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Translational regulation of mRNAs is critically important for proper gene expression in
germ cells, gametes, and embryos. The ability of the nucleus to control gene expression
in these systems may be limited due to spatial or temporal constraints, as well as the
breadth of gene products they express to prepare for the rapid animal development that
follows. During development germ granules are hubs of post-transcriptional regulation of
mRNAs. They assemble and remodel messenger ribonucleoprotein (mRNP) complexes
for translational repression or activation. Recently, mRNPs have been appreciated as
discrete regulatory units, whose function is dictated by the many positive and negative
acting factors within the complex. Repressed mRNPs must be activated for translation
on ribosomes to introduce novel proteins into germ cells. The binding of eIF4E to
interacting proteins (4EIPs) that sequester it represents a node that controls many
aspects of mRNP fate including localization, stability, poly(A) elongation, deadenylation,
and translational activation/repression. Furthermore, plants and animals have evolved to
express multiple functionally distinct eIF4E and 4EIP variants within germ cells, giving
rise to different modes of translational regulation.

Keywords: eIF4E, 4EIPs, RBPs, translational control, germ granules, polyadenylation, deadenylation,
mRNA decay

INTRODUCTION

Post-transcriptional regulation of mRNAs is frequently used to modulate gene expression
throughout development in all plants and animals (Pushpa et al., 2017). Particularly during germ
cell and embryo development, chromosome dynamics and/or spatial and temporal constraints may
limit the ability of transcriptional regulation alone to adequately govern gene expression (Schier,
2007; Lebedeva et al., 2018). As a result, steady-state mRNAs levels often correlate poorly with
their protein products in developing tissues (Becker et al., 2018). The question that arises is:
How do germ cells selectively determine which mRNAs are repressed, degraded, or activated for
translation in a spatial and temporal manner? Activation will ultimately produce the functional
gene product and thus could be considered the more critical step in gene expression. Current
models suggest that RNA-regulatory networks composed of RNA-binding proteins (RBPs), small
non-coding RNAs, and translation initiation factors (eIFs) regulate nearly all aspects of mRNA
metabolism (Nousch and Eckmann, 2013; Pushpa et al., 2017). Yet it remains unclear how these
regulatory networks coordinate translational repression/activation switches of individual mRNAs
in response to developmental stimuli. Failure to coordinate the translation of mRNAs encoding
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the many, sometimes opposing, signals results in aberrant
development (Puoti et al., 2001). The beginning of an answer
appears to be that mRNAs are assembled into specialized
messenger ribonucleoprotein (mRNP) complexes as they transit
from the nucleus. The assembled mRNP controls most
aspects of the transcript’s life, including transport, localization,
storage, translation, and stability. These protein-RNA complexes
are hypothesized to be the discrete regulatory units of
germline transcripts. Appropriate regulation is accomplished
by remodeling mRNPs in germ granules or in the cytoplasm
(see below). This broader model challenges earlier notions
that focused on individual components of the complex, and
their solitary roles in repression or decay. This review will
provide a brief overview of some regulated mRNPs in various
developmental models and draws parallels for their regulation
between each organism. Although the individual mRNAs or their
regulators may be different between systems, some common
functional themes begin to emerge.

Translational repression of mRNAs by RBPs has been studied
extensively; most bind to sequence specific elements within 5′

or 3′-UTRs to interfere with ribosome recruitment by blocking
the translation initiation machinery or to recruit the Ccr4-
Not1 deadenylase complex causing shortening of the poly(A)
tail (Bhandari et al., 2014; Lahr et al., 2017; Hentze et al.,
2018). The latter is generally accepted as the first step in
targeted mRNA decay. Other RBPs, like PUF (Pumilio and
FBF) family members, can also interact with components of
the small-RNA pathway to interfere with the elongation step
of protein synthesis by mechanisms that are not yet well
understood (Friend et al., 2012). By contrast, a few RBPs act
positively for expression. The Dazl group of proteins have been
shown to stimulate the translation of their mRNA targets either
directly or indirectly, by their interaction with poly(A)-binding
protein (Collier et al., 2005). RBPs can therefore be thought
of as modular regulators that recruit other factors to assemble
more complex functional mRNPs. The composite mRNPs may
have very different functions depending on cellular context,
specific sequences within the mRNA, or association of other
trans-acting factors.

The functions of small-RNA pathways on post-transcriptional
control have also been well characterized, where they have
been shown to mediate mRNA turnover, as well as inhibit
translation through multiple mechanisms (Ding and Grosshans,
2009; Iwakawa and Tomari, 2015; Freimer et al., 2018). Broad
regulation of post-transcriptional gene expression by small
RNAs is beyond the scope of this review, but a comprehensive
description of these mechanisms during germline development
is found in Saxe and Lin (2011). Briefly, most miRNAs
imperfectly match their targets and regulate gene expression
post-transcriptionally by inhibiting translation or by initiating
mRNA turnover via decapping and deadenylation (Carthew
and Sontheimer, 2009). The mechanisms by which siRNAs
induce gene silencing differ from those of miRNAs; siRNAs
match their targets perfectly and use distinct Argonauts to
induce endoribonucleolytic cleavage of their targets, i.e., “slicing”
(Okamura et al., 2004). piRNAs interact with the PIWI class of
Argonaut proteins and aid in distinguishing self from non-self

(transposable element repression), transcriptional regulation,
mRNA regulation, and transgenerational inheritance by similar
“slicing” mechanism as those described for siRNAs (Weick and
Miska, 2014). Interestingly, during Drosophila embryogenesis,
transposon-derived piRNAs bind imperfectly to nos mRNA in
an mRNP involving Aubergine, Smaug, and eIF4E complexes
to initiate Ccr4-Not1 mediated deadenylation (Rouget et al.,
2010) (see below).

Regardless of the repression mode, translational activation of
the target mRNA must follow in order to introduce novel proteins
and their functions, particularly in differentiating germ cells. For
any developing cell type this is arguably the more critical step
of post-transcriptional gene expression. Eukaryotic translation
initiation factors (eIFs) play a fundamental role in the activation
step via their ability to recruit the ribosome to repressed or
stored mRNPs. Recent studies have begun to shed light on their
unique roles in RNA-regulatory networks across diverse phyla.
A model has emerged in which eIF4 factors reside in such mRNPs
in both their repressed and active states (Figure 1). Data from
metazoan and plant developmental systems are consistent with
this model showing multiple eIF4 group members participate in
mRNP remodeling and coordinate activation/repression switches
that drive selective mRNA translation (Stebbins-Boaz et al.,
1999; Yoffe et al., 2006; Mayberry et al., 2009; Hernandez et al.,
2013; Mitchell and Parker, 2014; Morrison et al., 2014; Friday
and Keiper, 2015; Friday et al., 2015; Lee et al., 2015; Huggins
et al., 2020). This review focuses on known roles for isoforms
of the mRNA cap-binding protein eIF4E, and cognate binding
partners, the eIF4E-interacting proteins (4EIPs) in regulating
mRNP localization, storage, turnover, and translational activation
in germ cells and embryos (Figure 1). Recent studies show
that germ cells often express multiple isoforms of eIF4E and
4EIPs (Hernandez et al., 2013; Huggins et al., 2020). Over the
course of evolution, each has adopted specialized function in
regulating translation during development. This review seeks
to outline the contribution of eIF4E:4EIP complexes in germ
cells and embryos that control translational repression/activation
switches. Such switches are vital for the progression of germ
cells throughout meiosis, for example (Friday et al., 2015; Lee
et al., 2015). For clarity, the nomenclature 4E-interacting protein
(4EIP) is used for all eIF4E-sequestering proteins other than the
canonical 4EBPs 1 and 2 that are released upon phosphorylation
by mTOR kinase. However, the 4EIPs may also regulate cap-
dependent initiation, but in response to developmental rather
than nutritional cues. A comprehensive understanding of how
mRNP remodeling mechanisms are integrated within the cell to
drive selective protein synthesis and cell fate decisions is critical
to understanding the regulation of gene expression in germ cells.

