and were selected for
further functional analysis [37]. All five RBPs have binding capability to prolamine zipcode
RNAs. They form multiple complexes in the nucleus and cytoplasm, suggesting that they
mediate various steps during prolamine mRNA transport and localization (Figures 4 and 5).
RBPs A-J-K and I-J-K assemble into two complexes associated with prolamine zipcodes in
both the nucleus and cytoplasm, while RBP-Q is involved in the formation of an undefined
third complex in the nucleus that is released in the cytoplasm.
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from [37]). Five RBPs, A, I, J, K, and Q assemble into at least three different RBP complexes that
recognize and bind to prolamine zipcodes. RBPs A, I, J and K form two cytoplasmic complexes, A-J-K
and I-J-K. These two RBP complexes together with a third complex containing RBP-Q may also be
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RBP-Q complex.
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Figure 5. Schematic structure of the available RBPs responsible for prolamine and/or glutelin mRNA
localization. While RBP-A, I, J, K, Q, and P contain two RRM motifs, there are three RRMs in RBP-L
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and RBP208. Tudor-SN consists of four SN-like domains (SN1 to 4) followed by a Tudor domain and
a fifth abbreviated SN-like domain (SN5). The mutations sites in RBP-P and Tudor-SN that cause
mislocalization of prolamine and glutelin mRNAs are indicated by arrows followed by labeling amino
acid substitutions. a.a., amino acids.

While affinity chromatography using prolamine zipcode RNA was successful in cap-
turing specific trans-RBPs, it failed to identify specific glutelin zipcode binding proteins.
An alternative North-western blot approach was later undertaken using glutelin zipcode
and non-zipcode RNA as a comparison group, which identified RBP-P as a key glutelin
zipcode-binding protein [38]. RBP-P was also captured by prolamine zipcode RNA chro-
matography [36], suggesting a dual functional role of RBP-P in localization of both glutelin
and prolamine mRNAs. Indeed, the two RRMs containing RBP-P (Figure 5) showed highly
specific binding to both glutelin and prolamine mRNAs, especially their zipcodes. Mutations
in RBP-P led to a loss of RNA binding activity and caused partial mislocalization of both
glutelin and prolamine mRNAs [39]. Collectively, these results indicate RBP-P plays essential
roles in mediating specific targeting of both glutelin and prolamine mRNAs.

Similar to the case of prolamine, multi-protein complexes are also required to determine
the localization of glutelin mRNAs. Protein–protein interaction revealed that RBP-P, RBP-L
and RBP208 interact with each other, forming multiple complexes in the nucleus and/or
cytoplasm [39]. RBP-L exhibits similar features as RBP-P (Figure 5), including binding to
glutelin and prolamine mRNAs in vivo and in vitro [34]. When RBP-L expression is knocked
down by a DNA segmental mutation in the 3′ UTR region, both glutelin and prolamine
mRNAs [34] are partially mislocalized, suggesting that RBP-L is also a key RBP in regulating
the localization of glutelin and prolamine mRNAs. Given that the complexes formed by RBP-P
and RBP-L are not RNA-dependent and are located in both the nucleus and cytoplasm, the
two RBPs may form a primary complex to serve as a scaffold to bind other RBPs to form a
multi-protein complex that selectively targets prolamine and glutelin mRNAs to the cortical
ER. In addition to RBP-P and RBP-L, a third candidate, RBP208, may also be involved.
RBP208 interacts with RBP-P, and this interaction is weakened with several RBP-P mutant
proteins. Hence, RBP208 may also be required for precise control of glutelin and prolamine
mRNA localization. Unlike the RBP-P/RBP-L complex, RBP-P/RBP208 complexes are found
in both the nucleus and cytoplasm and their interaction is RNA-dependent [39]. Hence,
RBP208 may be specially recruited by RBP-P to the complex during mRNA localization. As
RBP208 only interacts with RBP-L in the cytoplasm, the RBP group P/L/208 may also form
multiple complexes to co-regulate glutelin and prolamine mRNA localization. However, the
exact detailed function of RBP208 in the process deserves further investigation.

The requirement of RBP-P, RBP-L and RBP208 for both glutelin and prolamine mRNA
localization indicates that the two transport pathways are inter-related by sharing common
trans-factors to assemble the required mRNP complexes. This feature further contributes
to the close relationship between the glutelin and prolamine mRNA transport pathways.
The current results suggest a scenario that while the primary scaffold formed by RBP-P
and RBP-L, with the undefined role from RBP208, selects glutelin and prolamine mRNAs
for specific targeting to the cortical ER, the complexes formed by RBPs A, I, J, K and Q are
involved to target prolamine mRNAs to the PB-ER. How the RBP group A/I/J/K/Q links
to RBP-P/L scaffold and what specific factors control glutelin mRNA transport pathway
require further study.

4. A Possible Role for Myosin Motor Protein Driving mRNA Transport to the ER
Subdomains on Actin Filaments

How an mRNP complex carrying target mRNAs and a large collection of RBPs is trans-
ported to specific ER subdomains remains a mystery. Although passive mRNA diffusion
and anchoring along with cytoplasmic streaming has been reported for Nos RNA during
Drosophila oogenesis [40–42] and for most mRNAs in bacteria [12,43], active transport driven
by cytoskeletal-associated motor proteins is the most common mode of mRNA localization
in eukaryotic cells. In yeast, the well-known bud-localized ASH1 mRNA is transported
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on actin filaments through its association with the RBPs, She2 and She3, with the type V
myosin motor Myo4 [44–47]. The She2–She3 complex also recognizes CLB2, TCB2, TCB3,
and IST2 mRNAs, and drives their active transport on actin filaments [48,49]. In mammalian
cells, mRNAs are actively transported on both actin and microtubules [50–52]. For example,
Actb mRNAs are transported to the leading edge of migrating fibroblasts on both actin and
microtubules, where the zipcode binding protein 1 (ZBP1) mediates the transport via its
interaction with motor proteins [53–55].

In rice endosperm cells, a preliminary study using a GFP-based RNA movement
system suggested that the storage protein mRNAs were transported on actin filaments. In
this modified 2-hybrid system, prolamine RNA particles were visualized by co-expressing
a GFP-MS2 fusion protein and a hybrid prolamine RNA containing tandem MS2 binding
sites. Microscopic analysis showed that the prolamine RNA/GFP-MS2 particles moved in a
stop-and-go manner [56,57]. The movement was overall unidirectional but with occasional
bidirectional, random, and oscillatory movements, a movement behavior consistent with
transport along cytoskeletal elements. Drug treatment known to disrupt the integrity of
actin filaments using cytochalasin D and latrunculin B was found to efficiently suppress
particle movement [56], indicating that prolamine mRNAs are likely transported via myosin
along actin filaments.

