
����������
�������

Citation: Hsieh, H.-H.; Shan, S.-o.

Fidelity of Cotranslational Protein

Targeting to the Endoplasmic

Reticulum. Int. J. Mol. Sci. 2022, 23,

281. https://doi.org/10.3390/

ijms23010281

Academic Editors:

Richard Zimmermann and

Sven Lang

Received: 4 December 2021

Accepted: 18 December 2021

Published: 28 December 2021

Publisher’s Note: MDPI stays neutral

with regard to jurisdictional claims in

published maps and institutional affil-

iations.

Copyright: © 2021 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

 International Journal of 

Molecular Sciences

Review

Fidelity of Cotranslational Protein Targeting to the
Endoplasmic Reticulum
Hao-Hsuan Hsieh and Shu-ou Shan *

Division of Chemistry and Chemical Engineering, California Institute of Technology, Pasadena, CA 91125, USA;
hhsieh@caltech.edu
* Correspondence: sshan@caltech.edu

Abstract: Fidelity of protein targeting is essential for the proper biogenesis and functioning of
organelles. Unlike replication, transcription and translation processes, in which multiple mechanisms
to recognize and reject noncognate substrates are established in energetic and molecular detail,
the mechanisms by which cells achieve a high fidelity in protein localization remain incompletely
understood. Signal recognition particle (SRP), a conserved pathway to mediate the localization of
membrane and secretory proteins to the appropriate cellular membrane, provides a paradigm to
understand the molecular basis of protein localization in the cell. In this chapter, we review recent
progress in deciphering the molecular mechanisms and substrate selection of the mammalian SRP
pathway, with an emphasis on the key role of the cotranslational chaperone NAC in preventing
protein mistargeting to the ER and in ensuring the organelle specificity of protein localization.

Keywords: protein targeting; signal recognition particle; nascent polypeptide-associated complex;
ribosome; endoplasmic reticulum; membrane proteins; fidelity

1. Introduction

Over ~30% of the newly synthesized proteins in eukaryotic cells are initially delivered
to the endoplasmic reticulum (ER) membrane, where they initiate their journeys through the
endomembrane system including the ER, the Golgi apparatus, secretory vesicles, and the
plasma membrane [1,2]. These membrane and organellar proteins are prone to misfolding,
aggregation, and consequent degradation in the cytosol where their biosynthesis begins [3].
For this reason, proteins destined to the endomembrane system predominantly use a
cotranslational pathway of targeting and translocation mediated by signal recognition
particle (SRP), giving rise to the ribosome-studded morphology of the rough ER (Figure 1A).
By coupling the synthesis of proteins to their localization, the SRP pathway minimizes the
off-pathway interactions of nascent membrane and organellar proteins in the cytosol and
provides the most efficient mechanism for membrane protein biogenesis, a process that is
kinetically demanding and energetically costly [3,4].

How fidelity is achieved in protein localization has been a long-standing question
that is challenging to address conceptually and experimentally. SRP-dependent proteins
contain a transmembrane domain (TMD) on integral membrane proteins or an ER signal
sequence, characterized by a contiguous stretch of hydrophobic amino acids, on secretory
and organellar proteins. However, signal sequences and TMDs are divergent in length, se-
quence and amino acid composition [5,6]. The degenerate nature of these targeting signals
demands that protein targeting machineries, such as SRP, distinguish between the correct
and incorrect substrates based on minor differences in the molecular features of signal
sequences. In addition, eukaryotic cells contain multiple membrane-enclosed compart-
ments, such as mitochondria and peroxisomes, to which a nascent protein could be targeted
(Figure 1A). The recent observation that SRP depletion leads to the mis-localization of
proteins to mitochondria [7] provides a salient example of the promiscuity of the targeting
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signals and pathways. Finally, translation termination effectively abolishes the SRP path-
way. In addition, it has been reported that SRP loses targeting competence after the nascent
chain reaches a critical length of ~130 amino acids (aa) [8,9]. These effects impose a limited
time window for SRP to complete the targeting reaction (Figure 1A). The significantly
slower translation elongation rate for eukaryotic (3–6 aa/s) than bacterial (10–20 aa/s)
ribosomes implies that this time window is significantly longer in eukaryotic cells, and
could increase the probability of mis-targeting.
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Figure 1. Overview of cotranslational ER targeting and ribosome-associated protein biogenesis
factors (RPBs). (A) Overview of cotranslational protein targeting in eukaryotic cells. Proteins destined
to the endomembrane system are initially targeted to the ER during translation, based on recognition
of highly hydrophobic signal sequences (SS) or TMDs on the nascent chain by the SRP pathway.
Cotranslational protein targeting is likely in kinetic competition with translation elongation, and
failure to complete the targeting reaction within the duration of protein synthesis can lead to the
misfolding, aggregation and downstream degradation of nascent secretory and membrane proteins.
(B) Overlay of known RPB structures onto the surface facing the nascent polypeptide exit site (marked
by ‘*’) of the 80S eukaryotic ribosome (PDB-4UG0; light grey and dark grey indicate the 60S and 40S
subunits, respectively). Electron densities of ribosomes bound with SRP (EMD-3037), NatE (EMD-
4745), NAC (EMD-4938), RAC (EMD-6105), Ebp1 (EMDB-10321), or MetAP2 (PDB-1BN5) are aligned
according to the 60S density. The density of MetAP2 is derived from homology modeling with
Arx1-ribosome structure (PDB-5APN). The densities of RAC and NAC contain only part of the
complex due to low resolution of the EM density map. The silhouettes of the individual RPBs are
shown in the indicated colors. Ribosomal proteins in the vicinity of the tunnel exit are colored in
different shades of grey and indicated following the nomenclature proposed in Ban et al. [10], with ‘L’
indicating the large ribosomal subunit, ‘u’ indicating universally conserved ribosomal proteins, and
‘e’ indicating eukaryote-specific ribosomal protein subunits.
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SRP also provides a salient example of an emerging concept: protein biogenesis
begins early on translating ribosomes, long before synthesis of the nascent polypeptide
is completed [11–13]. Indeed, the vicinity of the nascent polypeptide exit tunnel of the
ribosome provides a platform to recruit multiple ribosome-associated protein biogene-
sis factors (RPBs), including cotranslational chaperones (nascent polypeptide associated
complex (NAC) and ribosome-associated complex (RAC)), protein targeting and translo-
cation machineries (SRP and Sec61p), nascent protein modification enzymes (methionine
aminopeptidase (MetAP) and N-acetyl transferase E (NatE)), and quality control factors
(Figure 1B) [13]. The RPBs dock at conserved and overlapping sites near the nascent
polypeptide exit tunnel on the ribosome, and their engagement with the nascent chain
directs the newly synthesized protein to distinct biogenesis pathways. How a nascent
protein recruits the correct set of RPBs and thus commits to the proper biogenesis pathway
in a timely manner is an emerging question at the heart of accurate protein biogenesis.

In this article, we review recent progress in understanding the molecular mechanism
and substrate selection of the eukaryotic SRP pathway, with an emphasis on results demon-
strating how regulation of SRP by the cotranslational chaperone NAC enhances the fidelity
of protein targeting to the ER. Based on these and recent work on related pathways, we
suggest that cells evolved multiple mechanisms to overcome the physicochemical chal-
lenges in recognizing degenerate targeting signals. These include allosteric regulation by
macromolecular crowding at the ribosome exit site, kinetic competition with translation
elongation, rivalry of opposing targeting pathways with overlapping but distinct substrate
preferences, and surveillance and error correction mechanisms at the organelle membrane.
It is likely that each individual mechanism generates a modest degree of specificity, but col-
lectively, the combination of these mechanisms ensures the accuracy of membrane protein
localization and organelle biogenesis.