eIF4 AND REGULATION OF
CAP-DEPENDENT TRANSLATION

Canonical members of the eIF4 complex are the first to bind
mRNAs at the 5’ end and include: the m7Gppp cap-binding
protein eIF4E; the scaffold protein eIF4G, which supports mRNA
circularization via interactions with eIF4E and poly(A)-binding
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FIGURE 1 | Germ granules as assembly sites for eIF4E:4EIP mRNP complexes to direct repression and activation of translation. In germ cells, mRNAs are exported
out of the nucleus through the nuclear pore complex (NPC). As they exit they come under control by the germ granule environment. These conserved perinuclear
structures act as hubs of post-transcriptional gene regulation, where they act as sites for the assembly and remodeling of diverse messenger ribonucleoprotein
complexes (mRNPs). Germ granules are primarily sites of translational repression, as they do not contain ribosomes. However, recent evidence suggests that both
repression and activation events may be set up here as a manner of mRNA sorting or licensing. Translation factors like eIF4E reside in complexes both within
(repressed) and outside (activated) of the granule, potentially giving it a dual role. When eIF4E is in germ granules it binds to its cognate eIF4E-interacting protein
(4EIP) in a complex with sequence specific 3′-UTR binding proteins. This complex prevents cap-dependent translation initiation by preventing eIF4G binding to
eIF4E. Little is known about how the “decision” to activate translation is made, but our models suggests that a handoff from the granule to the cytoplasm occurs by
mRNP remodeling. 4EIP is displaced by eIF4G and leads to initiation and recruitment to polyribosomes. Other factors participate in the repression to activation
switch, like helicases (eIF4A, VASA, etc.) that unwind mRNA secondary structure, poly(A) polymerases (PAP) that extend 3′-poly(A) tails, and poly(A)-binding protein
(PABP), which both protects transcripts and enhances translation via its interaction with eIF4G. Activating a repressed mRNP is the first step in producing novel gene
products that can dictate the fate and function of germ cells.
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protein (PABP), while also bridging eIF4 to the ribosome and
recruiting eIF4A, the DEAD-box RNA helicase used to unwind
secondary structure (Gingras et al., 1999). Additionally, eIF4B
stimulates eIF4A activity although it is not part of eIF4 per se (Sen
et al., 2016). These factors assemble on mRNAs (that presumably
are part of preformed mRNPs) and stimulate translational
activation by recruiting the 43S activated small ribosomal subunit
to form the 48S preinitiation complex (PIC). Subsequent 5′

to 3′ scanning of the untranslated region and recognition of
the AUG start codon, followed by 60S subunit joining leads to
productive protein synthesis. Initiation of most cellular mRNAs
relies on recognition of the 5′ m7Gppp cap and therefore
the eIF4E:eIF4G interaction. mRNAs that show strong cap-
dependence (CD) are those with long and/or complex 5′-UTRs,
and consequently rely on the complete, intact eIF4 complex for
robust translation (Rozen et al., 1990). Because 48S PIC assembly
is rate-limiting for translation, initiation rates of these structurally
complex mRNAs benefit from eIF4A helicase activity as well as
the circularization induced by eIF4E:eIF4G:PABP interactions
between 5′ and 3′ ends of the message (Figure 1). It is now
accepted that circularization leads to more efficient re-initiation
and ribosome recycling following termination (Wells et al., 1998;
Mancera-Martinez et al., 2017). Furthermore, eIF4E stimulates
eIF4A helicase activity by binding an inhibitory region in eIF4G,
indicating that eIF4E provides multiple activities within the eIF4
complex to stimulate translation of mRNAs with complex 5′

UTRs (Feoktistova et al., 2013). Other less complex mRNAs and
those containing an internal ribosome entry site (IRES) translate
cap-independently (CI) by binding eIF4G/eIF3 and the 43S PIC
directly via conserved sequences or structural motifs (Komar
and Hatzoglou, 2011). Internal binding mechanisms effectively
circumvent the need for eIF4E-mediated recruitment; in many
cases the eIF4E-binding region of eIF4G is cleaved off or missing
in the CI mechanism. Importantly, the CI initiation mechanism
is also utilized in animal germ cell development. However, it is
beyond the scope of this review, but has been reviewed elsewhere
(Keiper, 2019).

The balance between CD and CI synthesis at the eIF4E:eIF4G
node is regulated by nutrients in somatic tissues by target of
rapamycin (TOR) kinase via phosphorylation and inhibition of
canonical eIF4E-binding proteins (4EBPs), which were among
the first 4EIPs discovered but have a much narrower definition,
and will not be the primary focus of this review (Beretta et al.,
1996). Regulation of this node is consistent with the downstream
effects of TOR activity, which simulates proliferation and
differentiation via eIF4E-sensitive mRNAs like cyclins, VEGF,
and Myc (Rosenwald et al., 1995; Kevil et al., 1996). TOR also
contributes to global protein synthesis by phosphorylating p70
S6 kinase (S6K), which stimulates translation by phosphorylation
and activation of RPS6 and eIF4B (Magnuson et al., 2012).
Hypo-phosphorylated 4EBPs compete with eIF4G for binding
the dorsal surface of eIF4E, through a structurally conserved
alpha-helix motif (Tyr-X4-Leu-8: where X is variable and
8 is hydrophobic) (Beretta et al., 1996). Additional non-
canonical eIF4E-binding motifs like those found in Drosophila
4EIPs (Thor, Cup, and 4ET) recognize the lateral surface of
eIF4E, displacing eIF4G in preformed eIF4E:eIF4G complexes

(Igreja et al., 2014). Thus, eIF4E-sequestering proteins are
considered “broad-scale” translational repressors that disrupt
eIF4E:eIF4G interactions/eIF4 formation and subsequent CD
protein synthesis. However, translational control by TOR may
also performs an mRNA-selective role in mammalian germ cells.
Studies in mouse spermatogonia have shown that mTOR is
required for differentiation and proliferation, presumably due
to its activity in the retinoic acid (RA)-induced translational
activation of mRNAs encoding KIT, SOHLH1, and SOHLH2.
This provides an example of the translational machinery
responding to a developmental stimulus (e.g., RA) by activating
translation of distinct mRNAs (Busada et al., 2015). Whether
or not translation of these mRNAs relies on mTORs ability to
inhibit 4EBPs per se and promote CD synthesis remains unclear
but seems likely. These regulatory paradigms involving eIF4E
and 4EBP provide the cell with the ability to rapidly alter the
ratio of CD to CI translation, and therefore selectively determine
which pools of mRNA have a competitive advantage for being
translated on ribosomes. The ability of a particular 4EIP to
inhibit translation initiation via disruption of the eIF4E:eIF4G
interaction should be addressed individually, but a number of
4EIPs, like Drosophila Cup, are able to compete with eIF4G for
eIF4E binding and inhibit protein synthesis (see below). Whether
or not certain 4EIPs are TOR regulated is largely unknown, yet
remains an interesting question.