5. mRNA Transport to the ER Subdomains Meets Membrane Trafficking

A mutant rice line, glup2, carrying a mutation in Golgi Transport 1(Got1B) gene, exhibits
mislocalization of prolamine and α-globulin mRNAs [58] (Figure 3). Got1B is usually found
on coat protein complex II (COPII) vesicles and functions as a membrane trafficking-
related protein to mediate anterograde transport from the ER to the Golgi [58–60]. In rice,
Got1B was reported to interact with COPII component Sec23 and thus mediate COPII
vesicle formation at Golgi-associated ER exit sites [60], which may influence transport of
glutelin polypeptides and cause abnormal accumulation of proglutelins in the relevant
mutants [58,60]. It seems that in addition to protein transport, Got1B mediated COPII
trafficking may also be involved in mRNA localization. Although it is not clear how
prolamine and α-globulin mRNA transport is linked to COPII trafficking, it is obvious
that the process of mRNA localization has a relationship with membrane trafficking as
demonstrated by analysis of rice mutant lines.

The glup4 and glup6 rice lines carry mutations in the small GTPase Rab5 and its cognate
guanine nucleotide exchange factor (Rab5-GEF), respectively. Rab5 plays multiple roles in
membrane transport, ranging from early endosome formation to trafficking from the Golgi
to the protein storage vacuole in rice endosperm [61]. Due to the critical function of Rab5 in
endosomal transport, both glup4 and glup6 lines exhibit a pronounced aborted endocytosis
phenotype, where extracellular paramural bodies (PMBs) are formed adjacent to the cyto-
plasmic membrane (Figure 1B). These paramural bodies contain protein markers for the ER,
Golgi, prevacuolar compartment and plasma membrane [61] as well as glutelin, suggesting
that normal membrane trafficking is disrupted. In addition, glutelin mRNAs were also
detected in PMBs [61,62], suggesting a potential connection of endosomal trafficking and
glutelin mRNA transport.

Long-distance endosomal transport of mRNAs is well studied in Ustilago maydis, a fun-
gus that causes corn smut disease. A highly polarized growth of infectious hyphae is heavily
dependent on motor-mediated endosomal transport along microtubules (Figure 6A) [27].
During the process, higher-order septin filaments are generated with gradients to set up
polarized growth via endosomal transport of septin mRNAs, including cdc3, cdc10, cdc11,
and cdc12. The endosomal transport of septin mRNAs requires their binding to the RNA
binding protein Rrm4 [28,63,64], which interacts with a membrane-associated linker protein
Upa1 through its FYVE domain to link mRNPs on endosomes. Thus, the complex of Rrm4
and Upa1 work together with the other two RBPs, Pab1 and Upa2 [63,64] to co-mediate
endosomal transport of cdc mRNAs (Figure 6A). Apparently, specific adaptor proteins are
required to hitch mRNPs onto endosomes for active transport of mRNAs.
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Figure 6. Proposed models of endosome-coupled trafficking of mRNAs in different organisms.
(A) Working model of cdc mRNA transport via trafficking endosomes in the fungus U. maydis
(adapted from [64]). The mRNAs encoding four septins, Cdc3, 10, 11 and 12, are bound by Rrm4
and Pab1, which recruit GrP1, UPa1, and UPa2 as well as an unknown linker protein (grey color).
The resulting mRNP complex is associated with a trafficking endosome through membrane protein
UPa1. (B) Working model of glutelin mRNA transport via trafficking endosomes in rice endosperm
cells (adapted from [65]). Glutelin mRNAs are recognized and bound by RBP-P and RBP-L, forming
an mRNP complex. Through direct or NSF-mediated interaction of RBP-L and RBP-P, respectively,
with key endosomal factor, Rab5a, the quaternary complex links the mRNP complex onto endosomes
for active transport via the cytoskeleton. Other unknown RBPs or factors (light gray) may also be
involved to stabilize the mRNP complex and define the connection to endosomes. (C) Working
model of the transport of mRNAs encoding mitochondrial proteins via trafficking endosomes in
rat neuron cell (adapted from preprint studies of [66,67]). A FERRY (Five-subunit Endosomal Rab5
and RNA/ribosome intermediary) complex, composed of Fy-1 to 5, is required for transport. Fy-2
directly binds to mRNAs through its coiled-coils and recruits Fy4 and Fy-5 to form a clamp-like
structure. Although Fy-1 and Fy-3 are not required for RNA binding, they assist Fy-2 to adopt the
correct folding and conformation. In addition to functioning as the main binding protein to mRNAs,
Fy-2 also interacts with the GTP-bound form of Rab5 via its C-terminal region, linking the mRNP
complex onto trafficking endosomes for active mRNA transport.

In contrast to the working model in U. maydis, higher plants may employ a distinct
set of proteins to accomplish endosomal trafficking of mRNAs. The abovementioned
key RBPs, RBP-P, and RBP-L were found to directly interact with the membrane fusion
factor N-ethylmaleimide-sensitive factor (NSF) and Rab5a [65], respectively, thus forming a
quaternary complex linked to endosomes (Figure 6B). The complexes carry glutelin mRNAs
through specific binding activities from RBP-P and RBP-L, while NSF and Rab5a are
recruited for active transport of glutelin mRNAs on endosomes to the cortical ER membrane.
Mistargeting of glutelin mRNAs, along with presence of the quaternary complex, to the
PMBs in the rab5a mutant supports the endosomal transport of glutelin mRNAs.

Prior to these findings, the direct binding of RBPs with NSF or Rab5a had not been
reported in any other organisms. Such protein-protein interaction may profit from a gain
in binding properties by Rab5a and NSF, as well as RBP-P and RBP-L, which allow for
the highly selective recognition of an RBP with the NSF membrane fusion factor or the
molecular switch Rab5. Due to the high conservation of RRM domains between RBP-P and
RBP-L, the N- and C-terminal regions of RBP-P and RBP-L may directly contribute to their
protein recognition. In the case of RBP-P/NSF interaction, the N-terminal regions of RBP-P
and NSF are likely responsible for their interaction. NSF is a soluble hexameric ATPase
predominantly involved in membrane fusion events through its interaction with the soluble
NSF attachment protein (SNAP) [68–71]. Due to the absence of SNAP in the assembly
of RBP-P/NSF complex [65], NSF may gain a special function in mRNA metabolism by
its interaction with RBP-P. Of the quaternary complex, Rab5a interacts with both NSF
and RBP-L, but not RBP-P. Given that active GTPase activity of Rab5a is required for the
transport of glutelin mRNAs on endosomes, NSF and RBP-L may act as Rab5a effectors to
regulate endosomal transport of mRNAs.
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The identification of these key linker proteins that enable hitchhiking of mRNPs
on trafficking endosomes in rice endosperm cells provides new insights on membrane
trafficking-mediated mRNA transport in eukaryotes. However, whether the requirement
of NSF-Rab5a-RBP machinery in endosomal mRNA transport commonly exists in other
eukaryotic organisms or is unique to higher plants needs further investigation.

