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Non-structural protein 1 (Nsp1) is one of the first proteins produced during coronaviral
infections. It plays a pivotal role in hijacking and rendering the host gene expression under
the service of the virus. With a focus on SARS-CoV-2, this review presents how Nsp1
selectively inhibits host protein synthesis and induces mRNA degradation of host but not
viral mRNAs and blocks nuclear mRNA export. The clinical implications of this protein are
highlighted by showcasing the pathogenic role of Nsp1 through the repression of interferon
expression pathways and the features of viral variants with mutations in the Nsp1 coding
sequence. The ability of SARS-CoV-2 Nsp1 to hinder host immune responses at an early
step, the absence of homology to any human proteins, and the availability of structural
information render this viral protein an ideal drug target with therapeutic potential.

OPEN ACCESS

Introduction
In recent years, the emergence of SARS-CoV-2, the coronavirus responsible for the COVID-19 pan-
demic, has drawn significant attention to the intricate interactions between viruses and their host cells
[1]. All viruses rely on host mechanisms to produce new viruses, and they have evolved strategies to
hijack multiple steps of gene expression. After a eukaryotic mRNA is transcribed and processed in the
nucleus, it is transported to the cytoplasm, where ribosomes are located. The mRNA export is tightly
regulated and ensures that only correctly processed transcripts are translated. Translation, the process
by which ribosomes synthesize proteins, initiates when mRNA is threaded through the entry channel ¢
of the small 40S ribosomal subunit and is scanned until aligning at an initiation mRNA codon with
the P site of the ribosome [2]. Joining of a 60S subunit yields a functional 80S ribosome, which cata-
lyzes multiple elongation steps to form a peptide. Following the recognition of a termination codon,
the two ribosomal subunits dissociate. After several rounds of translation, the life cycle of mRNA
molecules is completed by degradation, a step that acts as another important contributor to gene
expression regulation [3]. Ribonucleases degrade RNA molecules at specific sites (endonucleases) or
exonucleolytically, leading to mRNA decay. The coordination of mRNA export, translation, and deg-
radation is crucial for proper protein synthesis and overall cellular function, enabling the cell to
respond effectively to various signals and maintain homeostasis [4]. Viruses have evolved intricate
mechanisms to use the host gene expression machinery to their benefit [5].
RNA viruses, including SARS-CoV-2 have evolved impressive mechanisms to inhibit host cell trans-
lation and promote viral protein synthesis [5-7]. When SARS-CoV-2 infects a host cell, the
30 kb-long single-stranded capped and polyadenylated viral RNA genome is translated to produce
non-structural proteins (Nsps) (Figure 1) [8]. Opposite to structural proteins that form new viral par-
Received: 18 January 2024 ticles, Nsps are essential for synthesizing genomic RNA and propagating viral replication by modulat-
Revised: 14 February 2024 ing and often inhibiting cellular processes [8].
Accepted: 14 February 2024 Nspl, a notable non-structural protein of SARS-CoV-2, exemplifies this by inhibiting host cell
Version of Record published: translation, stimulating the degradation of host cell mRNA and affecting the export of mRNA from
22 February 2024 the nucleus to the cytoplasm (Figure 1).
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SARS-Cov-2 The early steps of SARS-CoV-2 infection
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Figure 1. Structural and functional features of Nsp1 (left) and biological functions of Nsp1 (right).

Different biochemical and molecular biology techniques have contributed to understanding how viral biomo-
lecules affect the host molecular mechanisms. RNA sequencing and ribosome profiling report on host and viral
mRNA abundance and translation status, providing a holistic overview of host cell gene expression when viral
components are expressed [9,10]. Mass spectrometry allows the characterization of the protein interactome
[11,12], and single-molecule fluorescence assays monitor individual molecular events, revealing nuanced inter-
actions between viral components and host cell machinery [13]. Other biochemical experiments like cell-free
translation allow the careful titration of viral components and observe their effects [14,15]. These are only some
of the approaches that have been put forward to dissect the various roles of Nspl in vitro and in vivo.

This review delves into the complex role of SARS-CoV-2 Nspl, and expands in discussing the features of Nspl
from different Betacoronaviruses including the highly pathogenic relatives SARS-CoV and MERS-CoV [16].