To add to the complexity to the broad CD vs. CI translational
control outlined above, gene duplication events over evolutionary
time have given rise to multiple isoforms of eIF4E and 4EIP
in both plant and animal species (Jankowska-Anyszka et al.,
1998; Rodriguez et al., 1998; Keiper et al., 2000; Hernandez
et al., 2005). The evolution of reproductive schemes and
embryonic development leading to diverse tissues in complex
animals and plants appears to have taken advantage of these
diversified isoforms for developmentally relevant translational
control. eIF4E and 4EIP isoforms are often expressed in a
tissue specific manner, and null mutation analysis in several
species have shown that they have distinct non-redundant roles
during development, particularly in germ cells (Rodriguez et al.,
1998; Dinkova et al., 2005; Hernandez et al., 2005; Henderson
et al., 2009; Song et al., 2010; Tettweiler et al., 2012; Huggins
et al., 2020). Considering that these factors were classically
thought to catalyze generalized mRNA initiation that allowed
cells to maintain homeostatic levels of general protein synthesis,
it is interesting that recent investigations show their unique
developmental functions. Several interesting observations come
out of the phenotypes derived from deficiencies in eIF4E and
4EIP genes in worms. One might expect that for proteins whose
functions antagonize one another, opposite phenotypes should
arise. Quite the contrary, the phenotypes caused by loss of
each partner in the eIF4E:4EIP pair is remarkably similar, and
each pair appears to facilitate a different developmental process
(Kawasaki et al., 1998; Amiri et al., 2001; Sengupta et al., 2013;
Huggins et al., 2020). In C. elegans, multiple eIF4E isoforms
(IFE-1 – IFE-5) are expressed in a tissue specific manner and
each has unique developmental functions (Keiper et al., 2000;
Amiri et al., 2001; Dinkova et al., 2005; Song et al., 2010). The
two major germ cell isoforms, IFE-1 and IFE-3, have distinct
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roles in translational regulation of unique subsets of mRNAs
(Henderson et al., 2009; Friday et al., 2015; Huggins et al.,
2020). By measuring translation of mRNAs in worms lacking
either IFE-1 or IFE-3, it was found that IFE-1 is critical for
translating specific mRNAs related to oocyte maturation (pos-1,
vab-1, mex-1) and mRNAs involved in spermatocyte cytokinesis
(Henderson et al., 2009; Friday et al., 2015). In fact, ife-1
mutant animals display defects in oocyte maturation and in
sperm division, linking its biochemical function to phenotype
(Henderson et al., 2009; Friday et al., 2015). IFE-3 on the other
hand, is the canonical eIF4E-1 isoform from worms, yet is
responsible for the translational repression of some germline sex-
determination (GSD) mRNAs (fog-1, fem-3, daz-1), as observed
by polysome profiling (Huggins et al., 2020). Importantly, this
repression similarly relied on the IFE-3 cognate 4EIP, IFET-1
(4ET/Cup orthologue) suggesting that together they participate
in a repressive mRNP that regulates this subset of mRNAs
(Huggins et al., 2020). Importantly, both ife-3 and ifet-1 mutant
worms show major defects in germ cell sex-determination, again
linking their biochemical functions to their mutant phenotypes
(Sengupta et al., 2013; Huggins et al., 2020). Interestingly, IFE-3
was found associated with the C. elegans Tudor domain protein
TOFU-6 in 21U piRNA-generating mRNPs (Cordeiro Rodrigues
et al., 2019). Whether or not IFE-3 represses GSD mRNA
translation via piRNA biogenesis remains to be determined.
Similarly, studies from Drosophila show that eight distinct eIF4E
isoforms are expressed in diverse tissues (Hernandez et al., 2005).
Each of these binds m7Gppp caps, however, eIF4E-6 and -8
bind with significantly lower affinity, due to conserved and non-
conserved substitutions in the cap-binding region (Hernandez
et al., 2005). Fly eIF4E-8 was found to be most similar to human
and mouse eIF4E-2/4EHP type that was predicted to be unable
to bind eIF4G and 4EIP (Hernandez et al., 2005). However,
eIF4E-8 was shown to participate in a repression complex on
Caudal mRNA by binding to the 5′ cap structure and the
regulatory 3′-RBP Bicoid (Cho et al., 2005). This demonstrates
an alternative eIF4E:4EIP mRNP repression mechanism that
contributes to Caudal asymmetry in the egg. Expression of
multiple eIF4E and 4EIP isoforms being co-opted during
evolution to regulate translation of distinct mRNAs during germ
cell development is not limited to nematodes and flies. Studies
from vertebrate models, most notably mice and Xenopus, show
that multiple eIF4E isoforms are expressed that exhibit similar
use of 4EIPs to regulate the spatial and temporal translation or
degradation of specific mRNAs via functional mRNP complexes
(discussed below).

IMPORTANCE OF GERM GRANULES IN
TRANSLATIONAL CONTROL

Germ granules are conserved large mRNPs that act as hubs
of post-transcriptional regulation in the germline of most
metazoans studied (Voronina et al., 2011). They represent an
environment in which mRNAs exiting the nucleus come under
stringent post-transcriptional regulation before entering the bulk
cytoplasm. Additionally, mRNPs that form in the cytoplasm may