2. SRP-Dependent Cotranslational Protein Targeting

SRP is a universally conserved ribonucleoprotein particle comprised of the 7SL SRP
RNA on which six protein subunits (SRP19, SRP54, SRP68, SRP72, SRP9, SRP14) are as-
sembled (Figure 2A). SRP is responsible for the targeted delivery of newly synthesized
membrane and secretory proteins to the SecYEG translocase at the bacterial plasma mem-
brane, or the Sec61p translocase at the eukaryotic ER membrane. The universally conserved
core of SRP is a GTPase, SRP54, with two structural and functional domains: a methionine-
rich M-domain, which binds the SRP RNA and provides the docking site for ER signal
sequences (Figure 2A) [14–19]. The M-domain is connected via a flexible linker to a special
GTPase domain, termed NG, which can interact with ribosomal protein uL23 near the
exit site [20–23]. SRP54-NG assembles a stable, GTP-dependent dimer with a highly ho-
mologous NG-domain in the SRP receptor (SR; Figure 2A) [24–28]. The two NG-domains
undergo cooperative conformational rearrangements in their heterodimer that culminates
in their reciprocal GTPase activation, followed by GTP hydrolysis that drives the disassem-
bly and recycling of SRP and SR [2,25,29–36]. Extensive work on this simplest SRP system
in bacteria showed how this dimerization-activated GTPase cycle ensures the fidelity of the
prokaryotic SRP pathway: ribosomes bearing an SRP-dependent signal sequence not only
bind SRP more strongly, but also mediate SRP–SR assembly at rates that are 100–1000 fold
faster than those on signal-less ribosomes or ribosomes with suboptimal signal sequences
(Figure 3A,B, E. coli) [37,38]. Furthermore, ribosomes bearing an SRP-dependent substrate
effectively delays GTP hydrolysis in the SRP•SR complex until the arrival of the SecYEG
translocase, and thus effectively couples the SRP/SR GTPase cycle to productive protein
translocation [33,37–39]. In contrast, SRP•SR complex assembled on signal-less ribosomes
prematurely hydrolyzes GTP, aborting the targeting reactions to help reject nascent proteins
that lack an ER targeting signal [37,38].
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Figure 2. Model of the mammalian SRP pathway. (A) Schematic of the composition and interactions
of the mammalian SRP and SRP receptor (SR). The individual subunits, domains, and important se-
quence motifs are defined in the text and indicated. MoRF, molecular recognition feature. (B) Current
molecular model of the mammalian SRP pathway. Step 1, SRP binds to the translating ribosomes, on
which it samples multiple conformations. Step 2, emergence of an ER signal sequence (red) drives
SRP into the Proximal conformation. Step 3, early stage of SRP–SR assembly, mediated by dynamic
interactions between the SRP and SR NG domains and by the SR MoRF (lime) interaction with
SRP54. Step 4, a stable SRP/SR NG-heterodimer detaches from the ribosome exit site and docks onto
the X/β domain of SR. Step 5, the NG•X/β complex docks onto the distal site of SRP to form the
Pre-handover conformation, in which the translating ribosome is primed for handover to the Sec61p
complex. Step 6, cargo is loaded on Sec61p to initiate protein translocation, and GTP hydrolysis drives
the detachment of SRP from SR. The insets show the structural models of the RNC-SRP complex
(PDB: 7OBR, upper left), the early RNC-SRP–SR complex (PDB: 7NFX, lower left), and RNC-SRP–SR
pre-handover complex (PDB: 6FRK, lower right). Dashed outline in the early complex structure
depicts SRα-NG that dynamically interacts with SRP54-NG at this stage and was not resolved in the
structure. The M- and NG-domains of SRP54 are in cyan and dark blue, respectively; signal sequence
(ss) is in red; SRP19 is in yellow, SRP68/72 is in purple, SRP RNA is in tan, SRαNG, SRαX, and SRβ are
in light green, dark green, and mustard, respectively; MoRF in the SR linker is highlighted in spacefill
model in lime.
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While these core GTPases in SRP and SR are highly conserved across species, both
SRP and SR undergo extensive expansions in size and complexity during evolution. While
bacterial SRP is a complex of the 4.5S RNA with the SRP54 homologue Ffh, eukaryotic SRP
contains a larger 7SL RNA on which five additional protein subunits (SRP19, SRP68/72,
SRP9/14) are assembled (Figure 2A) [40,41]. While the bacterial SRP receptor is a single
protein FtsY in which the NG-domain is preceded by two amphiphilic lipid-binding he-
lices [42–46], eukaryotic SR is a heterodimer of SRα and SRβ subunits (Figure 2A). SRβ
is a single-pass transmembrane protein anchored at the ER. SRα binds tightly to SRβ
via its N-terminal X-domain [47,48], which is connected to the NG-domain through a
~200-residue intrinsically disordered linker that contains sites for ribosome interaction and
sensing [49,50]. Extensive progress has been made in elucidating the function of many of
the eukaryote-specific SRP components and deciphering the molecular mechanism of the
mammalian SRP pathway in recent years, owing in large part to the ability to reconstitute
human SRP and SR with recombinant components [51]. This enabled detailed biochemical
and biophysical analyses of the molecular events in the pathway, the identification of new
targeting intermediates and the elucidation of their structures, together generating a molec-
ular model for the pathway that incorporates structural, dynamic, and kinetic information.

To summarize, free SRP appears to be locked in a latent conformation that is inactive
in its interaction with SR (Figure 2B) [51]. The particle is activated upon binding to the
ribosome, on which it can sample a variety of conformations with its NG domain positioned
differently relative to the proximal end of SRP (Figure 2B, step 1) [51]. The emergence of an
ER signal sequence drives SRP into the ‘Proximal’ conformation, in which SRP54 NG docks
at uL23 in close proximity to the ribosome exit site (step 2) [20,21,51]. In this conformation,
SRP initiates assembly with SR via the interaction between their NG domains (step 3).
Early SRP–SR association is assisted by a molecular recognition feature (MoRF) in the SR
linker, which contacts both the M- and NG-domains of SRP54 to stabilize the earliest stage
of targeting (Figure 2B, ‘Early’) [49,52]. Formation of a stable NG dimer drives a series
of conformational rearrangements, leading to the detachment of the NG-dimer from the
ribosome exit site and its docking onto the membrane-proximal X and β-domains of SR,
resulting in a global compaction of the SR (Figure 2B, ‘Compact’) [52]. A new molecular
surface is generated in the resulting NG•Xβ complex, allowing it to dock onto the distal
end of SRP where SRP68/72 is located (Figure 2B, step 5) [21,52,53]. In this ‘pre-handover’
conformation of the targeting complex, the ribosome is brought close to the membrane
surface, and the ribosome exit site is vacated and thus primed to initiate interaction with
the Sec61p translocation machinery (step 6).

Thus, eukaryotic cotranslational protein targeting requires multiple largescale con-
formational rearrangements in both SRP and SR, which allow this targeting machine
to transition successively through the cargo recognition, targeting, and cargo handover
stages in the targeting cycle. These structural and functional transitions are driven by the
dimerization-activated GTPase cycle of SRP/SR, the translating ribosome, and possibly
other components of the pathway. Notably, multiple mutations in SRP54 NG are linked to
severe syndromic neutropenia with Shwachman–Diamond-like features; these mutations
block either the assembly of the NG heterodimer [54,55] or the conformational rearrange-
ments that lead to the pre-handover complex (Figure 2B, ‘⊥’) [52], demonstrating the
critical role of the GTPase-driven conformational rearrangements in the proper functioning
of SRP. As described in the next section, these conformational rearrangements also provide
multiple opportunities for allosteric regulation of this targeting machine, for example by
additional RPBs at the ribosome exit site.

The ability to quantitatively measure the individual molecular events in the mam-
malian SRP pathway also enabled a comparison of the molecular interactions of the mam-
malian and bacterial SRP, which raised intriguing questions as to how high fidelity is
achieved during cotranslational protein targeting (Figure 3A,B). As described earlier, bac-
terial SRP and SR form a self-sufficient system that can generate a high level of targeting
specificity by using a combination of differential binding, induced fit, and kinetic proof-



Int. J. Mol. Sci. 2022, 23, 281 6 of 15

reading mechanisms (Figure 3A,B, E. coli). In contrast, ribosomes with and without an
ER targeting signal differ only ~four-fold in the binding of human SRP, and ~two-fold in
activating the assembly between SRP and SR (Figure 3A,B, human) [56,57]. These results
suggest that, unexpectedly, mammalian SRP and SR by themselves are insufficient to gener-
ate the specificity required for high fidelity protein targeting to the ER. As described in the
next Section, SRP requires a cotranslational chaperone, the nascent polypeptide associated
complex (NAC), to act as a triage factor during substrate selection in eukaryotic cells.
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Figure 3. NAC regulates the activity of mammalian SRP to help reject signal-less ribosomes from
ER targeting. Comparison of the specificity during the cargo recognition (A) and targeting steps
(B) between the E. coli and human SRPs. The rate and equilibrium constants were measured with
purified RNC, SRP and SR in vitro and show the promiscuity of human SRP in both steps. Adapted
with modifications from the data in [56,57]. (C) NAC enhances the specificity of human SRP during the
SR recruitment step from <2-fold to ~50-fold. Adapted from [56]. (D) Simulation of the progression
of cotranslational protein targeting to the ER with and without NAC present. The simulation is based
on a kinetic model of SRP-dependent protein targeting using experimentally determined rate and
equilibrium constants of the cargo binding and SRP–SR assembly steps, followed by a commitment
step in which the RNC-SRP–SR complex loads the translating ribosome onto Sec61p. The enhanced
selectivity of ER targeting in the presence of NAC arise from two effects: suppression of pre-mature
targeting before a signal sequence emerges from the ribosome, and inhibition of non-specific SRP–SR
association on ribosomes that do not expose an ER targeting signal. Adapted from [56].