A functional and biochemical portrait of Nsp1
Nspl is the first protein produced upon infection, and among other non-structural coronaviral proteins, it is
the most toxic when it is overexpressed in human cells [17]. This toxicity is attributed to the capacity of Nspl
to inhibit host cell translation and stimulate host cell mRNA degradation [18-22], observations that were first
made for the SARS-CoV Nspl counterpart [23,24]. A primary goal of host translation inhibition is to reduce
the expression of antiviral proteins, including interferons (IFN) and interferon-stimulated genes (Figure 1)
[18,22]. At the same time, viral RNAs are immune to Nspl translation inhibition and degradation, shifting the
gene expression output of the host cell to the benefit of viral propagation [25,26]. Nspl can also block nuclear
RNA export, and there are indications that it affects host mRNA splicing [26].

The SARS-CoV-2 Nspl protein sequence is divided into three parts: an N-terminal domain (NTD) (residues
1-128), a 20 amino acid-long linker (128-148) and the C-terminal domain (CTD) (148-180) (Figure 2). The
short N-terminal and long C-terminal tails (residues 1-9 and 128-180, respectively) are mostly unstructured
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Figure 2. Functional residues of Nsp1 associated with mRNA translation or mRNA degradation.
A table listing the relevant residues follows a color code, with green corresponding to NTD residues and red related to CTD residues.

and flank a globular core domain formed by the NTD residues 10-127 [19,27]. When the Nspl CTD binds the
40S ribosomal subunit, amino acids 154-180 form two short o helices [17-19] (Numbering refers to the acces-
sion NC_045512, version NC_045512.2).

The mechanism of host translation shutdown

The Nspl CTD binds the mRNA entry channel of the 40S subunit, hindering the accessibility of host mRNAs
and leading to translation initiation inhibition (Figure 2) [18,19,28]. Because eukaryotic mRNA translation
relies on recruiting the 40S ribosomal subunit to the template mRNA [2], Nspl suppresses the global transla-
tion of the host with direct consequences on viral propagation because the host cell translation machinery is
employed to promote the production of viral proteins [20,22]. This strategy is shared among different
Betacoronaviruses, as shown by structural and biochemical studies using Nspl from MERS [29,30] and the
Bat-Hp-CoV_Zhejiang2013, referred to as Bat-Hp Coronavirus [30]. In all cases, the C-terminal end anchors
Nspl with high affinity to the mRNA entry channel in a conformation that clashes with the translated mRNA.
As a result, the global translation of host mRNAs is suppressed, including mRNAs that are important for anti-
viral responses, such as the host IFN response [18,22,26].

Biochemical data from Nspl proteins from different Betacoronaviruses show that the N-terminal domain of
Nspl also contributes to translation inhibition [30-32]. Recently, an additional interaction of Npsl with the
40S ribosomal subunit was reported. Cryo-EM structures revealed that the N-terminal part of Nspl from
Bat-Hp Coronavirus interacts with the 40S decoding center, a crucial region for accurately matching tRNA
molecules with the appropriate codons on the mRNA strand. Mutations of the corresponding amino acids in
SARS-CoV-2 and MERS-CoV decrease the inhibition efficiency of Nspl, implying that this interaction is con-
served among the three Betacoronaviruses [30]. Nspl binds the 40S in a bipartite mode of interaction: stably
through the CTD at the mRNA entry channel and, more weakly, NTD with the decoding center (Figure 1).
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During canonical eukaryotic translation initiation, before mRNA recruitment, the 40S subunit is bound by
several eukaryotic initiation factors (eIFs), including eIF1, eIF1A, eIF3, elF5, and the ternary complex (TC) of
elF2-GTP-methionine initiator transfer RNA (Met-tRNAM®Y) [33]. Single-molecule fluorescence experiments
revealed an early association between Nspl and ribosomal pre-initiation complexes. This association is pro-
moted by elF1, which is involved in the correct positioning of the mRNA and the scanning process during
translation initiation. The Nsp1-40S association can be outcompeted by elF3j, a part of the elF3 complex
crucial for translation initiation [28]. Translation initiation factors (elIFs) allosterically modulate the interaction
of Nspl with ribosomal pre-initiation complexes in the absence of mRNA, supporting the affinity of Nsp1 with
early pre-initiation complexes, and in particular with eIF3g [34]. Nspl is also associated with pre-assembled
80S ribosomes on mRNA [18,19] but less efficiently [28]. Despite the association of Nspl with 80S ribosomes,
the global elongation rate does not seem to be affected in cells overexpressing Nsp1l outside the context of infec-
tion [35,36].