transit to germ granules for remodeling and to adopt appropriate
post-transcriptional control. Germ granules contain mRNAs
that are important for development, small-RNAs that regulate
message silencing, and RBPs that control storage, stability, and
ultimately translation of resident transcripts (Sengupta and Boag,
2012). Importantly, germ granules in C. elegans appear distinct
from P bodies, whereas in mouse spermatogonia evidence
points to the structures being more closely related (Kotaja
et al., 2006; Gallo et al., 2008; Schisa, 2019). Thus, the overlap
in functions and associated factors one might expect when
comparing P bodies to germ granules is species-dependent. It
is generally recognized that P bodies and stress granules have
major functions in mRNA turnover and translational stalling,
respectively, while germ granules have a much broader role in
regulating the exit of transcripts from the nucleus, interaction
with small-RNA pathways, mRNP remodeling, and maintenance
of germline integrity. Recently, an additional germ granule called
a Z granule has been identified in C. elegans that is distinct
from P granules and has unique functions in transgenerational
epigenetic inheritance (Wan et al., 2018). It is likely that many or
all of these granules have substantial crosstalk in the regulation
and maintenance of mRNP metabolism in germ cells. The first
insights into germ granule structure showed that where they are
electron dense, non-membrane bound organelles that associate
with the nuclear periphery and nuclear pore complexes (NPC)
(Mahowald and Hennen, 1971; Sheth et al., 2010). Later advances
in fluorescent microscopy led to a better understanding of the
highly dynamic nature of these germ granules (Brangwynne et al.,
2009). We now know that they are liquid-liquid phase separating
condensates, which can exchange components rapidly with the
cytoplasm (Wu et al., 2019). It is thought that germ granules
act broadly to control formation, remodeling, and shuttling
of smaller nuclear and cytoplasmic mRNPs so that they may
come under the appropriate translational regulation (Figure 1).
Conserved components of germ granules that regulate post-
transcriptional regulation of mRNAs include: RNA helicases
(Vasa and related DEAD box proteins), RISC (RNA-induced
silencing complex) components like AGO1/CSR-1 (Argonaute),
3′-UTR RBPs that generally repress translation but may also
activate translation (Nanos, Pumillo, and CPEB), eukaryotic
initiation factors (eIF4E, eIF5B), and 4EIPs (4E-T, Cup, Maskin,
PGL-1, Bicoid) (Gao and Arkov, 2013). This collection of factors
uniquely equips germ granules with the ability to regulate the
diverse fates of developmentally important mRNAs as they are
shuttled into the cytoplasm. While most of the RBPs take
part in repression or turnover, the eIFs are known to activate
translation. Importantly, the absence of detectable rRNAs or
ribosomal proteins suggests that they lack ribosomes and no
active protein synthesis occurs within the granule (Schisa et al.,
2001; Marnik et al., 2019). Therefore, a simple model for
germ cell translational control is that the granule to cytoplasm
exchange sets up translational repression/activation switches,
where repression happens in the granule and mRNAs that are
activated for translation leave the granule as activated mRNPs
and join with ribosomes (Figure 1). Likewise, it is conceivable
that the inverse transit occurs to sequester populations of mRNPs
whose expression must be quenched for subsequent development
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(Figure 1). Such a model then begs the question of whether
factors are used for both repression and activation, and how
either function is selected. Furthermore, what mechanisms exist
to ensure these functions occur in the correct spatial and
temporal manner in the intricate steps of germ cell and embryo
development. It is clear from recent studies, however, that eIF4Es
and 4EIPs are integral to this process of activation and repression
(Cho et al., 2005; Minshall et al., 2007; Ottone et al., 2012;
Huggins et al., 2020).

Germ granules and RBPs have been extensively studied in the
nematode, C. elegans. One constitutive component of the so-
called “P granule” is a self-associating RGG-motif RBP named
PGL-1 (Kawasaki et al., 1998). PGl-1 is thought to be involved in
the repression of germ cell mRNAs. It enhances the translational
silencing of mRNAs bound to the PUF protein FBF-2, indicating
that repressive 3′-UTR-RBPs can use PGL-1 as a cofactor to
repress translation (Voronina et al., 2012). PGl-1 is also the
non-canonical cognate 4EIP of IFE-1 (Amiri et al., 2001). The
sequestration of an eIF4E isoform indicates yet another way
that RBPs in germ granules control the translation of distinct
mRNAs, by inhibiting the CD translational machinery itself.
PGL-1 maintains a close functional relationship with IFE-1; it
dictates the localization of this eIF4E isoform to perinuclear
granules in early germ cells, causes its migration during oocyte
meiotic maturation, and releases IFE-1 from granules in late
spermatocytes (Amiri et al., 2001; Huggins et al., 2020). We
have suggested that PGL-1 helps IFE-1 to locate and bind its
target mRNA, and simultaneously prevents IFE-1 from binding
to eIF4G to initiate translation (Friday and Keiper, 2015), just
as canonical 4EBPs are known to do in other systems (Stebbins-
Boaz et al., 1999; Salaun et al., 2003; Wilhelm et al., 2003). It is
clear that PGL-1 sequesters a substantial portion of IFE-1 from
the bulk cytoplasm in early germ cells, and releases it later in
gametogenesis. Although direct competition of IFG-1 (eIF4G)
and PGL-1 for IFE-1 has not been demonstrated, PGL-1 is not
found in polyribosomes, unlike IFE-1 and IFG-1 (Friday and
Keiper, 2015). There is some suggestion that IFE-1 may also be
involved regulation of spermatogenic mRNAs with Argonautes
like CSR-1, ALG-3, and ALG-4 (Figure 1), though it is unclear if
these are linked or sequential steps in mRNA licensing (Campbell
and Updike, 2015; Andralojc et al., 2017; Reed et al., 2020).

eIF4E:4EIP COMPLEXES DISTINCTLY
INFLUENCE DIFFERENTIATION

One of the clearest examples of the link between granule
dynamics, translational control, and germ cell differentiation
occurs in the latter stages of C. elegans germ cell development
where multiple eIF4E:4EIP complexes control translation of
distinct mRNAs and control cell fate. During the latter stages
of spermatogenesis the 4EIP PGL-1 is rapidly degraded in
secondary spermatocytes, releasing IFE-1 from the P granule into
the bulk cytoplasm (Updike et al., 2014; Huggins et al., 2020).
There IFE-1 (and its cargo mRNAs) have the opportunity to
associate with ribosomes and activate translation (Henderson
et al., 2009; Friday et al., 2015). Importantly, IFE-1 is the only

eIF4E isoform in C. elegans that binds PGL-1, indicating that
other eIF4Es may be subject to different modes of regulation
or have alternative cognate 4EIPs (Amiri et al., 2001). Recent
studies provide direct evidence of the latter. RBPs isolated
from worm extracts in their native mRNP complexes show that
another 4EIP, IFET-1, associates exclusively with IFE-3 in vivo
(Spike et al., 2014). Furthermore, IFET-1 is responsible for
proper IFE-3 localization to germ granules that are distinct
from IFE-1:PGL-1 granules (Huggins et al., 2020). Importantly,
these IFE-3:IFET-1 complexes control translation of germline
sex-determination mRNAs which are not subject to control
by IFE-1 (Friday and Keiper, 2015; Huggins et al., 2020).
Similar examples of unique eIF4E:4EIP regulation are found
in Drosophila germ cells, where the IFET-1 orthologue, Cup,
facilitates eIF4E nuclear-cytoplasmic shuttling, localization and
function in fly oocytes (Zappavigna et al., 2004). Cup is also
required for posterior localization of several mRNAs (osk, grk,
nos, etc.), and maintains their translational repression, which is
critical for body axis patterning during embryogenesis (discussed
below). It seems clear that all animal germ cells contain
multiple unique eIF4E:4EIP complexes. Regulating the transit
and activation of these complexes contributes to differential
mRNA translational control used to drive physiological germ cell
processes in divergent animal systems.