A recent preprint study in rat neuron cells reported a novel FERRY (Five-subunit
Endosomal Rab5 and RNA/ribosome intermediary) complex that directly interacts with
mRNAs and Rab5, and functions as a Rab5 effector to mediate mRNA transport to mito-
chondria via early endosomes [67,72] (Figure 6C). The FERRY complex is assembled by
five subunits, Fy-1 to Fy-5, in which the flexible Fy-2 serves as a binding hub to interact
with Rab5 and connect all five subunits to mediate the binding to specific mitochondrial
mRNAs [66]. While the FERRY complex is developed in some fungi and commonly exists
as a full extent of five-subunit assembly in the Chordata [67], Fy proteins share very low
sequence similarity with putative GTPase activator proteins in plants (lower than 28%
when compared to Arabidopsis). Whether a similar mechanism exists in plant cells requires
future investigation as well.

6. mRNA Localization Plays a Determinant Role in Storage Organelle Biogenesis in
Cereal Grains

A prominent role of intracellular localization of mRNAs is to target the distribution
of the encoded protein and, thereby, generate a high concentration at specific locales [73].
Specific localization of prolamine mRNAs on the PB-ER results in intensive local translation
to generate a high concentration of prolamine polypeptides within the ER lumen, an en-
vironment conducive for self-assembly of prolamine polypeptides to form intracisternal
granules, which eventually develop into ER-derived mature PB-I [74] (Figure 1A). Targeting
of glutelin mRNAs to spatially separate cis-ER prevents the potential interaction of the newly
synthesized glutelin with prolamine and α-globulin polypeptides in the ER lumen. This en-
ables the proglutelin polypeptide to fold correctly and assemble into a quaternary structure
competent for export from the ER lumen to the Golgi and subsequently to the PSVs.

Mislocalization of glutelin and prolamine mRNAs caused by mutations of key RBPs
and other relevant factors results in mistargeting of the encoded proteins and the forma-
tion of abnormal storage organelles [32,34,39] (Figure 1B). For instance, the typical PB-I
structure is spherical and contains an electron-dense core of cysteine-rich 10 kDa prolamine
(CysR10), which is surrounded by an electron lucent layer of cysteine-poor 13 kDa pro-
lamine (CysP13) [75]. When mRNA mislocalization occurs, the mistargeted glutelin or loss
of target prolamine impairs the tight packaging of prolamine in PB-I, resulting in the loss of
the electron-dense central core and appearance of irregular shaped PB-I [34,76] (Figure 1B).

Although α-globulin proteins are transported to the PSV similar to glutelins, α-globulin
mRNAs are localized on the PB-ER. The separate transport pathways of α-globulin and
glutelin mRNAs are likely responsible for the asymmetric distribution of α-globulin and
glutelin proteins in the matrix and crystalloid regions, respectively, of the PSVs. Mislo-
calization of α-globulin mRNAs to the cis-ER disrupts the normal transport of α-globulin
and the distinct, separate distribution of these storage proteins in PB-II. Taken together,
the segregation of storage mRNAs to distinct ER subdomains plays a determinant role in
precisely controlling the sorting, transport, and deposition of the encoded storage proteins
within the storage organelles.

The asymmetric distribution of specific mRNAs on distinct ER subdomain is likely
a prevalent and conserved mechanism in plant cells. In maize endosperm cells, mRNAs
encoding prolamine family protein zeins and 11S globulin type protein legumin-1 display
a similar pattern seen in rice endosperm cells, i.e., they are localized on the ER-bounded
zein protein bodies and cis-ER, respectively [77]. The asymmetric distribution of zein and
legumin-1 mRNAs directly contributes to the deposition of zein proteins in the ER-derived
protein body and legumin-1 in PSV [77]. Given that cereal grains usually accumulate a
large amount of storage proteins, mRNA localization serves as a major mechanism to drive
storage proteins targeting in cereal grains.
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7. Accessory RBPs Is Required for mRNA Localization as well as Other Functions

An earlier study isolated a cytoskeleton-PB-enriched fraction from developing rice
seed lysate by fractionation by sucrose density gradient centrifugation, which was then
treated with high salt to solubilized cytoskeletal-associated proteins. This protein frac-
tion was then subjected to a poly(U)-Sepharose chromatography, which resulted in the
identification of a cytoskeleton-associated 120 kD protein with a prominent RNA-binding
activity [78,79]. The protein was later named OsTudor-SN, an ortholog of the human
transcriptional co-activator p100 [80]. OsTudor-SN possesses a multi-domain structure,
consisting of four tandem staphylococcus nuclease (SN) domains (4SN module) and a
Tudor domain followed by an abbreviated C-terminal SN (Tsn module). OsTudor-SN was
found to specifically bind to the 3′ UTR regions of prolamine and glutelin mRNAs [78].
Involvement of OsTudor-SN in mRNA localization was evidenced by partial disruption of
both prolamine and glutelin mRNA localization in mutant OsTudor-SN endosperm cells [81].
The N-terminal 4SN module is responsible for RNA binding activity to storage protein
mRNAs, while the C-terminal Tsn module acts as a scaffold for protein–protein interaction
with other RBPs [81]. Thus, the two modular regions of OsTudor-SN cooperate in prolamine
and glutelin mRNA localization. Although OsTudor-SN functions as a non-zipcode trans-
factor [35], its association with both cytoskeleton and storage protein mRNAs reveals that
OsTudor-SN likely participates in the transport of target mRNAs.

In addition, OsTudor-SN is also required for storage protein expression, storage or-
ganelle biogenesis, and seed development. While a decrease in glutelin expression was
observed in rice lines carrying mutations in the Tudor domain or loss of the Tsn module,
mutation in the 4SN module caused elevated accumulation of the glutelin precursor [76].
The latter mutation also resulted in strong reduction in prolamine expression and, in
turn, abnormal formation of protein bodies [76]. The phenotype caused by the 4SN mu-
tation is partially restored by complementation with the wild-type OsTudor-SN gene,
suggesting that the 4SN module plays a crucial role in seed development. Data from tran-
scriptome analysis indicate that OsTudor-SN also has functions in regulating the expression
of transcription factors and genes involved in seed development and stress response [76].
Collectively, the modular structure confers multiple functions of OsTudor-SN in mRNA
localization as well as in other cellular properties.

8. Transport of mRNAs Is Highly Selective and as Large Regulons

In situ analysis of rice glup4 and glup6 mutants carrying loss-of-function Rab5 and
its effector GEF, respectively, reveals that these mutations impact mistargeting of glutelin
mRNAs to the PB-ER and PMBs while having no significant impact on the normal lo-
calization of prolamine and α-globulin mRNAs on the PB-ER. The study of these mutants
demonstrates that mRNA transport is highly selective. Analysis of RNA transcripts isolated
from purified PMBs from glup6 mutant reveals that in addition to glutelin mRNAs, other
mRNAs were also located in the purified PMBs [62]. The composition of PMB-associated
mRNAs was found to be not random but selective. Sets of mRNAs encoding cell wall,
respiration, photosynthesis, and ribosome-related proteins were highly enriched in the
PMB-associated mRNA pool, suggesting that specific types of mRNAs are transported
together with glutelin mRNAs via the endosomal-mediated transport pathway. This co-
transport phenomenon is consistent with the “RNA regulon” hypothesis [82] where sets
of mRNAs that encode similar intracellular location or functionally related proteins are
co-transported and coordinately regulated.