3. NAC: A Triage Factor during Cotranslational Protein Targeting

NAC is an abundant cotranslational chaperone expressed at equimolar concentrations
relative to the ribosome in eukaryotic organisms [11,58]. Given its abundance and high
ribosome binding affinity (Kd ~1 nM; [56]), NAC can bind to virtually every ribosome in
eukaryotic cells. How NAC interacts with the ribosome is incompletely understood. NAC
is a heterodimer of α and β subunits, both containing a central NAC domain that dimerizes
into a β-barrel structure (Figure 4A, pink and magenta) [59]. In addition, NACβ contains
an N-terminal extension harboring a conserved basic motif crucial for its ribosome binding
(Figure 4A, ‘++’) [60]. Crosslinking data suggested multiple interaction sites of NAC on the
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ribosome, including uL23, uL29, eL31 and eL39, all of which are located near the exit tunnel
but on opposite sides [61]. A recent cryoEM structure revealed an unexpected mode of
NAC interaction: the N-terminal tail of NACβ inserts deeply into the nascent polypeptide
exit tunnel of the 60S ribosomal subunit [62]. In support of the structural observation, the
N-terminus of NACβ can crosslink to nascent chains on ribosome-nascent chain complexes
(RNCs) as short as 10 amino acids (Figure 4B, (1) and (2)), suggesting that NAC acts at the
earliest stage of protein synthesis [62]. The crosslink to the NACβ N-terminus becomes
weaker when the nascent chain exceeds 30 amino acids in length, suggesting that the
inserted tail of NACβ is pushed out of the exit tunnel during translation elongation, and
that NAC switches to a distinct mode(s) of interaction once the nascent chain emerges from
the tunnel exit (Figure 4B, (3) and (4)).
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Figure 4. Proposed structure and interactions of NAC. (A) Overview of the domain composition and
available structural information of NAC. Grey depicts unstructured extensions from the folded NAC
and UBA domains. ‘++++’ denotes the basic RRKKK motif in the N-terminal extension of NACβ

crucial for its ribosome binding. The crystal structures are shown for the C-terminal UBA domain of
NACα (PDB: 1TR8) as well as the α/β NAC domain, which dimerizes into a β-barrel like structure
(PDB: 3MCB). (B) Summary of models of NAC interaction with ribosome and the nascent chain
during protein synthesis. NAC engages ribosome early during translation, with the N-terminal tail
of NACβ inserting deeply into the exit tunnel of the ribosome (stage (1)). The inserted N-terminal
tail of NACβ begins to retract in the tunnel as the nascent chain elongates to ~30 amino acids (stage
(2)), and switches to interact with the ribosome surface upon the emergence of the nascent protein
from the exit tunnel (stage (3)). NAC is likely anchored by the N-terminal NACβ tail on the ribosome,
and the central NAC β-barrel could continue to contact portions of the nascent protein that just
emerge from the tunnel exit as the nascent chain further elongates (stage (4)). Finally, NAC could also
associate with aggregation prone proteins when released from the ribosome, although the molecular
mechanism of NAC interactions off the ribosome awaits further investigation (?). ‘++++’ denotes the
basic RRKKK motif at the N-terminus of NACβ.

NAC is generally described as a chaperone-like molecule that assists in the maturation
of newly synthesized proteins [63,64]. The embryonic lethality of NAC mutants in C. elegans,
Drosphila melanogaster and mice demonstrates an essential function of this chaperone in
higher eukaryotic organisms [65–68]. However, the precise cellular roles and biochemical
activities of NAC still await to be clearly defined. A variety of functions have been ascribed
to NAC, including the de novo folding of nascent proteins and the biogenesis/maturation
of ribosomes [69,70]. NAC weakly interacts with a variety of proteins and helps maintain
the solubility of aggregation-prone proteins, such as alpha-synuclein and polyQ [71,72].
NAC is also proposed to be a proteostasis sensor that relocalizes from the ribosome to
aggregated puncta in the presence of proteostasis stress [73]. These observations potentially
reflect a small heat shock protein-like activity of NAC off the ribosome. Other suggested
roles for NAC include protein import to mitochondria [74–77], NACα as a transcription
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activator [78,79], and suppression of apoptosis [67]. Many of these proposed roles, including
the direct or indirect involvement of NAC in these processes, remain to be explored.

The best studied function of NAC is its role in the regulation of protein targeting to
the ER. NAC was initially identified in rabbit reticulocyte lysate as a factor that prevents
the nonspecific engagement of SRP with nascent chains that lack an ER signal sequence,
and whose depletion leads to the mistargeting of cytosolic and mitochondrial proteins
to ER microsomes [80]. Many ensuing studies corroborated the involvement of NAC
in regulating protein sorting to the ER [81–88] and further showed that NAC binds to
ribosomes with short nascent chains and forms a protective environment for regions of the
nascent polypeptide just emerging from the tunnel exit [58,89]. Significantly, knockdown
of NAC in C. elegans led to ER stress and the mislocalization of reporter proteins with a
mitochondrial signal sequence to the ER [65,90], providing strong support for the role of
NAC as a specificity factor during ER targeting.

Despite these earlier works, the mechanism by which NAC prevents protein mis-
targeting remained controversial. Nevertheless, a globular domain of NAC is located at
the ribosome tunnel exit in its ‘inserted’ conformation described above (Figure 4B, (1)),
in a position that can block the binding of SRP or Sec61p to the ribosome [62]. This and
the observed antagonistic effect of NAC on the binding of signal-less ribosomes to SRP
and to the ER membrane [81–88] gave rise to a primarily competitive model, in which
NAC excludes SRP and Sec61p from binding to ribosomes without an ER signal sequence.
However, recent quantitative measurements suggested otherwise. While NAC weakened
the binding affinity of SRP for RNCs, in agreement with earlier observations, the binding
antagonism saturated at 4–6 fold; this saturation behavior is in contrast to expectations
from a strictly competitive model, which predicts that the observed binding affinity will
continue to decrease with increasing concentrations of the competitor [56]. In addition, the
effects of NAC on SRP binding affinity were similar between ribosomes with and without
an ER signal sequence and insufficient to explain the ability of NAC to specifically suppress
the targeting of signal-less nascent chains [56]. Finally, co-binding of SRP and NAC on the
same RNC can be observed in single-molecule colocalization experiments, and efficient
FRET was also observed between the two factors on the RNC [56], indicating that they are
positioned in close proximity to each other on the same ribosome.

These observations indicate that NAC does not act solely by excluding SRP from
ribosome binding but instead, exerts regulation via an allosteric mechanism. Indeed, under
conditions where SRP and NAC are co-bound on the ribosome, NAC specifically reduced
the kinetics of SRP–SR assembly on ribosomes without an ER signal sequence, increasing
the discrimination against signal-less ribosomes to ~50-fold in this membrane-targeting step
(Figure 3C; [56]). In addition, significant promiscuous SRP–SR association were observed
on ribosomes with nascent chains shorter than 35 amino acids, when the targeting signal is
still buried inside the nascent polypeptide exit tunnel (Figure 3D, area shaded in green) [56].
NAC also strongly suppresses these pre-mature targeting events and thus delays the onset
of targeting [56]. Kinetic modeling of the SRP pathway, based on these experimentally
measured parameters, showed that the combination of these regulatory effects of NAC
are necessary and sufficient to generate a high degree of specificity during cotranslational
protein targeting to the ER (Figure 3D), whereas in the absence of NAC, both ribosomes
with and without an ER signal sequence are delivered to the ER within ~100 amino acids of
their synthesis (Figure 3D, dashed lines) [56].

The allosteric regulation of SRP by NAC was directly probed in single molecule FRET
measurements (Figure 5A) [56]. A pair of FRET dyes, engineered between SRP54-NG and
SRP19, was used to specifically monitor the formation of the ‘Proximal’ conformation of
SRP that is most active for SR recruitment [51]. On ribosomes exposing an ER targeting
signal, SRP is dominated by the high FRET population corresponding to the Proximal
conformation, and its conformational distribution is not substantially affected by NAC
(Figure 5A, right panel). On ribosomes exposing a mutated signal sequence, in contrast, SRP
is conformationally much more dynamic and heterogeneous, sampling low-, medium-, and
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high-FRET states all with substantial frequency [51,56]. Significantly, ~30% of SRP samples
in the Proximal conformation were conducive to SR binding even when bound to signal-less
ribosomes (Figure 5A), which may explain the low substrate specificity during SRP–SR
assembly. However, NAC largely eliminated the population of SRP that resides in the
Proximal conformation on signal-less ribosomes, forcing SRP into low- and medium-FRET
states that are presumably inactive in binding with SR. (Figure 5A) [56].
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Figure 5. NAC enhances the specificity of ER targeting by regulating the conformation and activity of
SRP. (A) Single-molecule FRET (smFRET) measurements show how NAC remodels the conformation
of SRP on the ribosome. Left panel: schematic of the smFRET experiment. A FRET dye pair was
incorporated on SRP54-NG and SRP19 to detect the Proximal conformation of SRP most active in
SR recruitment. SRP was recruited to RNCs immobilized on the microscope slide surface, on which
it can sample distinct conformational states that generate different FRET efficiencies between the
dye pair. Right: summary of the conformational distribution of SRP on signal sequence-containing
and signal-less ribosomes. NAC reduces the population of SRP in the high FRET state on signal-less
ribosomes, directly demonstrating NAC allosteric regulation of SRP. Adapted from [56]. (B) Model of
the mechanism by which NAC improves the targeting specificity of SRP. NAC (magenta) inhibits SRP
from adopting the Proximal conformation on both short-chain RNCs and on ribosomes that expose
a non-ER targeting signal, thus delaying the onset of ER targeting and preventing promiscuous
targeting to the ER.