Both PGL-1 and IFE-1 are required for fertility at elevated
temperatures, most critically affecting late sperm development.
The interpretation of both the biological and biochemical data
indicate that IFE-1 recruits a subset of mRNAs whose translation
is necessary for completion of sperm (and oocyte) differentiation
(Kawasaki et al., 2011; Friday and Keiper, 2015). Likewise, IFET-
1 and IFE-3 are required for normal germline sex-determination,
where they prevent ectopic translation of sperm fate mRNAs and
enhance translation of at least one oocyte mRNA (Huggins et al.,
2020). These represent just a few instances in which eIF4E:4EIP
mRNPs participate in translational repression/activation switches
and that controls germ cell and embryo development in quite
divergent animal species.

LINKING LOCALIZATION OF mRNAs TO
TRANSLATIONAL REGULATION

Localization of mRNAs is highly orchestrated in germ cells and
embryos. A regimented set of sequence-specific RBPs bound
to mRNAs to be localized often coincides with spatial and
temporal translational regulation of the transcript (Suter, 2018).
These events also rely on eIF4E:4EIP complexes for proper
localization and correct message utilization (Romasko et al.,
2013; Davidson et al., 2016). The clearest examples are found
during Drosophila oocyte development and early embryogenesis.
oskar mRNA (osk) becomes enriched in the posterior pole (germ
plasm) during mid-oogenesis and nanos mRNA (nos) becomes
enriched in the same region during late oogenesis (Figure 2).
Other fly mRNAs such as gurken (grk) and bicoid (bcd) also
exhibit unique and dynamic localization during the maternal-
zygotic transition (MacDougall et al., 2003; Lasko, 2012). Each
mRNA is simultaneously subject to complex translational control
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FIGURE 2 | Germ cell mRNPs use the same eIF4E:4EIP core but different RBPs for altered modes of local translation in the Drosophila oocyte. During the latter
stages of Drosophila oogenesis many germline mRNPs like osk and nos are localized to and specifically translated in the germ plasm (posterior pole). These
regulated mRNPs use the eIF4E:4EIP core, but each employs a unique mechanism to control mRNA stability, localization, and eventual translation. In the anterior
region of the oocyte osk mRNPs are circularized by a core complex containing the oocyte eIF4E, Cup (4EIP), and Bruno (3′-UTR-binding protein). Cup prevents
eIF4E:eIF4G binding while simultaneously recruiting the Ccr4-Not1 deadenylase complex. Because eIF4E:Cup also prevents de-capping and 5′-3′ decay by the
Dcp2/Pacman complex, osk mRNA is protected and translationally silent while being shuttled to the posterior pole via microtubules. Similarly, nos mRNPs in the
anterior region of the oocyte are circularized by a eIF4E:Cup:Smaug complex, which again prevents translation initiation and recruits Ccr4-Not1. Unlike osk, however,
nos mRNA localizes by cytoplasmic streaming that is inefficient. Therefore, Smaug recruits Aubergine and associated piRNA machinery to degrade nos mRNA
outside the germ plasm. Little is known about the events that promote translational activation of these two distinct mRNPs. However, it is likely that a remodeling
occurs in which Cup is displaced by eIF4G leading to polyribosome recruitment. Additionally, Oskar protein translationally activates the nos mRNP, indicating a
complex interplay of translational regulation regimens that ensure that germ cell determinants are synthesized in correct time and place.

that restricts their regional expression. The protein products form
a morphogen gradient in the oocyte or embryo that is critical
for anterior-posterior differentiation. However, the process by
which each is localized and translationally regulated appear to
differ in each case, suggesting that multiple mechanisms are used
during development to control spatial and temporal abundance
of mRNAs and their translation. Such processes are not restricted
to invertebrates. Similar examples can be found in vertebrate
models, such as in Xenopus oocytes, where Vg1, VegT, Nanos-
1 mRNAs all localize to the vegetal pole of the frog oocyte
(Nijjar and Woodland, 2013).

The combination of mRNA localization and translational
control by these mRNP complexes is of critical developmental
importance. For example, mis-localization of regional osk mRNA
translation during oogenesis results in embryos that lack an
abdomen and have no germline (Kim-Ha et al., 1991). osk is
also subject to complex translational control mediated by the
oocyte eIF4E:Cup complex to prevent protein accumulation in
the anterior portion of the oocyte. Suppression of initiation
events is maintained by multiple mechanisms as the mRNP

is being properly localized to the germ plasm (Nakamura
et al., 2004; Igreja and Izaurralde, 2011). Cup is recruited
to osk mRNA by Bruno, which both represses and protects
the transcript from degradation (Figure 2). Interestingly, the
complex recruits the Ccr4-Not1 deadenylase complex to shorten
the poly(A)-tail but does not destabilize the mRNA (Igreja and
Izaurralde, 2011). Interestingly, translational repression by Cup
does not appear to require the canonical eIF4E-binding motif,
but instead translational repression and transcript protection
rely on secondary non-canonical eIF4E binding motifs (Igreja
and Izaurralde, 2011). Evidence shows that the eIF4E:Cup
interaction prevents degradation of osk by directly blocking de-
capping of the mRNA (Igreja and Izaurralde, 2011). Similar
to Cup, recent evidence in human cells shows that eIF4E-
T (4E-T) is able to repress translation and recruit Ccr4-Not1
deadenylase complex while preventing de-capping and targeted
decay, preserving the mRNA in a repressed form (Raesch
et al., 2020). Therefore, the eIF4E:4EIP cap-binding complex
is necessary to protect the mRNA while it is coming under
appropriate repression by the Ccr4-Not1 machinery in multiple
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systems. Once osk mRNP is properly localized to the posterior
region of the oocyte, pre-bound eIF4E in the mRNP joins with
eIF4G to initiate translation. Regional synthesis of functional
Oskar protein directs patterning in the early embryo. Regulation
of osk mRNA localization and translation are therefore a
stepwise process involving repression/protection, transport, and
ultimately translational activation in its complete program. All
steps use the eIF4E:4EIP complex to ensure proper timing of the
repression/activation switch. Complexes that likely first assemble
in the nucleus co-transcriptionally or during splicing also play
a role in setting up the localization/fate of mRNPs as they
enter the cytoplasm and germ granules. Tsunagi and Magonashi
are core components of the exon-junction complex (EJC) that
marks mature mRNAs at those ligation points as they exit the
nucleus (Parma et al., 2007). Both proteins are required for
osk mRNA microtubule-dependent localization, indicating that
3′-UTR sequences do not act alone to localize mRNAs during
development (Mohr et al., 2001).