Additional evidence of co-transport of mRNAs is from the study of calreticulin and
zein mRNAs in maize calli cells [83]. The mRNAs encoding calcium binding protein
calreticulin, an ER-resident chaperone protein, were found to be selectively targeted to
the PB-ER subdomain where zein mRNAs are located. The distribution pattern is distinct
from the diffuse distribution of the control mRNAs that encodes actin monomer binding
protein profilin [83], further confirming that mRNA localization is a highly selective process.
Calreticulin proteins were further found to localize in the ER-derived PBs containing zein.
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Therefore, calreticulin mRNAs were thought to be co-transported with zein mRNAs to the
PB-ER subdomain, possibly directly determining the enrichment of calreticulin in the PBs
and assisting zein retention and assembly of PBs within the ER. Further investigations
on the co-transport of these mRNAs may help to identify the factors that regulate protein
synthesis and localization.

9. Future Perspectives

The localization of mRNAs plays an essential role in governing gene expression,
protein targeting and thus determines cell fate, development, and polar growth. Although
the phenomenon of mRNA localization in plant cells was discovered three decades ago, the
underlying mechanism remains largely undefined. Studies from storage protein mRNA
localization onto distinct subdomains of the ER in endosperm cells have identified the
determinant zipcode RNA sequences and many key RBPs responsible for specific targeting
pathways. Although a preliminary model of mRNA localization to the cortical ER in plant
cells has been proposed, more questions are waiting to be addressed. Except for a few
examples discovered in endosperm or callus cells, are there similar mRNA localization
processes in other plant cells and plant species? While endosomal-mediated transport
supports glutelin mRNA targeting to the cis-ER, what transport pathway regulates the
localization of prolamine and α-globulin mRNAs to the PB-ER? Following the discovery of
non-storage protein RNAs targeting to a specific subdomain of the ER, are these mRNAs co-
transported as regulons to the same subcellular destination based on their similar function
or intracellular location?

To address these questions, a combination of biochemical, cell biological, and high-
throughput methods will allow for investigation of mRNA localization at a large-scale
profiling level. Employment of RNA-protein immunoprecipitation combined with high-
throughput sequencing and high-resolution mass spectrometry will help to further identify
cis- and trans-factors responsible for specific mRNA localization. A more detailed network
of co-transported mRNAs and the mechanism of assembly and remodeling of multi-RBP
complexes to recognize and bind target mRNAs deserve further investigation. Applica-
tion of fluorescence-based mRNA-labeling systems, such as boxB RNA stem-loop [84],
bacteriophage PP7 aptamer tagging [85], GFP-MS2 [56,86], and spinach (Spinacia oleracea)
tracking systems [13,87–89] in combination with high-resolution microscopy will enable
visualization and simultaneously monitor the transport of mRNAs in live cells. All these
efforts will help to identify the machinery involved in mRNA targeting and transport and
to address the general significance of mRNA localization in plant cells.

Author Contributions: Writing—original draft, L.Z., Q.S., K.Y., W.Z. and L.T.; review and editing,
T.W.O. and L.T. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by Zhejiang A&F University Starting Funds of Scientific Research
and Development (203402000101 and 203402001301) and the National Science Foundation (NSF)
EAGER Grant (2029933).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

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

References
1. Jeffery, W.R.; Tomlinson, C.R.; Brodeur, R.D. Localization of actin messenger RNA during early ascidian development. Dev. Biol.

1983, 99, 408–417. [CrossRef]
2. Jeffery, W.R. Requirement of cell division for muscle actin expression in the primary muscle cell lineage of ascidian embryos.

Development 1989, 105, 75–84. [CrossRef]
3. Berleth, T.; Burri, M.; Thoma, G.; Bopp, D.; Richstein, S.; Frigerio, G.; Noll, M.; Nusslein-Volhard, C. The role of localization of

bicoid RNA in organizing the anterior pattern of the Drosophila embryo. EMBO J. 1988, 7, 1749–1756. [CrossRef]

http://doi.org/10.1016/0012-1606(83)90290-7
http://doi.org/10.1242/dev.105.1.75
http://doi.org/10.1002/j.1460-2075.1988.tb03004.x


Int. J. Mol. Sci. 2022, 23, 13511 13 of 15

4. Frigerio, G.; Burri, M.; Bopp, D.; Baumgartner, S.; Noll, M. Structure of the segmentation gene paired and the Drosophila PRD
gene set as part of a gene network. Cell 1986, 47, 735–746. [CrossRef]

5. Rebagliati, M.R.; Weeks, D.L.; Harvey, R.P.; Melton, D.A. Identification and cloning of localized maternal RNAs from Xenopus
eggs. Cell 1985, 42, 769–777. [CrossRef]

6. Kandler-Singer, I.; Kalthoff, K. RNase sensitivity of an anterior morphogenetic determinant in an insect egg (Smittia sp.,
Chironomidae, Diptera). Proc. Natl. Acad. Sci. USA 1976, 73, 3739–3743. [CrossRef]

7. Davidson, E.H. Note on the control of gene expression during development. J. Biol. 1971, 32, 123–130. [CrossRef]
8. Lawrence, J.B.; Singer, R.H. Intracellular localization of messenger RNAs for cytoskeletal proteins. Cell 1986, 45, 407–415. [CrossRef]
9. Garner, C.C.; Tucker, R.P.; Matus, A. Selective localization of messenger RNA for cytoskeletal protein MAP2 in dendrites. Nature

1988, 336, 674–677. [CrossRef]
10. Li, X.; Franceschi, V.R.; Okita, T.W. Segregation of storage protein mRNAs on the rough endoplasmic reticulum membranes of

rice endosperm cells. Cell 1993, 72, 869–879. [CrossRef]
11. Trapp, B.D.; Nishiyama, A.; Cheng, D.; Macklin, W. Differentiation and death of premyelinating oligodendrocytes in developing

rodent brain. J. Cell Biol. 1997, 137, 459–468. [CrossRef] [PubMed]
12. Buskila, A.A.; Kannaiah, S.; Amster-Choder, O. RNA localization in bacteria. RNA Biol. 2014, 11, 1051–1060. [CrossRef] [PubMed]
13. Tian, L.; Okita, T.W. mRNA-based protein targeting to the endoplasmic reticulum and chloroplasts in plant cells. Curr. Opin.