Viral 5’UTRs escape Nsp1 translation inhibition

Translation of viral RNAs is not inhibited by Nspl [25,26,30,37]. All viral RNAs contain a 72-nt leader sequence
at the very 5 terminus, allowing them to bypass Nspl-mediated translation inhibition. This portion of the
genomic viral 5’UTR is also present in subgenomic RNAs and acts like a viral signature organized into three stem
loops: SL1, SL2 and SL3 [38-41]. A sequence included in the stem-loop 1 (SL1), a cis-acting element encoded in
all viral RNAs, is sufficient for evasion of Nsp1 inhibition [25,26,31,37,41]. The importance of SL1 is highlighted
by the absence of single-nucleotide variants with >1% in frequency and the lack of known mutations among var-
iants of concern among SARS-CoV-2 genomes. This evolutionary constraint renders SL1 an attractive therapeutic
target against immune-evasive or particularly infectious strains [25]. The presence of SL1 at a specific distance
from the 5 cap acts as a switch that allows the translation of all viral RNAs that include SL1 [25,26,42]. Three
cytosine residues at positions 15, 19, and 20 of SL1 and the amino acid residue R124 within Nspl are crucial for
viral evasion [42]. At high concentrations of Nspl, SL1-containing reporter mRNAs are also repressed, but at
lower amounts, Nspl stimulates their expression [22,30,36,42]. This observation may explain the fact that in some
cases Nspl was not shown to induce translation of viral-harbouring 5UTRs [25]. Along these lines it would be
interesting to relate these results, which originate mostly from in vitro assays with the intracellular concentration
of Nsp1 during different stages of infection which remains elusive. Initiation factors eIF1 and eIF1A are important
to promote accurate translation initiation on viral RNAs in the presence of Nspl [43]. Additionally, the global
repression of host translation by Nspl may increase the pool of available translation factors and ribosomes sup-
porting viral translation, further explaining the increase of viral mRNA translation in the presence of Nspl. Such
behavior is similar to other viruses that hijack host cell components to support their metabolism [5].
Interestingly, SL1 is the most variable region of the 5UTRs among different B-Coronaviruses, implying a possible
co-evolution with the corresponding Nspl proteins [44].

Different models could explain how SL1 of the leader sequence can allow translation of viral mRNAs: (1) SL1
could directly recruit free ribosomes, bypassing the need of scanning 40S subunits, (2) Nspl could bind to the
viral RNA through the leader independently of its interaction with the ribosome and enhance recruitment of the
ribosome, or (3) SL1 could allosterically modulate the Nsp1-ribosome interaction. According to the first hypoth-
esis, SL1 would protect the mRNA from Nspl independently of its precise position within the 5UTR.
Contradicting this model, it was found that mRNA requires the 5 leader to be precisely positioned relative to the
Nspl-bound 40S ribosome to enable translational initiation: changing the position of the leader led to translation
inhibition in the presence of Nspl [26]. In addition, sequences in SARS-CoV-2 5'UTR cannot directly bind the
40S, unlike IRES-containing sequences from other viruses [37]. Interaction studies revealed that Nspl has no
affinity for RNA [25,27,37], and Nsp1 evasion requires the presence of SL1 in cis on the mRNA [37].

Evidence shows that both the C-terminal and the N-terminal Nspl domains are required to shift from host
to viral translation [25,30,31]. Indeed, structural evidence from Bat-Hp Nspl and biochemical evidence from
SARS-CoV-2 and MERS-CoV indicating a bi-partite interaction with the ribosome with different affinities [30]
supports the hypothesis that the leader may compete with one of the two interactions to alleviate translation
inhibition. Polysome gradients from rabbit reticulocyte lysates and SARS-CoV-2 infected cells show that Nspl
remains bound on the ribosome during translation of viral RNAs [37,43], however, additional experiments are
needed to clarify the mode of interaction.

Despite the global translational shutdown, the translation of a subpopulation of host mRNAs persists in the
presence of Nspl [35]. Matched RNA-seq and ribosome profiling experiments in Nspl-expressing cells revealed
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that a subset of genes that contain 5'-terminal oligopyrimidine (TOP) motifs escape translation inhibition.
Transcripts that evade inhibition include translation machinery components like initiation factors, ribosomal
proteins, cytoplasmic PolyA-binding protein 1 (PABPC1) and other factors needed for viral propagation.
Experiments with reporter mRNAs verified the capacity of the TOP motif to evade Nspl inhibition, and add-
itional evidence suggests that the resistance is mediated in an mTOR (Mammalian target of rapamycin)-related
manner [35].

Host ribosomes can initiate translation from multiple different start codons in the 5’UTR of SARS-CoV-2
and not all of them are in frame with the main ORF [45-47]. Nspl1 likely interacts with a subset of translation
pre-initiation complexes [18,28], affecting translation start site selection in an eIF1 and eIF1A-dependent
manner [43].