Collectively, the recent results provide strong evidence that NAC acts as a triage
factor that enforces the correct timing and specificity of SRP-dependent protein targeting
(Figure 5B). In addition to the binding antagonism proposed previously, NAC further
exerts its regulation allosterically, by remodeling the conformational landscape of SRP
on the ribosome and preventing SRP from adopting the targeting-active conformation
in the absence of an exposed ER signal sequence (Figure 5B). This ensures that SRP is
activated to initiate targeting only upon the emergence of a correct signal sequence from
the ribosome exit tunnel, thus preventing the promiscuous ER localization of ribosomes
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translating cytosolic proteins, or proteins destined to other organelles such as mitochondria
(Figure 5B).

4. Perspectives and Open Questions

Emerging data show that the observation with NAC is not an isolated example, but
rather, represents a general mechanism whereby the fidelity of individual protein biogenesis
pathways can be reshaped by macromolecular crowding at the ribosome exit site. For
example, the abundant cotranslational chaperone trigger factor (TF) in bacteria can help
the bacterial SRP reject borderline secretory protein substrates with weakly hydrophobic
signal sequences [91]. Analogously to NAC, TF co-binds with SRP on the ribosome and
regulates the activity of SRP via a multi-layered mechanism: it selectively reduces SRP–SR
assembly rates on ribosomes displaying weakly hydrophobic signal sequences [91]. TF
also restricts SRP-dependent targeting after the nascent polypeptide exceeds a critical
length of ~130 amino acids, imposing a limited time window during translation for SRP to
complete the targeting reaction [91]. This combination of allosteric and timing mechanisms
allows TF to suppress the leaky cotranslational targeting of secretory proteins that can
otherwise use the SecB/A post-translational translocation pathway. In another recent
example, the specificity of an essential nascent protein modification enzyme in bacteria,
methionine amino peptidase (MAP), was shown to be critically dependent on RPBs on
the ribosome [92]. Cotranslational excision of the initiator methionine by MAP is rapid
and diffusion-limited, with the irreversible chemical step significantly faster than the
dissociation of MAP from the ribosome. As such, ribosome-bound MAP displays limited
discrimination against suboptimal substrates with large side chains at the second amino
acid [92]. A combination of RPBs, SRP and TF, selectively reduces the reaction rate of
MAP at nascent chain lengths below 67 aa and beyond 82 aa [92]. This effectively restricts
the action of MAP to a limited time window during translation elongation and thus re-
establishes the sequence specificity of MAP during cotranslational processing of the nascent
protein [92]. These and other recent work highlight the rich and dynamic mechanisms of
molecular coordination between protein biogenesis factors on the ribosome and show that
this coordination plays a vital role in ensuring the fidelity of nascent protein selection into
their appropriate biogenesis pathways.

Recent findings in both co- and post-translational protein targeting pathways fur-
ther emphasize the principle that the appropriate sorting of nascent proteins to cellular
organelles is a result of the balanced action of multiple protein biogenesis factors and
pathways. While mitochondrial proteins are mislocalized to the ER in the absence of
NAC, acute depletion of SRP in yeast leads to the mistargeting of ribosomes translating
normally ER-destined proteins to mitochondria, triggering rapid mitochondria fragmen-
tation and dysfunction [7]. These results are reminiscent of the observations during the
post-translational targeting of tail-anchored membrane proteins (TAs), in which deletion
of components of the guided-entry-of-tail-anchored protein (GET) pathway resulted in
the mistargeting of some ER-destined TAs to mitochondria [93]. These observations likely
reflect the general tendency of hydrophobic, aggregation-prone membrane proteins to
be mislocalized to membrane-enclosed organelles. They also suggest that any individual
protein targeting pathway does not generate sufficient specificity of protein localization in
the cell. Instead, organelle specificity of protein localization relies critically on the proper
functioning of a combination of pathways and factors with opposing activities. These
pathways likely possess overlapping yet distinct substrate preferences, which could enable
more effective differentiation of degenerate targeting signals that share many physicochem-
ical features.

While NAC provides a triage factor that facilitates the correct selection of translating
ribosomes at early stages of ER targeting, it is likely that additional mechanisms are in
place to ensure the fidelity of protein targeting and translocation to cellular membranes.
In the case of bacterial SRP and MAP enzymes, kinetic rivalry with translation elongation
proved to be an effective strategy to reject suboptimal substrates [91,92]; whether this
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principle operates in the mammalian SRP pathway to tune substrate selection remains to be
determined. Intriguingly, the SRP9/14 subunits of the mammalian SRP competes with eEF1
and slows translation elongation (Figure 2A); whether and how this activity plays a role in
the efficiency and substrate selection of SRP remain open questions [94–101]. In addition,
early work showed that the Sec61p translocase provides a post-targeting mechanism
to reject ribosomes with mutated signal sequences [102]. Subsequent biochemical and
structural work revealed a lateral gate formed by TM2 and TM7 in the SecYEG/Sec61p
complex that forms a docking site for TMDs and signal sequences [103,104], providing a
molecular basis for the ability of this translocation machinery to recognize the targeting
signal. Furthermore, surveillance and quality control pathways have been identified on
both mitochondria and the ER that provide mechanisms for clearance of mislocalized
membrane proteins. The conserved AAA-ATPase, Msp1 in yeast or ATAD1 in mammalian
cells, localizes to the outer membrane of mitochondria and extracts ER-destined TAs
that are mislocalized to mitochondria in the absence of a functioning GET pathway, as
well as mislocalized peroxisomal TAs in the absence of the peroxisome targeting factor
Pex19 [105–109]. Msp1 facilitates the transfer of mistargeted TAs from mitochondria to
the ER, where the TA is recognized and degraded by the ubiquitin ligase Doa10 [110].
Reciprocally, an ER-resident P5A AAA-ATPase, ATP13A1 (Spf1 in yeast), recognizes and
mediates the extraction of mitochondrial TAs mislocalized at the ER membrane [111,112].
While the observation of error-correction mechanisms has thus far used TAs as model
substrates, whether analogous quality control machineries exist to correct mistakes in
cotranslational protein targeting and to handle topologically more complex membrane
proteins remain an outstanding question. The molecular mechanism by which these quality
control machineries detect errors in protein localization also remain to be determined.

Author Contributions: Writing—original draft preparation, S.-o.S.; writing—review and editing,
H.-H.H.; visualization, H.-H.H. and S.-o.S. All authors have read and agreed to the published version
of the manuscript.

Funding: This work is funded by grants NSF-1929452 from the National Science Foundation and R01
GM078024 and R35 GM136321 from the National Institute of Health to S.S.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

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

References
1. Walter, P.; Johnson, A.E. Signal sequence recognition and protein targeting to the endoplasmic reticulum membrane. Ann. Rev.

Cell Biol. 1994, 10, 87–119. [CrossRef]
2. Akopian, D.; Shen, K.; Zhang, X.; Shan, S. Signal recognition particle: An essential protein-targeting machine. Annu. Rev. Biochem.

2013, 82, 693–721. [CrossRef] [PubMed]
3. Hegde, R.S.; Keenan, R.J. The mechanisms of integral membrane protein biogenesis. Nat. Rev. Mol. Cell Biol. 2021, 1–18. [CrossRef]
4. Spiess, M.; Junne, T.; Janoschke, M. Membrane Protein Integration and Topogenesis at the ER. Protein J. 2019, 38, 306–316.

[CrossRef] [PubMed]
5. Von Heijne, G. Signal sequences: The limits of variation. J. Mol. Biol. 1985, 184, 99–105. [CrossRef]
6. Gierasch, L.M. Signal sequences. Biochemistry 1989, 28, 923–930. [CrossRef] [PubMed]
7. Costa, E.A.; Subramanian, K.; Nunnari, J.; Weissman, J.S. Defining the physiological role of SRP in protein-targeting efficiency

and specificity. Science 2018, 359, 689–692. [CrossRef] [PubMed]
8. Flanagan, J.J.; Chen, J.C.; Miao, Y.; Shao, Y.; Lin, J.; Bock, P.E.; Johnson, A.E. Signal recognition particle binds to ribo-some-bound

signal sequences with fluorescence-detected subnanomolar affinity that does not diminish as the nascent chain lengthens. J. Biol.
Chem. 2003, 278, 18628–18637. [CrossRef] [PubMed]

9. Siegel, V.; Walter, P. The affinity of signal recognition particle for presecretory proteins is dependent on nascent chain length.
EMBO J. 1988, 7, 1769–1775. [CrossRef]

10. Ban, N.; Beckmann, R.; Cate, J.H.; Dinman, J.D.; Dragon, F.; Ellis, S.R.; Lafontaine, D.L.J.; Lindahl, L.; Liljas, A.; Lipton, J.M.; et al.
A new system for naming ribosomal proteins. Curr. Opin. Struct. Biol. 2014, 24, 165–169. [CrossRef] [PubMed]

11. Deuerling, E.; Gamerdinger, M.; Kreft, S.G. Chaperone Interactions at the Ribosome. Cold Spring Harb. Perspect. Biol. 2019, 11,
a033977. [CrossRef]

http://doi.org/10.1146/annurev.cb.10.110194.000511
http://doi.org/10.1146/annurev-biochem-072711-164732
http://www.ncbi.nlm.nih.gov/pubmed/23414305
http://doi.org/10.1038/s41580-021-00413-2
http://doi.org/10.1007/s10930-019-09827-6
http://www.ncbi.nlm.nih.gov/pubmed/30927129
http://doi.org/10.1016/0022-2836(85)90046-4
http://doi.org/10.1021/bi00429a001
http://www.ncbi.nlm.nih.gov/pubmed/2653440
http://doi.org/10.1126/science.aar3607
http://www.ncbi.nlm.nih.gov/pubmed/29348368
http://doi.org/10.1074/jbc.M300173200
http://www.ncbi.nlm.nih.gov/pubmed/12621052
http://doi.org/10.1002/j.1460-2075.1988.tb03007.x
http://doi.org/10.1016/j.sbi.2014.01.002
http://www.ncbi.nlm.nih.gov/pubmed/24524803
http://doi.org/10.1101/cshperspect.a033977