Plant. Biol. 2014, 22, 77–85. [CrossRef]
14. Margeot, A.; Garcia, M.; Wang, W.; Tetaud, E.; di Rago, J.P.; Jacq, C. Why are many mRNAs translated to the vicinity of

mitochondria: A role in protein complex assembly? Gene 2005, 354, 64–71. [CrossRef] [PubMed]
15. Michaud, M.; Ubrig, E.; Filleur, S.; Erhardt, M.; Ephritikhine, G.; Marechal-Drouard, L.; Duchene, A.M. Differential targeting of

VDAC3 mRNA isoforms influences mitochondria morphology. Proc. Natl. Acad. Sci. USA 2014, 111, 8991–8996. [CrossRef]
16. Ahmed, A.U.; Fisher, P.R. Import of nuclear-encoded mitochondrial proteins: A cotranslational perspective. Int. Rev. Cell Mol.

Biol. 2009, 273, 49–68.
17. Vincent, T.; Vingadassalon, A.; Ubrig, E.; Azeredo, K.; Srour, O.; Cognat, V.; Graindorge, S.; Salinas, T.; Marechal-Drouard, L.;

Duchene, A.M. A genome-scale analysis of mRNAs targeting to plant mitochondria: Upstream AUGs in 5′ untranslated regions
reduce mitochondrial association. Plant J. 2017, 92, 1132–1142. [CrossRef]

18. Moriceau, L.; Jomat, L.; Bressanelli, S.; Alcaide-Loridan, C.; Jupin, I. Identification and Molecular Characterization of the
Chloroplast Targeting Domain of Turnip yellow mosaic virus Replication Proteins. Front. Plant Sci. 2017, 8, 2138. [CrossRef]

19. Gomez, G.; Pallas, V. Noncoding RNA mediated traffic of foreign mRNA into chloroplasts reveals a novel signaling mechanism
in plants. PLoS ONE 2010, 5, e12269. [CrossRef]

20. Budziszewska, M.; Obrepalska-Steplowska, A. The Role of the Chloroplast in the Replication of Positive-Sense Single-Stranded
Plant RNA Viruses. Front. Plant Sci. 2018, 9, 1776. [CrossRef]

21. Walter, P.; Blobel, G. Translocation of proteins across the endoplasmic reticulum. Oncodev. Biol. Med. 1982, 4, 137–146. [CrossRef]
22. Meyer, D.I.; Krause, E.; Dobberstein, B. Secretory protein translocation across membranes-the role of the ‘docking protein’. Nature

1982, 297, 647–650. [CrossRef]
23. Gilmore, R.; Kellaris, K.V. Translocation of proteins across and integration of membrane proteins into the rough endoplasmic

reticulum. Ann. N. Y. Acad. Sci. 1992, 674, 27–37. [CrossRef]
24. Yamagata, H.; Tanaka, K. The Site of Synthesis and Accumulation of Rice Storage Proteins. Plant Cell Physiol. 1986, 27, 135–145.
25. Choi, S.B.; Wang, C.; Muench, D.G.; Ozawa, K.; Franceschi, V.R.; Wu, Y.; Okita, T.W. Messenger RNA targeting of rice seed storage

proteins to specific ER subdomains. Nature 2000, 407, 765–767. [CrossRef]
26. Hamada, S.; Ishiyama, K.; Sakulsingharoj, C.; Choi, S.B.; Wu, Y.; Wang, C.; Singh, S.; Kawai, N.; Messing, J.; Okita, T.W. Dual

regulated RNA transport pathways to the cortical region in developing rice endosperm. Plant Cell 2003, 15, 2265–2272. [CrossRef]
27. Haag, C.; Steuten, B.; Feldbrugge, M. Membrane-Coupled mRNA Trafficking in Fungi. Annu. Rev. Microbiol. 2015, 69, 265–281.

[CrossRef]
28. Niessing, D.; Jansen, R.P.; Pohlmann, T.; Feldbrugge, M. mRNA transport in fungal top models. Wiley Interdiscip. Rev. RNA 2018,

9, e1453. [CrossRef]
29. Schmid, M.; Jaedicke, A.; Du, T.G.; Jansen, R.P. Coordination of endoplasmic reticulum and mRNA localization to the yeast bud.

Curr. Biol. 2006, 16, 1538–1543. [CrossRef]
30. Jansen, R.P. mRNA localization: Message on the move. Nat. Rev. Mol. Cell Biol. 2001, 2, 247–256. [CrossRef]
31. Washida, H.; Kaneko, S.; Crofts, N.; Sugino, A.; Wang, C.; Okita, T.W. Identification of cis-localization elements that target

glutelin RNAs to a specific subdomain of the cortical endoplasmic reticulum in rice endosperm cells. Plant Cell Physiol. 2009, 50,
1710–1714. [CrossRef]

32. Washida, H.; Sugino, A.; Doroshenk, K.A.; Satoh-Cruz, M.; Nagamine, A.; Katsube-Tanaka, T.; Ogawa, M.; Kumamaru, T.; Satoh,
H.; Okita, T.W. RNA targeting to a specific ER sub-domain is required for efficient transport and packaging of alpha-globulins to
the protein storage vacuole in developing rice endosperm. Plant J. 2012, 70, 471–479. [CrossRef]

33. Washida, H.; Sugino, A.; Kaneko, S.; Crofts, N.; Sakulsingharoj, C.; Kim, D.; Choi, S.B.; Hamada, S.; Ogawa, M.; Wang, C.; et al.
Identification of cis-localization elements of the maize 10-kDa delta-zein and their use in targeting RNAs to specific cortical
endoplasmic reticulum subdomains. Plant J. 2009, 60, 146–155. [CrossRef]

http://doi.org/10.1016/0092-8674(86)90516-7
http://doi.org/10.1016/0092-8674(85)90273-9
http://doi.org/10.1073/pnas.73.10.3739
http://doi.org/10.1016/0022-5193(71)90140-8
http://doi.org/10.1016/0092-8674(86)90326-0
http://doi.org/10.1038/336674a0
http://doi.org/10.1016/0092-8674(93)90576-C
http://doi.org/10.1083/jcb.137.2.459
http://www.ncbi.nlm.nih.gov/pubmed/9128255
http://doi.org/10.4161/rna.36135
http://www.ncbi.nlm.nih.gov/pubmed/25482897
http://doi.org/10.1016/j.pbi.2014.09.007
http://doi.org/10.1016/j.gene.2005.04.022
http://www.ncbi.nlm.nih.gov/pubmed/15979254
http://doi.org/10.1073/pnas.1402588111
http://doi.org/10.1111/tpj.13749
http://doi.org/10.3389/fpls.2017.02138
http://doi.org/10.1371/journal.pone.0012269
http://doi.org/10.3389/fpls.2018.01776
http://doi.org/10.1016/0092-8674(84)90520-8
http://doi.org/10.1038/297647a0
http://doi.org/10.1111/j.1749-6632.1992.tb27474.x
http://doi.org/10.1038/35037633
http://doi.org/10.1105/tpc.013821
http://doi.org/10.1146/annurev-micro-091014-104242
http://doi.org/10.1002/wrna.1453
http://doi.org/10.1016/j.cub.2006.06.025
http://doi.org/10.1038/35067016
http://doi.org/10.1093/pcp/pcp103
http://doi.org/10.1111/j.1365-313X.2011.04880.x
http://doi.org/10.1111/j.1365-313X.2009.03944.x