In contrast to the efficient localization seen with osk mRNA,
nos mRNA localization appears to be inefficient. Only a 4%
enrichment of the mRNA in the posterior end of the early embryo
is observed (Bergsten and Gavis, 1999). Consequently, restriction
of Nanos to the germ plasm is accomplished by different means,
involving both translational repression and targeted mRNA decay
(Rouget et al., 2010; Lasko, 2012). Specifically, Smaug binds
a 90-nt element within the 3′-UTR of nos mRNA deemed
the translational control element (TCE) (Crucs et al., 2000).
In the circularized mRNP structure, Smaug interacts with the
Cup:eIF4E (Figure 2). This interaction is required for Smaug-
dependent translational repression of nos mRNA indicating
repression at the level of initiation, as well as regulation by
Ccr4-Not1 (Nelson et al., 2004). Thus, nos mRNA appears to
be repressed and localized by inhibition of CD initiation and
targeted mRNA decay outside of the germ plasm, quite different
from the repression, protection, and active transport regulation
seen with osk mRNA, yet still utilizing eIF4E:4EIP complexes.
Once synthesized in the germ plasm, Oskar protein takes part in
the translational activation of repressed nos mRNPs by inhibiting
deadenylation, indicating there is a complex interplay of germline
determinants within the mRNP translational control network in
fly oocytes (Zaessinger et al., 2006).

Additional insights into these translational repression/
activation switches that rely on localization can be found in
the regulation of Gurken mRNA (grk). During egg development
grk mRNA also relies on Cup for proper localization, but in
contrast to osk and nos mRNAs, it localizes to the dorsal anterior
portion of the egg (Clouse et al., 2008). Developmental defects
and biochemical analysis show that a closed-loop mRNP complex
involving eIF4E, Cup, Bruno, and Squid mediates translational
repression of grk mRNA that has not localized anteriorly. This
repressive eIF4E:4EIP complex becomes activated for translation
initiation by PABP55B-mediated recruitment of eIF4G once
properly localized to the dorsal anterior region (Clouse et al.,
2008). Mechanisms of osk and grk mRNA translational repression
and localization have mechanistic parallels, even using many of
the same trans-acting factors. So how is it possible that these
shared factors are distinguised in order to localize these two

transcripts to different regions of the egg? A protein named
Encore, which binds to PABP55B may be key in answering
this question (Clouse et al., 2008). Importantly, Encore is
involved in the proper localization and translational activation
of grk mRNA, but has no role in osk mRNA localization
and activation. This suggests that each mRNP has trans-
acting factors that provide context for activation. What is
clear is that once mRNPs are properly localized, initiation
factors like eIF4E and eIF4G are responsible for ribosome
recruitment. However, the steps necessary and sufficient for
initiation factors to overcome repressive trans-acting factors are
largely unknown.

Similar examples of mRNP network crosstalk that leads to
cell fate decisions can be found in C. elegans germline sex-
determination (Puoti et al., 2001). Here too, mRNA localization
and translational control pathways work in conjunction with
one another to ensure proper de novo synthesis of specific
gene products regionally. Importantly, even after each mRNA is
localized to the correct place at the correct time, the necessary
synthesis of the protein products has still not been accomplished.
We know very little about the ensuing translational activation
of repressed, localized mRNPs (Figure 2). What is clear is that
members of the translation initiation apparatus already reside in
the mRNP complex during repression and transport. Germline
eIF4E isoforms appear to be ubiquitous in these repressed mRNPs
and warrant further investigation as they are likely to be a driving
force behind activation.

POLYADENYLATION/DEADENYLATION
ALSO MODULATE GERM CELL
TRANSLATIONAL CONTROL

In germ cells, deadenylation occurs mostly via the Ccr4-Not1
complex (Temme et al., 2004; Nousch et al., 2013; Waghray
et al., 2015). The activity of this multi-subunit complex represents
a major mechanism by which germ cells regulate the stability,
localization, and translatability of mRNAs. Poly(A) removal
may also be mediated by a family of proteins called PARNs,
which require removal of the 5′-cap structure (discussed below).
The examples cited above from Drosophila, involving osk and
nos mRNAs, shows that mechanisms of poly(A)-regulation are
used in oocytes and embryos to control the local translation
of messages that are required to establish the germ plasm.
Similar examples can be found in nematodes, frogs and mice,
indicating the prevalence of poly(A)-mediated mRNA regulation
throughout germ cell biology (Berthet et al., 2004; Temme et al.,
2004; Nousch et al., 2013; Waghray et al., 2015). Transcripts may
also have existing poly(A)-tails elongated in the cytoplasm in
order to activate translation initiation and/or enhance transcript
stability (Richter, 1999; Mendez and Richter, 2001). The choice
to remove poly(A) tails or elongate them on an mRNA in a
sequence-specific manner imposes another translational switch
that may behave similar to a rheostat, controlling the overall
“current” of translation (enhancing initiation frequency leading
to greater total protein output on those mRNAs with elongated
poly(A)-tails). It is now clear that eIF4E:4EIP complexes actively
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participate in poly(A) regulation as well (Cao and Richter, 2002;
Wong and Schedl, 2011; Sengupta et al., 2013; Waghray et al.,
2015). Polyadenylation of nascent mRNA transcripts first occurs
co-transcriptionally in the nucleus. Cleavage of the nascent-
mRNA downstream of the polyadenylation signal (PAS) by
cleavage and polyadenylation specificity factor (CPSF) precedes
addition of 200–250 adenine residues by nuclear poly(A)-
polymerases (PAPs) (Wahle, 1995; Vi et al., 2013; Casanal et al.,
2017). Poly(A)-tail formation is coordinated with transcription
termination and nuclear export (Huang and Carmichael, 1996).
Polyadenylation also takes place in the cytoplasm of germ cells
and embryos and is highly regulated in order to control the
balance of translational activation vs. mRNA decay (Sheets et al.,
1995; Kim et al., 2010; Dufourt et al., 2017). Poly(A)-extension
in the cytoplasm of germ cells is catalyzed predominantly
by a highly conserved cytoplasmic poly(A)-polymerase, GLD-
2 (Kim et al., 2010; Cui et al., 2013). Enhancing poly(A)-
tail length promotes binding and multimerization of poly(A)-
binding protein (PABP), which in turn facilitates mRNA closed-
loop formation and increased translation through a direct
interaction with eIF4G in the eIF4E:eIF4G cap-binding complex
(Wakiyama et al., 2000; Kahvejian et al., 2001). Multimerization
of PABP along the poly(A)-tail also serves to protect transcripts
from targeted decay (Wormington, 1993; Vazquez-Pianzola et al.,
2011). This dynamic may be more complicated, however, as
recent evidence shows an unexpected dual role for PABPs
in mediating both protection and poly(A)-decay, depending
on which accessory factor it recruits, deadenylases and TOB
proteins (Yi et al., 2018). Dynamic changes in poly(A)-tail length
and subsequent PABP multimerization can remodel mRNPs
quite dramatically and lead to nearly a 100-fold increase in
translation initiation rate in response to developmental stimuli
(Wakiyama et al., 2000; Kahvejian et al., 2001). This process is
most well understood for mRNAs containing U-rich cytoplasmic
polyadenylation elements (CPEs) in Xenopus oocytes (Figure 3).
There are at least four subclasses of CPEs active during the
oocyte to embryo transition in the frog; these are classified
according to the developmental step at which they are used
(Simon et al., 1992; Paillard et al., 2000). Not all poly(A)-
regulated maternal mRNAs are polyadenylated simultaneously
in the maturing oocyte. Therefore the selective activation of
groups of CPE-containing mRNAs at various times during
development ensures the proper progression of meiosis and sets
up the egg to embryo transition (Pique et al., 2008). The most
recognized CPE-containing mRNAs encode cell cycle regulators
(Cyclins A, B, E, and CDK2) and the proto-oncogene c-Mos
(Sheets et al., 1995; Stebbins-Boaz et al., 1996; Barkoff et al.,
1998, 2000; Slevin et al., 2007). The sequence of events worked
out by several labs is as follows: Cytoplasmic polyadenylation
element binding protein (CPEB) binds the CPE of target
mRNAs, a step essential for progesterone-induced oocyte meiotic
maturation (Hake and Richter, 1994). During Xenopus oocyte
maturation, CPEB acts as a central factor in large closed-loop
mRNPs containing CPSF, Symplekin, eIF4E, and a 4EIP called
Maskin to mediate translational repression of CPE containing
mRNAs (Figure 3) (Stebbins-Boaz et al., 1999; Barnard et al.,
2004). Maskin binds eIF4E to compete with eIF4G and inhibits