Int. J. Mol. Sci. 2022, 23, 281 12 of 15

12. Cassaignau, A.M.E.; Cabrita, L.D.; Christodoulou, J. How Does the Ribosome Fold the Proteome? Annu. Rev. Biochem. 2020, 89,
389–415. [CrossRef] [PubMed]

13. Kramer, G.; Shiber, A.; Bukau, B. Mechanisms of Cotranslational Maturation of Newly Synthesized Proteins. Annu. Rev. Biochem.
2019, 88, 337–364. [CrossRef] [PubMed]

14. Batey, R.T.; Rambo, R.P.; Lucast, L.; Rha, B.; Doudna, J.A. Crystal structure of the ribonucleoprotein core of the signal recognition
particle. Science 2000, 287, 1232–1239. [CrossRef]

15. Batey, R.T.; Sagar, M.B.; Doudna, J.A. Structural and energetic analysis of RNA recognition by a universally conserved protein
from the signal recognition particle. J. Mol. Biol. 2001, 307, 229–246. [CrossRef]

16. Hainzl, T.; Huang, S.; Merilainen, G.; Brannstrom, K.; Sauer-Eriksson, A.E. Structural basis of signal sequence recognition by the
signal recognition particle. Nat. Struct. Mol. Biol. 2011, 18, 389–391. [CrossRef] [PubMed]

17. Janda, C.Y.; Li, J.; Oubridge, C.; Hernandez, H.; Robinson, C.V.; Nagai, K. Recognition of a signal peptide by the signal recognition
particle. Nature 2010, 465, 507–510. [CrossRef]

18. Krieg, U.C.; Walter, P.; Johnson, A.E. Photocrosslinking of the signal sequence of nascent preprolactin to the 54-kilodalton
polypeptide of the signal recognition particle. Proc. Natl. Acad. Sci. USA 1986, 83, 8604–8608. [CrossRef]

19. Kurzchalia, T.V.; Wiedmann, M.; Girshovich, A.S.; Bochkareva, E.S.; Bielka, H.; Rapoport, T.A. The signal sequence of nascent
preprolactin interacts with the 54K polypeptide of the signal recognition particle. Nature 1986, 320, 634–636. [CrossRef] [PubMed]

20. Voorhees, R.M.; Hegde, R.S. Structures of the scanning and engaged states of the mammalian SRP-ribosome complex. Elife 2015,
4, e07975. [CrossRef]

21. Jomaa, A.; Eitzinger, S.; Zhu, Z.; Chandrasekar, S.; Kobayashi, K.; Shan, S.O.; Ban, N. Molecular mechanism of cargo recognition
and handover by the mammalian signal recognition particle. Cell Rep. 2021, 36, 109350. [CrossRef]

22. Jomaa, A.; Boehringer, D.; Leibundgut, M.; Ban, N. Structures of the E. coli translating ribosome with SRP and its receptor and
with the translocon. Nat. Commun. 2016, 7, 10471. [CrossRef] [PubMed]

23. Schaffitzel, C.; Oswald, M.; Berger, I.; Ishikawa, T.; Abrahams, J.P.; Koerten, H.K.; Koning, R.I.; Ban, N. Structure of the E. coli
signal recognition particle bound to a translating ribosome. Nature 2006, 444, 503–506. [CrossRef] [PubMed]

24. Peluso, P.; Herschlag, D.; Nock, S.; Freymann, D.M.; Johnson, A.E.; Walter, P. Role of 4.5S RNA in assembly of the bacterial signal
recognition particle with its receptor. Science 2000, 288, 1640–1643. [CrossRef] [PubMed]

25. Peluso, P.; Shan, S.; Nock, S.; Herschlag, D.; Walter, P. Role of SRP RNA in the GTPase cycles of Ffh and FtsY. Biochemistry 2001, 40,
15224–15233. [CrossRef]

26. Egea, P.F.; Shan, S.; Napetschnig, J.; Savage, D.F.; Walter, P.; Stroud, R.M. Substrate twinning activates the signal recog-nition
particle and its receptor. Nature 2004, 427, 215–221. [CrossRef]

27. Focia, P.J.; Shepotinovskaya, I.V.; Seidler, J.A.; Freymann, D.M. Heterodimeric GTPase Core of the SRP Targeting Complex. Science
2004, 303, 373–377. [CrossRef]

28. Wild, K.; Bange, G.; Motiejunas, D.; Kribelbauer, J.; Hendricks, A.; Segnitz, B.; Wade, R.C.; Sinning, I. Structural Basis for
Conserved Regulation and Adaptation of the Signal Recognition Particle Targeting Complex. J. Mol. Biol. 2016, 428, 2880–2897.
[CrossRef]

29. Shan, S.; Stroud, R.; Walter, P. Mechanism of association and reciprocal activation of two GTPases. PLoS Biol. 2004, 2, e320.
[CrossRef]

30. Shan, S.O. ATPase and GTPase Tangos Drive Intracellular Protein Transport. Trends Biochem. Sci. 2016, 41, 1050–1060. [CrossRef]
31. Saraogi, I.; Shan, S. Molecular mechanism of co-translational protein targeting by the Signal Recognition Particle. Traffic 2011, 12,

535–542. [CrossRef]
32. Estrozi, L.F.; Boehringer, D.; Shan, S.; Ban, N.; Schaffitzel, C. Cryo-EM structure of the E. coli translating ribosome in complex with

SRP and its receptor. Nat. Struct. Mol. Biol. 2011, 18, 88–90. [CrossRef]
33. Zhang, X.; Schaffitzel, C.; Ban, N.; Shan, S. Multiple conformational changes in a GTPase complex regulate protein targeting. Proc.

Natl. Acad. Sci. USA 2009, 106, 1754–1759. [CrossRef]
34. Zhang, X.; Kung, S.; Shan, S. Demonstration of a two-step mechanism for assembly of the SRP–SRP receptor complex: Implications

for the catalytic role of SRP RNA. J. Mol. Biol. 2008, 381, 581–593. [CrossRef] [PubMed]
35. Ataide, S.F.; Schmitz, N.; Shenk, K.; Ke, A.; Shan, S.; Doudna, A.; Ban, N. The crystal structure of the Signal Recognition Particle

in complex with its receptor. Science 2011, 381, 881–886. [CrossRef] [PubMed]
36. Shen, K.; Arslan, S.; Akopian, D.; Ha, T.; Shan, S. Activated GTPase movement on an RNA scaffold drives cotranslational protein

targeting. Nature 2012, 492, 271–275. [CrossRef] [PubMed]
37. Zhang, X.; Shan, S.O. Fidelity of cotranslational protein targeting by the signal recognition particle. Annu. Rev. Biophys. 2014, 43,

381–408. [CrossRef] [PubMed]
38. Zhang, X.; Rashid, R.; Wang, K.; Shan, S. Sequential checkpoints govern fidelity during co-translational protein targeting. Science

2010, 328, 757–760. [CrossRef]
39. Akopian, D.; Dalai, K.; Shen, K.; Duong, F.; Shan, S. SecYEG activates GTPases to drive the completion of cotranslational protein

targeting. J. Cell Biol. 2013, 200, 397–405. [CrossRef]
40. Walter, P.; Blobel, G. Disassembly and reconstitution of signal recognition particle. Cell 1983, 34, 525–533. [CrossRef]
41. Walter, P.; Blobel, G. Signal recognition particle contains a 7S RNA essential for protein translocation across the endo-plasmic

reticulum. Nature 1982, 299, 691–698. [CrossRef]

http://doi.org/10.1146/annurev-biochem-062917-012226
http://www.ncbi.nlm.nih.gov/pubmed/32569518
http://doi.org/10.1146/annurev-biochem-013118-111717
http://www.ncbi.nlm.nih.gov/pubmed/30508494
http://doi.org/10.1126/science.287.5456.1232
http://doi.org/10.1006/jmbi.2000.4454
http://doi.org/10.1038/nsmb.1994
http://www.ncbi.nlm.nih.gov/pubmed/21336278
http://doi.org/10.1038/nature08870
http://doi.org/10.1073/pnas.83.22.8604
http://doi.org/10.1038/320634a0
http://www.ncbi.nlm.nih.gov/pubmed/3010127
http://doi.org/10.7554/eLife.07975
http://doi.org/10.1016/j.celrep.2021.109350
http://doi.org/10.1038/ncomms10471
http://www.ncbi.nlm.nih.gov/pubmed/26804923
http://doi.org/10.1038/nature05182
http://www.ncbi.nlm.nih.gov/pubmed/17086205
http://doi.org/10.1126/science.288.5471.1640
http://www.ncbi.nlm.nih.gov/pubmed/10834842
http://doi.org/10.1021/bi011639y
http://doi.org/10.1038/nature02250
http://doi.org/10.1126/science.1090827
http://doi.org/10.1016/j.jmb.2016.05.015
http://doi.org/10.1371/journal.pbio.0020320
http://doi.org/10.1016/j.tibs.2016.08.012
http://doi.org/10.1111/j.1600-0854.2011.01171.x
http://doi.org/10.1038/nsmb.1952
http://doi.org/10.1073/pnas.0808573106
http://doi.org/10.1016/j.jmb.2008.05.049
http://www.ncbi.nlm.nih.gov/pubmed/18617187
http://doi.org/10.1126/science.1196473
http://www.ncbi.nlm.nih.gov/pubmed/21330537
http://doi.org/10.1038/nature11726
http://www.ncbi.nlm.nih.gov/pubmed/23235881
http://doi.org/10.1146/annurev-biophys-051013-022653
http://www.ncbi.nlm.nih.gov/pubmed/24895856
http://doi.org/10.1126/science.1186743
http://doi.org/10.1083/jcb.201208045
http://doi.org/10.1016/0092-8674(83)90385-9
http://doi.org/10.1038/299691a0