Int. J. Mol. Sci. 2022, 23, 13511 14 of 15

34. Tian, L.; Chou, H.L.; Zhang, L.; Okita, T.W. Targeted Endoplasmic Reticulum Localization of Storage Protein mRNAs Requires
the RNA-Binding Protein RBP-L. Plant Physiol. 2019, 179, 1111–1131. [CrossRef]

35. Tian, L.; Chou, H.L.; Fukuda, M.; Kumamaru, T.; Okita, T.W. mRNA Localization in Plant Cells. Plant Physiol. 2020, 182, 97–109.
[CrossRef]

36. Crofts, A.J.; Crofts, N.; Whitelegge, J.P.; Okita, T.W. Isolation and identification of cytoskeleton-associated prolamine mRNA
binding proteins from developing rice seeds. Planta 2010, 231, 1261–1276. [CrossRef]

37. Yang, Y.; Crofts, A.J.; Crofts, N.; Okita, T.W. Multiple RNA binding protein complexes interact with the rice prolamine RNA
cis-localization zipcode sequences. Plant Physiol. 2014, 164, 1271–1282. [CrossRef]

38. Doroshenk, K.A.; Tian, L.; Crofts, A.J.; Kumamaru, T.; Okita, T.W. Characterization of RNA binding protein RBP-P reveals a
possible role in rice glutelin gene expression and RNA localization. Plant Mol. Biol. 2014, 85, 381–394. [CrossRef]

39. Tian, L.; Chou, H.L.; Zhang, L.; Hwang, S.K.; Starkenburg, S.R.; Doroshenk, K.A.; Kumamaru, T.; Okita, T.W. RNA-Binding
Protein RBP-P Is Required for Glutelin and Prolamine mRNA Localization in Rice Endosperm Cells. Plant Cell 2018, 30, 2529–2552.
[CrossRef]

40. Trcek, T.; Lehmann, R. Germ granules in Drosophila. Traffic 2019, 20, 650–660. [CrossRef]
41. Lecuyer, E.; Yoshida, H.; Parthasarathy, N.; Alm, C.; Babak, T.; Cerovina, T.; Hughes, T.R.; Tomancak, P.; Krause, H.M. Global analysis

of mRNA localization reveals a prominent role in organizing cellular architecture and function. Cell 2007, 131, 174–187. [CrossRef]
42. Forrest, K.M.; Gavis, E.R. Live imaging of endogenous RNA reveals a diffusion and entrapment mechanism for nanos mRNA

localization in Drosophila. Curr. Biol. 2003, 13, 1159–1168. [CrossRef]
43. Fei, J.; Sharma, C.M. RNA Localization in Bacteria. Microbiol. Spectr. 2018, 6, RWR-0024-2018. [CrossRef]
44. Edelmann, F.T.; Schlundt, A.; Heym, R.G.; Jenner, A.; Niedner-Boblenz, A.; Syed, M.I.; Paillart, J.C.; Stehle, R.; Janowski, R.; Sattler,

M.; et al. Molecular architecture and dynamics of ASH1 mRNA recognition by its mRNA-transport complex. Nat. Struct. Mol.
Biol. 2017, 24, 152–161. [CrossRef]

45. Bohl, F.; Kruse, C.; Frank, A.; Ferring, D.; Jansen, R.P. She2p, a novel RNA-binding protein tethers ASH1 mRNA to the Myo4p
myosin motor via She3p. EMBO J. 2000, 19, 5514–5524. [CrossRef]

46. Gonsalvez, G.B.; Little, J.L.; Long, R.M. ASH1 mRNA anchoring requires reorganization of the Myo4p-She3p-She2p transport
complex. J. Biol. Chem. 2004, 279, 46286–46294. [CrossRef]

47. Takizawa, P.A.; Vale, R.D. The myosin motor, Myo4p, binds Ash1 mRNA via the adapter protein, She3p. Proc. Natl. Acad. Sci.
USA 2000, 97, 5273–5278. [CrossRef]

48. Takizawa, P.A.; DeRisi, J.L.; Wilhelm, J.E.; Vale, R.D. Plasma membrane compartmentalization in yeast by messenger RNA
transport and a septin diffusion barrier. Science 2000, 290, 341–344. [CrossRef]

49. Shepard, K.A.; Gerber, A.P.; Jambhekar, A.; Takizawa, P.A.; Brown, P.O.; Herschlag, D.; DeRisi, J.L.; Vale, R.D. Widespread
cytoplasmic mRNA transport in yeast: Identification of 22 bud-localized transcripts using DNA microarray analysis. Proc. Natl.
Acad. Sci. USA 2003, 100, 11429–11434. [CrossRef]

50. Latham, V.M.; Yu, E.H.; Tullio, A.N.; Adelstein, R.S.; Singer, R.H. A Rho-dependent signaling pathway operating through myosin
localizes beta-actin mRNA in fibroblasts. Curr. Biol. 2001, 11, 1010–1016. [CrossRef]

51. Denes, L.T.; Kelley, C.P.; Wang, E.T. Microtubule-based transport is essential to distribute RNA and nascent protein in skeletal
muscle. Nat. Commun. 2021, 12, 6079. [CrossRef]

52. Pichon, X.; Moissoglu, K.; Coleno, E.; Wang, T.; Imbert, A.; Robert, M.C.; Peter, M.; Chouaib, R.; Walter, T.; Mueller, F.; et al. The
kinesin KIF1C transports APC-dependent mRNAs to cell protrusions. RNA 2021, 27, 1528–1544. [CrossRef]

53. Katz, Z.B.; Wells, A.L.; Park, H.Y.; Wu, B.; Shenoy, S.M.; Singer, R.H. beta-Actin mRNA compartmentalization enhances focal
adhesion stability and directs cell migration. Genes Dev. 2012, 26, 1885–1890. [CrossRef]

54. Oleynikov, Y.; Singer, R.H. Real-time visualization of ZBP1 association with beta-actin mRNA during transcription and localization.
Curr. Biol. 2003, 13, 199–207. [CrossRef]

55. Song, T.; Zheng, Y.; Wang, Y.; Katz, Z.; Liu, X.; Chen, S.; Singer, R.H.; Gu, W. Specific interaction of KIF11 with ZBP1 regulates the
transport of beta-actin mRNA and cell motility. J. Cell Sci. 2015, 128, 1001–1010.