translation at the step of ribosome recruitment (Stebbins-Boaz
et al., 1999; Cao and Richter, 2002). Somewhat surprisingly,
these large mRNPs also contain a PARN isoform and GLD-
2, indicating the potential to carry out both deadenylation and
poly(A)-elongation respectively (Kim and Richter, 2006). It may
be that CPE-containing mRNAs cycle between deadenylation and
polyadenylation states due to the opposing action of PARN and
GLD-2, or that either may be exclusive on a single substrate
mRNA, or even that PARN inhibits GLD-2 activity enzymatically
or sterically. Thus, translational repression in quiescent Xenopus
oocytes operates at both ends of the mRNA; inhibiting access to
eIF4E on the cap and preventing enzymatic activity on the 3′-
poly(A)-tail. With the induction of meiotic maturation, CPEB
becomes phosphorylated on multiple residues, in response to
progesterone signaling (Mendez et al., 2000). Prevailing models
suggest that a cascade of mRNP remodeling events culminates
in ejection of PARN from the complex, freeing the GLD-
2 polymerase to execute poly(A)-elongation (Figure 3). The
extended tail recruits more PABP, which in turn binds and
recruits eIF4G. Tethered eIF4G provides more opportunity for
a productive eIF4E:eIF4G interaction by enhancing proximity,
and allowing it to displace Maskin. In younger oocytes PARN
and Maskin are not detectable, so other mechanisms are in
place to set up very early CPE-dependent repression of maternal
mRNAs (Copeland and Wormington, 2001; Minshall et al., 2007).
Interestingly, a biochemically separable repression complex
was identified in immature oocytes that includes the eIF4E1b
isoform (oocyte/embryo specific), eIF4E-T (4EIP, 4E-T), DDX6,
and Rap55 (Figure 3). eIF4E1b binds only weakly to m7G-
caps and does not appear to interact with eIF4G or Maskin
(Standart and Minshall, 2008). Thus, in the absence of PARN,
repression appears to be mediated by a eIF4E1b:eIF4E-T complex
that prevents recruitment to ribosomes, similar to nos mRNA
repression in Drosophila oocytes and in humans as outlined above
(Figure 2). Indeed, several studies in other model organisms
show that eIF4E isoforms can act as translational repressors.
The eIF4E homologous protein (4EHP) takes part in Bicoid-
dependent repression of cad mRNA during fly embryogenesis
(Cho et al., 2005), and IFE-3 (the eIF4E1 ortholog) mediates
IFET-1 (eIF4E-T)-dependent translational repression of germ
line sex-determination mRNAs (fog-1 and fem-3) in worms
(Huggins et al., 2020). Additionally, eIF4E:4EIP complexes
have been linked to translational repression and mRNA decay
during the maternal-zygotic transition in mice, where an oocyte-
specific eIF4E was shown to interact with the 4EIP, BTG4, and
recruits a catalytic subunit of the Ccr4-Not1 deadenylase complex
(Yu et al., 2016).

Clearly, the mechanisms that control translational
repression/activation switches in maturing Xenopus oocytes are
complex, but like other animal germ cells they utilize eIF4E:4EIP
complexes to mediate translation repression/activation switches.
Simple thematic paradigms can be constructed from the modes
of action that are conserved across most species. Early germ cell
translational repression modes rely on preventing eIF4E:eIF4G
interactions and thereby inhibiting cap-dependent translation
initiation. Late germ cell repression modes not only inhibit
the cap-dependent mechanism, but also remove poly(A)-tails,
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FIGURE 3 | Dynamic mRNP remodeling promotes alternate mRNA repression, poly(A) elongation, and ribosome recruitment during Xenopus oocyte maturation. In
immature Xenopus oocytes, class II CPE mRNAs are translationally repressed by eIF4E:Maskin cap-binding complexes directed by the CPEB, CPSF, Symplekin
3′-UTR-binding module. These complexes also contain PABP, PARN, and GLD2 indicating the potential for both poly(A) elongation and deadenylation. At the 5′-end,
Maskin (4EIP) inhibits cap-dependent initiation by competing with eIF4G for eIF4E binding. At the 3′-end PARN shortens the poly(A) tail. Although GLD2 is resident
within the complex, PARN activity appears to be dominant. It also may be that CPE-containing mRNAs cycle between deadenylation and polyadenylation. Upon
progesterone stimulation, CPEB is phosphorylated by Aurora A kinase or CaMKII which leads to remodeling of the complex and ejection of PARN. GLD2 then
catalyzes extension of the mRNA poly(A) tail. Concurrently, class I CPE containing mRNAs are translated and lead to activation of CDK1. CPEB and Maskin are
phosphorylated by CDK1, and PABP is recruited to the poly(A) tail for further stabilization. Maskin is displaced and PABP associates with eIF4G, allowing more
opportunity for a productive eIF4E:eIF4G interaction. This stepwise remodeling leads to translational activation of mRNAs critical for germinal vesicle breakdown and
maturation. In early Xenopus oocytes CPE containing mRNAs are repressed by an alternative eIF4EB1:4E-T cap-binding complex along with P body components
(DDX6 and Rap55), CPEB, CPSF, and scaffold protein Symplekin. PARN is not found in this complex, suggesting that translational repression is caused by inhibition
of cap-dependent initiation. P body components resident may also act to degrade CPE these early class II transcripts.

which reduces translational efficiency or enhances degradation.
Thus, germ cell systems institute translational repression early,
then maintain that repression until intrinsic or extrinsic signals
drastically change cell fate (e.g., maturation). The signaling
cascades activate translation by stimulating the eIF4 factors
already resident in the mRNP and thereby disrupt the repressive
effects of 4EIPs and RBPs, and activate GLD-2 to elongate the
poly(A)-tails of their bound mRNAs.