Nspl may help balance virus and host protein production to keep the host cell functional enough for the
virus to replicate. Along these lines, translation output may be tuned by Nspl and other mechanisms [6] to
produce the maximally allowable viral copy number that could still avoid triggering antiviral responses [25].

Nsp1 degrades endogenous mRNAs

Besides inhibiting cellular translation, Nspl also induces host mRNA degradation, but SARS-CoV and
SARS-CoV-2 Nspl alone do not seem to possess a ribonucleolytic activity [34,48]. The expression of Nspl in
human cells is sufficient to target most of the host mRNAs for degradation [21,22,35,36,49]. Consistent with
this observation, SARS-CoV-2-infected cells show an accelerated degradation of mature cytosolic cellular but
not viral mRNAs in an Nspl-dependent manner [22,50]. Similar to evasion from translation inhibition, the
SL1 hairpin correctly positioned at the 5 end of the viral transcripts is sufficient to protect from
Nspl-mediated degradation [50].

Diverse evidence suggests that Nsp1 binding to a translating ribosome is a prerequisite for host mRNA deg-
radation. Nspl mutations that block binding to the ribosome also inhibit mRNA degradation (Figure 2) [31].
Furthermore, several studies showed that Nspl requires the mRNA to interact with ribosomes to induce deg-
radation: Nspl-induced mRNA degradation is more pronounced in actively translated mRNAs [22], and non-
translated cytosolic long non-coding RNAs (IncRNAs) are resistant to Nspl degradation [49]. Data from cell
culture experiments support that Nspl-induced mRNA degradation requires the engagement of 40S or 80S
ribosomes on mRNAs [49], and the N-terminal part of the protein is crucial for inducing mRNA degradation
[50]. Amino acid substitutions at the NTD of SARS-CoV-2 Nspl (R125A/K126A) abrogate Nspl-mediated
mRNA cleavage while still inhibiting translation [31] and mutational analysis identified a positively charged
surface on the NTD of Nspl1 that is essential for cleavage [34]. Nspl induces cleavage mainly within the 5UTR
and the proximal coding region of capped non-viral mRNAs [34,50]. The cleavage pattern does not seem to
depend on the sequence but rather the relative position to the 5'cap [50].

The host cell exonuclease Xrnl induces 5-3' mRNA degradation after SARS-CoV Nspl expression [51], and
interactome studies from SARS-CoV-2 Nspl propose that the protein interacts with several cellular endo- and
exonucleases [42]. However, Nspl, 40S subunits and eIF3g suffice to induce mRNA cleavage in a reconstituted
in vitro system [34]. It remains to be clarified which cellular factors are required for Nspl-mediated endonu-
cleolytic cleavage on non-viral mRNAs during an infection.

Overall, SARS-CoV-2 Nspl inhibits protein synthesis using a dual strategy: inhibiting translation initiation
and inducing the degradation of host cell mRNAs. This dual activity of Nspl enables viral mRNAs to outcom-
pete and dominate the mRNA pool, diverting host translation towards producing viral proteins. However, the
precise mechanism of Nspl-mediated mRNA cleavage remains largely unclear.

Nsp1 inhibits nuclear mRNA export

The export of mRNAs from the nucleus to the cytoplasm is an important step in mammalian gene expression
as it is a prerequisite for the access of newly synthesized transcripts to the cytoplasmic translation machinery.
Several viruses have evolved strategies to target this step [52]. SARS-CoV-2 infection blocks the nuclear export
of host cell mRNAs [21], and this activity was attributed to Nspl [22,53], ORF6 [54-56] and Nspl4 [57].
Upon Nspl transfection, Nspl is mainly located in the cytoplasm, but a small subpopulation was found at or
near the nuclear pore complex (NPC). Nspl directly binds the mRNA nuclear export factor NXF1, a protein
that binds mRNA and interacts with the nucleoporins. Nspl weakens the interactions of NXF1 with the
nuclear pore complex [42,53]. Specifically, Nspl impedes the binding of NXF1 to export adaptors and docks at
the nuclear pore complex to prevent the export of cellular mRNAs, including IFN-encoding mRNAs (Figure 1)
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[53]. Infection experiments with WT and virus with a mutant Nspl that cannot bind the ribosome showed
that inhibition of nuclear mRNA export represents a distinct function of Nsp1 that is independent of its ability
to induce mRNA degradation and translation inhibition [22]. These observations suggest that Nsp1 has evolved
to target an additional step in the lifecycle of the cellular mRNAs, reducing the host cell protein synthesis even
further.