56. Hamada, S.; Ishiyama, K.; Choi, S.B.; Wang, C.; Singh, S.; Kawai, N.; Franceschi, V.R.; Okita, T.W. The transport of prolamine
RNAs to prolamine protein bodies in living rice endosperm cells. Plant Cell 2003, 15, 2253–2264. [CrossRef]

57. Okita, T.W.; Choi, S.B. mRNA localization in plants: Targeting to the cell’s cortical region and beyond. Curr. Opin. Plant Biol. 2002,
5, 553–559. [CrossRef]

58. Fukuda, M.; Kawagoe, Y.; Murakami, T.; Washida, H.; Sugino, A.; Nagamine, A.; Okita, T.W.; Ogawa, M.; Kumamaru, T. The Dual
Roles of the Golgi Transport 1 (GOT1B): RNA Localization to the Cortical Endoplasmic Reticulum and the Export of Proglutelin
and alpha-Globulin from the Cortical ER to the Golgi. Plant Cell Physiol. 2016, 57, 2380–2391. [CrossRef]

59. Lorente-Rodriguez, A.; Heidtman, M.; Barlowe, C. Multicopy suppressor analysis of thermosensitive YIP1 alleles implicates
GOT1 in transport from the ER. J. Cell Sci. 2009, 122 Pt 10, 1540–1550. [CrossRef]

60. Wang, Y.; Liu, F.; Ren, Y.; Wang, Y.; Liu, X.; Long, W.; Wang, D.; Zhu, J.; Zhu, X.; Jing, R.; et al. GOLGI TRANSPORT 1B Regulates
Protein Export from the Endoplasmic Reticulum in Rice Endosperm Cells. Plant Cell 2016, 28, 2850–2865. [CrossRef]

61. Fukuda, M.; Satoh-Cruz, M.; Wen, L.; Crofts, A.J.; Sugino, A.; Washida, H.; Okita, T.W.; Ogawa, M.; Kawagoe, Y.; Maeshima, M.;
et al. The small GTPase Rab5a is essential for intracellular transport of proglutelin from the Golgi apparatus to the protein storage
vacuole and endosomal membrane organization in developing rice endosperm. Plant Physiol. 2011, 157, 632–644. [CrossRef]

http://doi.org/10.1104/pp.18.01434
http://doi.org/10.1104/pp.19.00972
http://doi.org/10.1007/s00425-010-1125-x
http://doi.org/10.1104/pp.113.234187
http://doi.org/10.1007/s11103-014-0191-z
http://doi.org/10.1105/tpc.18.00321
http://doi.org/10.1111/tra.12674
http://doi.org/10.1016/j.cell.2007.08.003
http://doi.org/10.1016/S0960-9822(03)00451-2
http://doi.org/10.1128/microbiolspec.RWR-0024-2018
http://doi.org/10.1038/nsmb.3351
http://doi.org/10.1093/emboj/19.20.5514
http://doi.org/10.1074/jbc.M406086200
http://doi.org/10.1073/pnas.080585897
http://doi.org/10.1126/science.290.5490.341
http://doi.org/10.1073/pnas.2033246100
http://doi.org/10.1016/S0960-9822(01)00291-3
http://doi.org/10.1038/s41467-021-26383-9
http://doi.org/10.1261/rna.078576.120
http://doi.org/10.1101/gad.190413.112
http://doi.org/10.1016/S0960-9822(03)00044-7
http://doi.org/10.1105/tpc.013466
http://doi.org/10.1016/S1369-5266(02)00304-7
http://doi.org/10.1093/pcp/pcw154
http://doi.org/10.1242/jcs.042457
http://doi.org/10.1105/tpc.16.00717
http://doi.org/10.1104/pp.111.180505


Int. J. Mol. Sci. 2022, 23, 13511 15 of 15

62. Yang, Y.; Chou, H.L.; Crofts, A.J.; Zhang, L.; Tian, L.; Washida, H.; Fukuda, M.; Kumamaru, T.; Oviedo, O.J.; Starkenburg, S.R.;
et al. Selective sets of mRNAs localize to extracellular paramural bodies in a rice glup6 mutant. J. Exp. Bot. 2018, 69, 5045–5058.
[CrossRef]

63. Pohlmann, T.; Baumann, S.; Haag, C.; Albrecht, M.; Feldbrugge, M. A FYVE zinc finger domain protein specifically links mRNA
transport to endosome trafficking. elife 2015, 4, e06041. [CrossRef] [PubMed]

64. Muntjes, K.; Devan, S.K.; Reichert, A.S.; Feldbrugge, M. Linking transport and translation of mRNAs with endosomes and
mitochondria. EMBO Rep. 2021, 22, e52445. [CrossRef] [PubMed]

65. Tian, L.; Doroshenk, K.A.; Zhang, L.; Fukuda, M.; Washida, H.; Kumamaru, T.; Okita, T. Zipcode RNA-Binding Proteins and
Membrane Trafficking Proteins Cooperate to Transport Glutelin mRNAs in Rice Endosperm. Plant Cell 2020, 32, 2566–2581.
[CrossRef]

66. Quentin, D.; Schuhmacher, J.S.; Klink, B.U.; Lauer, J.; Shaikh, T.R.; Huis, P.J.; Welp, L.M.; Urlaub, H.; Zerial, M.; Raunser, S.
Structure of the human FERRY Rab5 effector complex. bioRxiv 2021. [CrossRef]

67. Schuhmacher, J.S.; Dieck, S.T.; Christoforidis, S.; Landerer, C.; Hersemann, L.; Seifert, S.; Giner, A.; Toth-Petroczy, A.; Kalaidzidis,
Y.; Schumann, E.M.; et al. The novel Rab5 effector FERRY links early endosomes with the translation machinery. bioRxiv 2021.
[CrossRef]

68. Guo, Y.; Yue, Q.; Gao, J.; Wang, Z.; Chen, Y.R.; Blissard, G.W.; Liu, T.X.; Li, Z. Roles of Cellular NSF Protein in Entry and Nuclear
Egress of Budded Virions of Autographa californica Multiple Nucleopolyhedrovirus. J. Virol. 2017, 91, e01111-17. [CrossRef]

69. Mastick, C.C.; Falick, A.L. Association of N-ethylmaleimide sensitive fusion (NSF) protein and soluble NSF attachment proteins-
alpha and -gamma with glucose transporter-4-containing vesicles in primary rat adipocytes. Endocrinology 1997, 138, 2391–2397.
[CrossRef]

70. Zhao, C.; Matveeva, E.A.; Ren, Q.; Whiteheart, S.W. Dissecting the N-ethylmaleimide-sensitive factor: Required elements of the N
and D1 domains. J. Biol. Chem. 2010, 285, 761–772. [CrossRef]

71. Zhao, C.; Slevin, J.T.; Whiteheart, S.W. Cellular functions of NSF: Not just SNAPs and SNAREs. FEBS Lett. 2007, 581, 2140–2149.
[CrossRef] [PubMed]

72. Mantegazza, A. Preprint Highlight: The novel Rab5 effector FERRY links early endosomes with the translation machinery. Mol.
Biol. Cell 2022, 33, mbcP22041001. [CrossRef] [PubMed]