CONCLUSION AND FUTURE
PERSPECTIVES

Germ cells and embryos must modulate gene expression to
promote proper progression through development and ensure

the survival of critical lineages of cells. While transcriptional
regulation is generally the most efficient way to control gene
expression in somatic cells, there is a necessity in germ cells
to control when and where mRNAs are repressed, degraded, or
activated for translation in order to complete their developmental
fates. From germ cells we have learned that the functional units
of translational control appear to be multicomponent mRNPs,
which often include RBPs, small RNAs, eIF4E isoforms, and
4EIPs. Present in most animals studied, germ granules serve
as conserved hubs of mRNA metabolism and contain many
diverse mRNPs that function over the mRNA lifetime. There
is strong evidence that germ granules contain (or maintain)
mRNA-repressive structures because many of their components
have prescribed roles in translational repression or mRNA
decay (Sengupta and Boag, 2012). However, there is emerging
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evidence that both repression and activation may be pre-
programmed within the germ granule, since they often contain
not only repressive RBPs and small-RNA machinery, but also
positive acting factors that contribute to mRNA stabilization
and ribosome recruitment (Amiri et al., 2001; Thomson et al.,
2008; Huggins et al., 2020). Indeed, germ granules must localize,
protect, and store transcripts important for maintaining germline
integrity (Schisa et al., 2001; Flemr et al., 2010; Voronina
et al., 2011; Ouyang et al., 2019). What remains poorly
understood is: How does the selection of either repression or
activation on an mRNA or group of mRNAs begin in the
granule? The question is critical in all dynamic developmental
systems (e.g., learning neurons, stem cells, germ cells, embryos)
responding to intrinsic and extrinsic signals by turning
expression “on” and “off” by means of post-transcriptional
regulation. Much has been learned about individual mRNP
factors that control individual repression/activation switches,
with a large emphasis on repression by RBPs and small-
RNAs. This is perhaps most evident in seminal work on
PUF-protein binding landscapes within the linear germline of
C. elegans. Here stem cell proliferation, meiotic entry, and
differentiation are all controlled by a remarkably small number
of regionally expressed RBPs that bind 3′-UTRs of a subset
of mRNAs to repress their translation (Prasad et al., 2016).
Yet this does not fully explain how mRNAs are turned “on”
when they progress beyond the repressive regions. Recently
a greater appreciation has been gained for the other half of
such regulatory switches, activation. Activating an mRNP for
translation is arguably the more important step for introducing
new activities into germ cells. At the heart of activation is the
rate-limiting step of translation initiation catalyzed by eIF4E,
eIF4G, and eIF4A, which recruit mRNAs to the ribosome
(Hershey et al., 2012).

The regulated activation of mRNPs by the translational
initiation machinery has been especially understudied in germ
cells. Remarkably, studies from nematodes, flies, and frogs
indicates that the eIF4 group factors are playing very specific
developmental roles. Interestingly, a theme emerges from all
animals and plants investigated, that multiple isoforms of
each factor are expressed during development, providing the
opportunity for each isoform to evolve a specialized function
over time (Jankowska-Anyszka et al., 1998; Rodriguez et al., 1998;
Keiper et al., 2000; Hernandez et al., 2005; Evsikov et al., 2006).
Indeed, many have gained novel functions, as studies now show
definitively that different isoforms of eIF4E and eIF4G have non-
redundant developmental and biochemical roles and regulate
distinct mRNA populations (Rodriguez et al., 1998; Keiper et al.,
2000; Dinkova et al., 2005; Baker and Fuller, 2007; Franklin-
Dumont et al., 2007; Contreras et al., 2008; Henderson et al., 2009;
Song et al., 2010; Hu et al., 2018; Keiper, 2019; Huggins et al.,
2020). Among these, the appearance of germ-cell specific mRNA
cap-binding protein eIF4Es is a common theme. In this review
we have put special emphasis on germ cell eIF4Es and non-
canonical forms of its regulatory interacting proteins (4EIPs).
Interestingly, eIF4E was initially characterized biochemically as
an exclusively positive acting catalytic translation initiation factor
(Rhoads et al., 1993; Sonenberg and Gingras, 1998). The first

identification of canonical 4EIPs showed that they sequestered
eIF4E from eIF4G, thereby blocking initiating activity (Haghighat
et al., 1995; Mader et al., 1995). Recent investigations have
led to the discovery of many classes of 4EIPs that form
large mRNPs (Nelson et al., 2004; Zappavigna et al., 2004;
Hernandez et al., 2013; Sengupta et al., 2013; Igreja et al.,
2014). Because eIF4E is found to reside in repressive (with
4EIPs) and active (with eIF4G) mRNP complexes, it strongly
suggests that the mRNA cap-binding protein indeed has roles
as both an activator and repressor of translation depending
on cellular and sequence-specific contexts. Indeed, we recently
showed that the loss of one eIF4E isoform (IFE-3) in C. elegans
caused very specific translational de-repression of certain mRNAs
involved in germline sex-determination (Huggins et al., 2020).
Likewise, the eIF4E2 (4EHP) isoform was shown to interact
with Bicoid to facilitate translational repression of cad mRNA
during fly development (Cho et al., 2005). Similarly, in H. sapiens,
Hoxb4 translational repression relies on 4EHP (Villaescusa
et al., 2009), and others have shown that 4EHP facilitates
translational silencing by interacting with miRNA machinery
(Chapat et al., 2017). Whether any given eIF4E isoform acts
positively or negatively may be mRNA-dependent, or more
likely due to the composition of the larger mRNP complex in
which it resides.

Polyadenylation/deadenylation machinery and localization
factors also rely on eIF4E:4EIP complexes to appropriately
regulate their target mRNAs by repression/activation and
localization (Cao and Richter, 2002; Wilhelm et al., 2003; Wong
and Schedl, 2011; Romasko et al., 2013; Sengupta et al., 2013;
Waghray et al., 2015; Davidson et al., 2016). Future studies
will address what other proteins are necessary to push a
repressed mRNP into an active translation complex in response
to a developmental stimulus. A new understanding of mRNP
dynamics will be important in providing a complete picture
of how germ cells regulate gene expression by translational
control. Technical advances that allow biochemical dissection
of repressed vs. activated mRNPs isolated from germ cells
in a variety of conditions (genetic mutants, developmental
stage, intrinsic and extrinsic signaling, etc.) will aid in our
understanding. One such RNA-proximity labeling technique,
called APEX-Seq, can be used to determine not only spatial
information about RNAs, but also their enrichment or depletion
near RBPs of interest under varying conditions (Padron
et al., 2016). APEX-Seq was used to elucidate how stress
granules change in their RNA composition with different
stressors, and the organization of 43S PIC complexes. Such
advances will contribute greatly to our understanding of
spatial and temporal post-transcriptional gene expression. Our
comprehension of germ cell mRNA metabolism has made great
strides in the past several decades, uncovering the roles of
individual RBPs in mRNPs that inhibit translation. However,
we must now begin to treat the whole mRNP as a discreet
regulatory unit with both negative and positive roles, and probe
deeper into what causes subsequent translational activation.
This broader view will advance our understanding of post-
transcriptional genetic switches and the unique cells that use
them so extensively.
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