Int. J. Mol. Sci. 2022, 23, 281 13 of 15

42. Bahari, L.; Parlitz, R.; Eitan, A.; Stjepanovic, G.; Bochkareva, E.S.; Sinning, I.; Bibi, E. Membrane targeting of ribosomes and their
release require distinct and separable functions of FtsY. J. Biol. Chem. 2007, 282, 32168–32175. [CrossRef]

43. Parlitz, R.; Eitan, A.; Stjepanovic, G.; Bahari, L.; Bange, G.; Bibi, E.; Sinning, I. Escherichia coli signal recognition particle
receptor FtsY contains an essential and autonomous membrane-binding amphipathic helix. J. Biol. Chem. 2007, 282, 32176–32184.
[CrossRef]

44. De Leeuw, E.; Poland, D.; Mol, O.; Sinning, I.; ten Hagen-Jongman, C.M.; Oudega, B.; Luirink, J. Membrane association of FtsY,
the E. coli SRP receptor. FEBS Lett. 1997, 416, 225–229. [CrossRef]

45. de Leeuw, E.; te Kaat, K.; Moser, C.; Memestrina, G.; Demel, R.; de Kruijff, B.; Oudegam, B.; Luirink, J.; Sinning, I. Anionic
phospholipids are involved in membrane association of FtsY and stimulate its GTPase activity. EMBO J. 2000, 19, 531–541.
[CrossRef] [PubMed]

46. Hwang Fu, Y.H.; Huang, W.Y.C.; Shen, K.; Groves, J.T.; Miller, T.; Shan, S.O. Two-step membrane binding by the bacterial SRP
receptor enable efficient and accurate Co-translational protein targeting. eLife 2017, 6, e25885. [CrossRef] [PubMed]

47. Jadhav, B.; Wild, K.; Pool, M.R.; Sinning, I. Structure and Switch Cycle of SRbeta as Ancestral Eukaryotic GTPase Associated with
Secretory Membranes. Structure 2015, 23, 1838–1847. [CrossRef] [PubMed]

48. Schlenker, O.; Hendricks, A.; Sinning, I.; Wild, K. The structure of the mammalian signal recognition particle (SRP) receptor as
prototype for the interaction of small GTPases with Longin domains. J. Biol. Chem. 2006, 281, 8898–8906. [CrossRef]

49. Hwang Fu, Y.H.; Chandrasekar, S.; Lee, J.H.; Shan, S.O. A molecular recognition feature mediates ribosome-induced SRP-receptor
assembly during protein targeting. J. Cell Biol. 2019, 218, 3307–3319. [CrossRef]

50. Jadhav, B.; McKenna, M.; Johnson, N.; High, S.; Sinning, I. Pool MR. Mammalian SRP receptor switches the Sec61 translocase
from Sec62 to SRP-dependent translocation. Nat. Commun. 2015, 6, 10133. [CrossRef]

51. Lee, J.H.; Chandrasekar, S.; Chung, S.; Hwang Fu, Y.H.; Liu, D.; Weiss, S.; Shan, S. Sequential activation of human signal
recognition particle by the ribosome and signal sequence drives efficient protein targeting. Proc. Natl. Acad. Sci. USA 2018, 115,
E5487–E5496. [CrossRef] [PubMed]

52. Lee, J.H.; Jomaa, A.; Chung, S.; Hwang Fu, Y.H.; Qian, R.; Sun, X.; Hsieh, H.H.; Chandrasekar, S.; Bi, X.; Mattei, S.; et al. Receptor
compaction and GTPase rearrangement drive SRP-mediated cotranslational protein translocation into the ER. Sci. Adv. 2021, 7,
eabg0942. [CrossRef] [PubMed]

53. Kobayashi, K.; Jomaa, A.; Lee, J.H.; Chandrasekar, S.; Boehringer, D.; Shan, S.O.; Ban, N. Structure of a prehandover mammalian
ribo-somal SRP.SRP receptor targeting complex. Science 2018, 360, 323–327. [CrossRef] [PubMed]

54. Schurch, C.; Schaefer, T.; Muller, J.S.; Hanns, P.; Arnone, M.; Dumlin, A.; Schärer, J.; Sinning, I.; Wild, K.; Skokowa, J.; et al. SRP54
mutations induce congenital neutropenia via dominant-negative effects on XBP1 splicing. Blood J. Am. Soc. Hematol. 2021, 137,
1340–1352. [CrossRef] [PubMed]

55. Juaire, K.D.; Lapouge, K.; Becker, M.M.M.; Kotova, I.; Michelhans, M.; Carapito, R.; Wild, K.; Bahram, S.; Sinning, I. Structural and
Functional Impact of SRP54 Mutations Causing Severe Congenital Neutropenia. Structure 2021, 29, 15–28. [CrossRef] [PubMed]

56. Hsieh, H.H.; Lee, J.H.; Chandrasekar, S.; Shan, S.O. A ribosome-associated chaperone enables substrate triage in a cotranslational
protein targeting complex. Nat. Commun. 2020, 11, 5840. [CrossRef] [PubMed]

57. Shen, K.; Zhang, X.; Shan, S. Synergiestic action between the SRP RNA and translating ribosome allows efficient delivery of
correct cargos during co-translational protein targeting. RNA 2011, 17, 892–902. [CrossRef] [PubMed]

58. Raue, U.; Oellerer, S.; Rospert, S. Association of protein biogenesis factors at the yeast ribosomal tunnel exit is affected by the
translational status and nascent polypeptide sequence. J. Biol. Chem. 2007, 282, 7809–7816. [CrossRef] [PubMed]

59. Wang, L.; Zhang, W.; Wang, L.; Zhang, X.C.; Li, X.; Rao, Z. Crystal structures of NAC domains of human nascent polypep-tide-
associated complex (NAC) and its alphaNAC subunit. Protein. Cell 2010, 1, 406–416. [CrossRef] [PubMed]

60. Wegrzyn, R.D.; Hofmann, D.; Merz, F.; Nikolay, R.; Rauch, T.; Graf, C.; Deuerling, E. A conserved motif is prerequisite for the
interaction of NAC with ribosomal protein L23 and nascent chains. J. Biol. Chem. 2006, 281, 2847–2857. [CrossRef]

61. Pech, M.; Spreter, T.; Beckmann, R.; Beatrix, B. Dual binding mode of the nascent polypeptide-associated complex reveals a novel
universal adapter site on the ribosome. J. Biol. Chem. 2010, 285, 19679–19687. [CrossRef] [PubMed]

62. Gamerdinger, M.; Kobayashi, K.; Wallisch, A.; Kreft, S.G.; Sailer, C.; Schlomer, R.; Sachs, N.; Jomaa, A.; Stengel, F.; Ban, N.; et al.
Early Scanning of Nascent Polypeptides inside the Ribosomal Tunnel by NAC. Mol. Cell 2019, 75, 996–1006. [CrossRef] [PubMed]

63. Wegrzyn, R.D.; Deuerling, E. Molecular guardians for newborn proteins: Ribosome-associated chaperones and their role in
protein folding. Cell. Mol. Life Sci. 2005, 62, 2727–2738. [CrossRef]

64. Balchin, D.; Hayer-Hartl, M.; Hartl, F.U. In Vivo aspects of protein folding and quality control. Science 2016, 353, aac4354.
[CrossRef] [PubMed]

65. Arsenovic, P.T.; Maldonado, A.T.; Colleluori, V.D.; Bloss, T.A. Depletion of the C. elegans NAC engages the unfolded protein
response, resulting in increased chaperone expression and apoptosis. PLoS ONE 2012, 7, e44038. [CrossRef]

66. Deng, J.M.; Behringer, R.R. An insertional mutation in the BTF3 transcription factor gene leads to an early postimplantation
lethality in mice. Transgenic Res. 1995, 4, 264–269. [CrossRef]

67. Bloss, T.A.; Witze, E.S.; Rothman, J.H. Suppression of CED-3-independent apoptosis by mitochondrial betaNAC in Caeno-
rhabditis elegans. Nature 2003, 424, 1066–1071. [CrossRef]