73. Kloc, M.; Zearfoss, N.R.; Etkin, L.D. Mechanisms of subcellular mRNA localization. Cell 2002, 108, 533–544. [CrossRef]
74. Hara-Nishimura, I.; Matsushima, R.; Shimada, T.; Nishimura, M. Diversity and formation of endoplasmic reticulum-derived

compartments in plants. Are these compartments specific to plant cells? Plant Physiol. 2004, 136, 3435–3439. [CrossRef]
75. Nagamine, A.; Matsusaka, H.; Ushijima, T.; Kawagoe, Y.; Ogawa, M.; Okita, T.W.; Kumamaru, T. A role for the cysteine-rich 10

kDa prolamin in protein body I formation in rice. Plant Cell Physiol. 2011, 52, 1003–1016. [CrossRef] [PubMed]
76. Chou, H.L.; Tian, L.; Fukuda, M.; Kumamaru, T.; Okita, T.W. The Role of RNA-Binding Protein OsTudor-SN in Post-Transcriptional

Regulation of Seed Storage Proteins and Endosperm Development. Plant Cell Physiol. 2019, 60, 2193–2205. [CrossRef]
77. Washida, H.; Sugino, A.; Messing, J.; Esen, A.; Okita, T.W. Asymmetric localization of seed storage protein RNAs to distinct

subdomains of the endoplasmic reticulum in developing maize endosperm cells. Plant Cell Physiol. 2004, 45, 1830–1837. [CrossRef]
78. Sami-Subbu, R.; Choi, S.B.; Wu, Y.; Wang, C.; Okita, T.W. Identification of a cytoskeleton-associated 120 kDa RNA-binding protein

in developing rice seeds. Plant Mol. Biol. 2001, 46, 79–88. [CrossRef]
79. Sami-Subbu, R.; Muench, D.G.; Okita, T.W. A cytoskeleton-associated RNA-binding protein binds to the untranslated regions of

prolamine mRNA and to poly(A). Plant Sci. 2000, 152, 115–122. [CrossRef]
80. Ponting, C.P. P100, a transcriptional coactivator, is a human homologue of staphylococcal nuclease. Protein Sci. 1997, 6, 459–463.

[CrossRef]
81. Chou, H.L.; Tian, L.; Kumamaru, T.; Hamada, S.; Okita, T.W. Multifunctional RNA Binding Protein OsTudor-SN in Storage

Protein mRNA Transport and Localization. Plant Physiol. 2017, 175, 1608–1623. [CrossRef] [PubMed]
82. Keene, J.D. RNA regulons: Coordination of post-transcriptional events. Nat. Rev. Genet. 2007, 8, 533–543. [CrossRef] [PubMed]
83. Samaj, J.; Salaj, J.; Obert, B.; Baluska, F.; Menzel, D.; Volkmann, D. Calreticulin mRNA and protein are localized to protein bodies

in storage maize callus cells. Plant Cell Rep. 2008, 27, 231–239. [CrossRef]
84. Urbinati, C.R.; Long, R.M. Techniques for following the movement of single RNAs in living cells. Wiley Interdiscip. Rev. RNA 2011,

2, 601–609. [CrossRef] [PubMed]
85. Wu, B.; Chao, J.A.; Singer, R.H. Fluorescence fluctuation spectroscopy enables quantitative imaging of single mRNAs in living

cells. Biophys. J. 2012, 102, 2936–2944. [CrossRef]
86. Luo, K.R.; Huang, N.C.; Yu, T.S. Selective Targeting of Mobile mRNAs to Plasmodesmata for Cell-to-Cell Movement. Plant Physiol.

2018, 177, 604–614. [CrossRef]
87. Bann, D.V.; Parent, L.J. Application of live-cell RNA imaging techniques to the study of retroviral RNA trafficking. Viruses 2012, 4,

963–979. [CrossRef]
88. Dean, K.M.; Palmer, A.E. Advances in fluorescence labeling strategies for dynamic cellular imaging. Nat. Chem Biol. 2014, 10,

512–523. [CrossRef]
89. Paige, J.S.; Wu, K.Y.; Jaffrey, S.R. RNA mimics of green fluorescent protein. Science 2011, 333, 642–646. [CrossRef]

http://doi.org/10.1093/jxb/ery297
http://doi.org/10.7554/eLife.06041
http://www.ncbi.nlm.nih.gov/pubmed/25985087
http://doi.org/10.15252/embr.202152445
http://www.ncbi.nlm.nih.gov/pubmed/34402186
http://doi.org/10.1105/tpc.20.00111
http://doi.org/10.1101/2021.06.21
http://doi.org/10.2139/ssrn.3877557
http://doi.org/10.1128/JVI.01111-17
http://doi.org/10.1210/endo.138.6.5166
http://doi.org/10.1074/jbc.M109.056739
http://doi.org/10.1016/j.febslet.2007.03.032
http://www.ncbi.nlm.nih.gov/pubmed/17397838
http://doi.org/10.1091/mbc.P22-04-1001
http://www.ncbi.nlm.nih.gov/pubmed/35696392
http://doi.org/10.1016/S0092-8674(02)00651-7
http://doi.org/10.1104/pp.104.053876
http://doi.org/10.1093/pcp/pcr053
http://www.ncbi.nlm.nih.gov/pubmed/21521743
http://doi.org/10.1093/pcp/pcz113
http://doi.org/10.1093/pcp/pch210
http://doi.org/10.1023/A:1010643209402
http://doi.org/10.1016/S0168-9452(99)00156-9
http://doi.org/10.1002/pro.5560060224
http://doi.org/10.1104/pp.17.01388
http://www.ncbi.nlm.nih.gov/pubmed/29084903
http://doi.org/10.1038/nrg2111
http://www.ncbi.nlm.nih.gov/pubmed/17572691
http://doi.org/10.1007/s00299-007-0447-z
http://doi.org/10.1002/wrna.83
http://www.ncbi.nlm.nih.gov/pubmed/21957047
http://doi.org/10.1016/j.bpj.2012.05.017
http://doi.org/10.1104/pp.18.00107
http://doi.org/10.3390/v4060963
http://doi.org/10.1038/nchembio.1556
http://doi.org/10.1126/science.1207339

	Introduction 
	mRNA Targeting to the ER Subdomains Is Driven by Specific RNA Zipcodes 
	mRNA Targeting to the ER Subdomains Requires a Set of Trans-Acting RBPs 
	A Possible Role for Myosin Motor Protein Driving mRNA Transport to the ER Subdomains on Actin Filaments 
	mRNA Transport to the ER Subdomains Meets Membrane Trafficking 
	mRNA Localization Plays a Determinant Role in Storage Organelle Biogenesis in Cereal Grains 
	Accessory RBPs Is Required for mRNA Localization as well as Other Functions 
	Transport of mRNAs Is Highly Selective and as Large Regulons 
	Future Perspectives 
	References