68. Markesich, D.C.; Gajewski, K.M.; Nazimiec, M.E.; Beckingham, K. bicaudal encodes the Drosophila beta NAC homolog, a
component of the ribosomal translational machinery*. Development 2000, 127, 559–572. [CrossRef]

http://doi.org/10.1074/jbc.M705429200
http://doi.org/10.1074/jbc.M705430200
http://doi.org/10.1016/S0014-5793(97)01238-6
http://doi.org/10.1093/emboj/19.4.531
http://www.ncbi.nlm.nih.gov/pubmed/10675322
http://doi.org/10.7554/eLife.25885
http://www.ncbi.nlm.nih.gov/pubmed/28753124
http://doi.org/10.1016/j.str.2015.07.010
http://www.ncbi.nlm.nih.gov/pubmed/26299945
http://doi.org/10.1074/jbc.M512415200
http://doi.org/10.1083/jcb.201901001
http://doi.org/10.1038/ncomms10133
http://doi.org/10.1073/pnas.1802252115
http://www.ncbi.nlm.nih.gov/pubmed/29848629
http://doi.org/10.1126/sciadv.abg0942
http://www.ncbi.nlm.nih.gov/pubmed/34020957
http://doi.org/10.1126/science.aar7924
http://www.ncbi.nlm.nih.gov/pubmed/29567807
http://doi.org/10.1182/blood.2020008115
http://www.ncbi.nlm.nih.gov/pubmed/33227812
http://doi.org/10.1016/j.str.2020.09.008
http://www.ncbi.nlm.nih.gov/pubmed/33053321
http://doi.org/10.1038/s41467-020-19548-5
http://www.ncbi.nlm.nih.gov/pubmed/33203865
http://doi.org/10.1261/rna.2610411
http://www.ncbi.nlm.nih.gov/pubmed/21460239
http://doi.org/10.1074/jbc.M611436200
http://www.ncbi.nlm.nih.gov/pubmed/17229726
http://doi.org/10.1007/s13238-010-0049-3
http://www.ncbi.nlm.nih.gov/pubmed/21203952
http://doi.org/10.1074/jbc.M511420200
http://doi.org/10.1074/jbc.M109.092536
http://www.ncbi.nlm.nih.gov/pubmed/20410297
http://doi.org/10.1016/j.molcel.2019.06.030
http://www.ncbi.nlm.nih.gov/pubmed/31377116
http://doi.org/10.1007/s00018-005-5292-z
http://doi.org/10.1126/science.aac4354
http://www.ncbi.nlm.nih.gov/pubmed/27365453
http://doi.org/10.1371/journal.pone.0044038
http://doi.org/10.1007/BF01969120
http://doi.org/10.1038/nature01920
http://doi.org/10.1242/dev.127.3.559


Int. J. Mol. Sci. 2022, 23, 281 14 of 15

69. Koplin, A.; Preissler, S.; Ilina, Y.; Koch, M.; Scior, A.; Erhardt, M.; Deuerling, E. A dual function for chaperones SSB-RAC and the
NAC nascent polypeptide-associated complex on ribosomes. J. Cell Biol. 2010, 189, 57–68. [CrossRef]

70. Ott, A.K.; Locher, L.; Koch, M.; Deuerling, E. Functional Dissection of the Nascent Polypeptide-Associated Complex in Sac-
charomyces cerevisiae. PLoS ONE 2015, 10, e0143457. [CrossRef]

71. Shen, K.; Gamerdinger, M.; Chan, R.; Gense, K.; Martin, E.M.; Sachs, N.; Knight, P.D.; Schlömer, R.; Calabrese, A.N.; Stewart,
K.L.; et al. Dual Role of Ribosome-Binding Domain of NAC as a Potent Suppressor of Protein Aggregation and Aging-Related
Proteinopathies. Mol. Cell 2019, 74, 729–741. [CrossRef]

72. Martin, E.M.; Jackson, M.P.; Gamerdinger, M.; Gense, K.; Karamonos, T.K.; Humes, J.R.; Deuerling, E.; Ashcroft, A.E.; Radford, S.E.
Conformational flexibility within the nascent polypeptide-associated complex enables its interactions with structurally diverse
client proteins. J. Biol. Chem. 2018, 293, 8554–8568. [CrossRef] [PubMed]

73. Kirstein-Miles, J.; Scior, A.; Deuerling, E.; Morimoto, R.I. The nascent polypeptide-associated complex is a key regulator of
pro-teostasis. EMBO J. 2013, 32, 1451–1468. [CrossRef] [PubMed]

74. Funfschilling, U.; Rospert, S. Nascent polypeptide-associated complex stimulates protein import into yeast mitochondria. Mol.
Biol. Cell 1999, 10, 3289–3299. [CrossRef] [PubMed]

75. Beddoe, T.; Lithgow, T. Delivery of nascent polypeptides to the mitochondrial surface. Biochim. Biophys. Acta. 2002, 1592, 35–49.
[CrossRef]

76. Yogev, O.; Karniely, S.; Pines, O. Translation-coupled translocation of yeast fumarase into mitochondria in Vivo. J. Biol. Chem.
2007, 282, 29222–29229. [CrossRef]

77. Ponce-Rojas, J.C.; Avendano-Monsalve, M.C.; Yanez-Falcon, A.R.; Jaimes-Miranda, F.; Garay, E.; Torres-Quiroz, F.; DeLuna, A.;
Funes, S. αβ′-NAC cooperates with Sam37 to mediate early stages of mitochondrial protein import. FEBS J. 2017, 284, 814–830.
[CrossRef]

78. Yotov, W.V.; Moreau, A.; St-Arnaud, R. The alpha chain of the nascent polypeptide-associated complex functions as a tran-
scriptional coactivator. Mol. Cell. Biol. 1998, 18, 1303–1311. [CrossRef]

79. Quelo, I.; Hurtubise, M.; St-Arnaud, R. alphaNAC requires an interaction with c-Jun to exert its transcriptional coactivation. Gene
Expr. 2002, 10, 255–262. [CrossRef]

80. Wiedmann, B.; Sakai, H.; Davis, T.A.; Wiedmann, M. A protein complex required for signal-sequence-specific sorting and
translocation. Nature 1994, 370, 434–440. [CrossRef]

81. Lauring, B.; Sakai, H.; Kreibich, G.; Wiedmann, M. Nascent polypeptide-associated complex protein prevents mistargeting of
nascent chains to the endoplasmic reticulum. Proc. Natl. Acad. Sci. USA 1995, 92, 5411–5415. [CrossRef]

82. Powers, T.; Walter, P. The nascent polypeptide-associated complex modulates interactions between the signal recognition particle
and the ribosome. Curr. Biol. 1996, 6, 331–338. [CrossRef]

83. Wiedmann, B.; Prehn, S. The nascent polypeptide-associated complex (NAC) of yeast functions in the targeting process of
ribosomes to the ER membrane. FEBS Lett. 1999, 458, 51–54. [CrossRef]

84. Raden, D.; Gilmore, R. Signal recognition particle-dependent targeting of ribosomes to the rough endoplasmic reticulum in the
absence and presence of the nascent polypeptide-associated complex. Mol. Biol. Cell 1998, 9, 117–130. [CrossRef]

85. Neuhof, A.; Rolls, M.M.; Jungnickel, B.; Kalies, K.U.; Rapoport, T.A. Binding of signal recognition particle gives ribosome/nascent
chain complexes a competitive advantage in endoplasmic reticulum membrane interaction. Mol. Biol. Cell 1998, 9, 103–115.
[CrossRef]

86. Lauring, B.; Kreibich, G.; Wiedmann, M. The intrinsic ability of ribosomes to bind to endoplasmic reticulum membranes is
regulated by signal recognition particle and nascent-polypeptide-associated complex. Proc. Natl. Acad. Sci. USA 1995, 92,
9435–9439. [CrossRef]

87. Zhang, Y.; Berndt, U.; Golz, H.; Tais, A.; Oellerer, S.; Wolfle, T.; Fitzke, E.; Rospert, S. NAC functions as a modulator of SRP during
the early steps of protein targeting to the endoplasmic reticulum. Mol. Biol. Cell 2012, 16, 3027–3040. [CrossRef]

88. Del Alamo, M.; Hogan, D.J.; Pechmann, S.; Albanese, V.; Brown, P.O.; Frydman, J. Defining the specificity of cotranslationally
acting chaperones by systematic analysis of mRNAs associated with ribosome-nascent chain complexes. PLoS Biol. 2011,
9, e1001100.

89. Wang, S.; Sakai, H.; Wiedmann, M. NAC covers ribosome-associated nascent chains thereby forming a protective envi-ronment
for regions of nascent chains just emerging from the peptidyl transferase center. J. Cell Biol. 1995, 130, 519–528. [CrossRef]
[PubMed]

90. Gamerdinger, M.; Hanebuth, M.A.; Frickey, T.; Deuerling, E. The principle of antagonism ensures protein targeting specificity at
the endoplasmic reticulum. Science 2015, 348, 201–207. [CrossRef] [PubMed]

91. Ariosa, A.; Lee, J.H.; Wang, S.; Saraogi, I.; Shan, S.O. Regulation by a chaperone improves substrate selectivity during cotrans-
lational protein targeting. Proc. Natl. Acad. Sci. USA 2015, 112, E3169–E3178. [CrossRef]

92. Yang, C.I.; Hsieh, H.H.; Shan, S.O. Timing and specificity of cotranslational nascent protein modification in bacteria. Proc. Natl.
Acad. Sci. USA 2019, 116, 23050–23060. [CrossRef] [PubMed]

93. Schuldiner, M.; Metz, J.; Schmid, V.; Denic, V.; Rakwalska, M.; Schmitt, H.D.; Schwappach, B.; Weissman, J.S. The GET complex
mediates insertion of tail-anchored proteins into the ER membrane. Cell 2008, 134, 634–645. [CrossRef]

http://doi.org/10.1083/jcb.200910074
http://doi.org/10.1371/journal.pone.0143457
http://doi.org/10.1016/j.molcel.2019.03.012
http://doi.org/10.1074/jbc.RA117.001568
http://www.ncbi.nlm.nih.gov/pubmed/29650757
http://doi.org/10.1038/emboj.2013.87
http://www.ncbi.nlm.nih.gov/pubmed/23604074
http://doi.org/10.1091/mbc.10.10.3289
http://www.ncbi.nlm.nih.gov/pubmed/10512867
http://doi.org/10.1016/S0167-4889(02)00262-8
http://doi.org/10.1074/jbc.M704201200
http://doi.org/10.1111/febs.14024
http://doi.org/10.1128/MCB.18.3.1303
http://doi.org/10.3727/000000002783992433
http://doi.org/10.1038/370434a0
http://doi.org/10.1073/pnas.92.12.5411
http://doi.org/10.1016/S0960-9822(02)00484-0
http://doi.org/10.1016/S0014-5793(99)01118-7
http://doi.org/10.1091/mbc.9.1.117
http://doi.org/10.1091/mbc.9.1.103
http://doi.org/10.1073/pnas.92.21.9435
http://doi.org/10.1091/mbc.e12-02-0112
http://doi.org/10.1083/jcb.130.3.519
http://www.ncbi.nlm.nih.gov/pubmed/7622554
http://doi.org/10.1126/science.aaa5335
http://www.ncbi.nlm.nih.gov/pubmed/25859040
http://doi.org/10.1073/pnas.1422594112
http://doi.org/10.1073/pnas.1912264116
http://www.ncbi.nlm.nih.gov/pubmed/31666319
http://doi.org/10.1016/j.cell.2008.06.025


Int. J. Mol. Sci. 2022, 23, 281 15 of 15

94. Walter, P.; Blobel, G. Translocation of proteins across the endoplasmic reticulum III. Signal recognition protein (SRP) causes signal
sequence-dependent and site-specific arrest of chain elongation that is released by microsomal membranes. J. Cell Biol. 1981, 91,
557–561. [CrossRef]

95. Siegel, V.; Walter, P. Elongation arrest is not a prerequisite for secretory protein translocation across the microsomal membrane. J.
Cell Biol. 1985, 100, 1913–1921. [CrossRef] [PubMed]

96. Wolin, S.L.; Walter, P. Signal recognition particle mediates a transient elongation arrest of preprolactin in reticulocyte lysate. J. Cell
Biol. 1989, 109, 2617–2622. [CrossRef] [PubMed]

97. Halic, M.; Becker, T.; Pool, M.R.; Spahn, C.M.T.; Grassucci, R.A.; Frank, J.; Beckmann, R. Structure of the signal recognition particle
interacting with the elongation-arrested ribosome. Nature 2004, 427, 808–814. [CrossRef] [PubMed]

98. Mary, C.; Scherrer, A.; Huck, L.; Lakkaraju, A.K.; Thomas, Y.; Johnson, A.E.; Strub, K. Residues in SRP9/14 essential for elongation
arrest activity of the signal recognition particle define a positively charged functional domain on one side of the protein. RNA
2010, 16, 969–979. [CrossRef]

99. Lakkaraju, A.K.K.; Mary, C.; Scherrer, A.; Johnson, A.E.; Strub, K. SRP keeps polypeptides translocation-competent by slowing
translation to match limiting ER-targeting sites. Cell 2008, 133, 440–451. [CrossRef] [PubMed]

100. Pechmann, S.; Chartron, J.W.; Frydman, J. Local slowdown of translation by nonoptimal codons promotes nascent-chain
recognition by SRP In Vivo. Nat. Struct. Mol. Biol. 2014, 21, 1100–1105. [CrossRef]

101. Chartron, J.W.; Hunt, K.C.; Frydman, J. Cotranslational signal-independent SRP preloading during membrane targeting. Nature
2016, 536, 224–248. [CrossRef] [PubMed]

102. Jungnickel, B.; Rapoport, T.A. A posttargeting signal sequence recognition event in the endoplasmic reticulum membrane. Cell
1995, 82, 261–270. [CrossRef]

103. Gorlich, D.; Rapoport, T.A. Protein translocation into proteoliposomes reconstituted from purified compoennts of the endoplasmic
reticulum membrane. Cell 1993, 75, 615–630. [CrossRef]

104. Voorhees, R.M.; Hegde, R.S. Structure of the Sec61 channel opened by a signal sequence. Science 2016, 351, 88–91. [CrossRef]
[PubMed]

105. Okreglak, V.; Walter, P. The conserved AAA-ATPase Msp1 confers organelle specificity to tail-anchored proteins. Proc. Natl. Acad.
Sci. USA 2014, 111, 8019–8024. [CrossRef]

106. Li, L.; Zheng, J.; Wu, X.; Jiang, H. Mitochondrial AAA-ATPase Msp1 detects mislocalized tail-anchored proteins through a
du-al-recognition mechanism. EMBO Rep. 2019, 20, e46989. [CrossRef]

107. Chen, Y.C.; Umanah, G.K.; Dephoure, N.; Andrabi, S.A.; Gygi, S.P.; Dawson, T.M.; Dawson, V.L.; Rutter, J. Msp1/ATAD1
maintains mitochondrial function by facilitating the degradation of mislocalized tail-anchored proteins. EMBO J. 2014, 33,
1548–1564. [CrossRef] [PubMed]

108. Wang, L.; Walter, P. Msp1/ATAD1 in Protein Quality Control and Regulation of Synaptic Activities. Annu. Rev. Cell Dev. Biol.
2020, 36, 141–164. [CrossRef]

109. Wang, L.; Myasnikov, A.; Pan, X.; Walter, P. Structure of the AAA protein Msp1 reveals mechanism of mislocalized membrane
protein extraction. eLife 2020, 9, e54031. [CrossRef]

110. Matsumoto, S.; Nakatsukasa, K.; Kakuta, C.; Tamura, Y.; Esaki, M.; Endo, T. Msp1 Clears Mistargeted Proteins by Facilitating
Their Transfer from Mitochondria to the ER. Mol. Cell 2019, 76, 191–205.e10. [CrossRef]

111. McKenna, M.J.; Sim, S.I.; Ordureau, A.; Wei, L.; Harper, J.W.; Shao, S.; Park, E. The endoplasmic reticulum P5A-ATPase is a
trans-membrane helix dislocase. Science 2020, 369. [CrossRef] [PubMed]

112. Dederer, V.; Lemberg, M.K. Transmembrane dislocases: A second chance for protein targeting. Trends Cell Biol. 2021, 31, 898–911.
[CrossRef] [PubMed]

http://doi.org/10.1083/jcb.91.2.557
http://doi.org/10.1083/jcb.100.6.1913
http://www.ncbi.nlm.nih.gov/pubmed/2581979
http://doi.org/10.1083/jcb.109.6.2617
http://www.ncbi.nlm.nih.gov/pubmed/2556403
http://doi.org/10.1038/nature02342
http://www.ncbi.nlm.nih.gov/pubmed/14985753
http://doi.org/10.1261/rna.2040410
http://doi.org/10.1016/j.cell.2008.02.049
http://www.ncbi.nlm.nih.gov/pubmed/18455985
http://doi.org/10.1038/nsmb.2919
http://doi.org/10.1038/nature19309
http://www.ncbi.nlm.nih.gov/pubmed/27487213
http://doi.org/10.1016/0092-8674(95)90313-5
http://doi.org/10.1016/0092-8674(93)90483-7
http://doi.org/10.1126/science.aad4992
http://www.ncbi.nlm.nih.gov/pubmed/26721998
http://doi.org/10.1073/pnas.1405755111
http://doi.org/10.15252/embr.201846989
http://doi.org/10.15252/embj.201487943
http://www.ncbi.nlm.nih.gov/pubmed/24843043
http://doi.org/10.1146/annurev-cellbio-031220-015840
http://doi.org/10.7554/eLife.54031
http://doi.org/10.1016/j.molcel.2019.07.006
http://doi.org/10.1126/science.abc5809
http://www.ncbi.nlm.nih.gov/pubmed/32973005
http://doi.org/10.1016/j.tcb.2021.05.007
http://www.ncbi.nlm.nih.gov/pubmed/34147299

	Introduction 
	SRP-Dependent Cotranslational Protein Targeting 
	NAC: A Triage Factor during Cotranslational Protein Targeting 
	Perspectives and Open Questions 
	References