Evolutionary insights and variants

Genomic monitoring revealed that the Nspl ORF is highly conserved within SARS-CoV-2 populations. The
analysis of almost 6 million viral sequences indicated that 93% of the viral genomes did not show any Nspl
mutations, and the vast majority of mutated Nspl sequences contained only one mutation. However, a few var-
iants have been reported, with a mostly unclear impact on the protein function and the viral properties. Within
these variants, a higher frequency of mutations has been observed in the NTD of Nspl, spanning the residues
72-126. The variants E87D, H110Y, and R24C were identified as the most common mutations, and their fre-
quency varied between different continents [58].

In an earlier work, SARS-CoV-2 genome sequencing and phylogenetic analyses identified 35 recurrent Nspl
mutations associated with different clinical phenotypes. All these mutations were located in the region 79-89 of
the Nspl coding region. Mutation of the full region in experiments with infected cells induced a lower IFN-I
response, correlated with lower viral load and serum IFN-B [59]. Deleting this region reduced the translation
inhibition efficiency of Nsp1 [60].

A viral SARS-CoV-2 strain with a deletion of three amino acids (KSF) in the linker was also detected in
several geographical areas [61], but the consequences on the protein function are unknown.

Implications for immune evasion

By inducing translation inhibition, SARS-CoV-2 Nspl also inhibits the synthesis of IFNs and other
pro-inflammatory proteins with antiviral activity [18]. As a result, IFN response inhibition contributes to the
pathogenesis of SARS-CoV-2 [62] and promotes the evasion of the virus from the host cell innate immune
mechanisms at the early steps of infection. There is evidence that the functional consequences of Nspl in
SARS-CoV-2 infections rely mainly on blocking the IFN response: Infection experiments with viruses expres-
sing Nsp1 that cannot bind the ribosome showed a viral attenuation only in IFN-competent cell lines, support-
ing that Nspl toxicity heavily relies on interferon responses [22]. Along these lines, it was observed that
Nspl-mutant virus replicons showed a higher sensitivity to interferon-o (IFNa) and interferon-f (IFNB) com-
pared with the WT virus [63]. However, the toxic effect of Nspl ectopic expression is not related to the IFN
response [17].

Nsp1 from different coronaviruses

From the four Coronavirus genera, Nspl is only expressed in the o and B Coronaviruses. While a-CoVs
encode Nspl counterparts with a similar length of 110 aa, B-CoVs cover a wide range of sizes, reaching
~250aa in counterparts of the lineage A (MHV CoV) to 175 aa in the lineage C (MERS-CoV). Nspl of
SARS-CoV and SARS-CoV-2 (180 aa) share 84.4% sequence identity and 93.9% sequence similarity, reflected
by their structural and functional similarities [64]. o-CoV Nspl proteins show a very low sequence identity
compared with the B-CoVs [65].

Nspl has been studied thoroughly in SARS-CoV, and as expected by the high sequence similarity with
SARS-CoV-2 Nspl, many features of Nspl are shared between the two viral proteins. The global inhibition of
host cell translation [23,66,67] attributed to Nspl binding the 40S subunit of host cells and the induction of
host cell mMRNA degradation [23,48] are key shared features of Nsp1 from the two closely related viruses.

MERS-CoV originating from the lineage C also inhibits host cell translation and induces mRNA degradation
[30,68,69]. Translation inhibition is also mediated through interaction with the 40S ribosomal subunit similar
to SARS-CoV-2, and the viral 5UTRs can rescue mRNAs from translation inhibition [30].

Bioinformatic and structural data from different o-CoV's revealed that they share common structural features
despite the lack of apparent sequence homology. Along these lines, Nspl from Human coronavirus 229E
(HCoV-229E), Transmissible gastroenteritis virus (TGEV), Porcine epidemic diarrhea virus (PEDV) and
Human coronavirus NL63 (HCoV-NL63) also inhibit host cell translation [65,70,71]. In two cases, HCoV-229E
and HCoV-NL63 Nspl interact with the small ribosomal protein S6 and induce host cell RNA degradation,
providing additional evidence for similar impacts on host gene expression regulation [65,70].

486 © 2024 The Author(s). This is an open access article published by Portland Press Limited on behalf of the Biochemical Society and distributed under the Creative Commons Attribution License 4.0 (CC BY-NC-ND).

202 UoIB 0Z U 158nB Aq Jpd 061 | L-€202-1SA/EEIYSE/ L 8Y/1/ZS/APA-O[0IIE/SUBIIO0SWALOOIG/WOD" IIBYDISA|IS HOd//:dNY WOl papeojumoq


https://creativecommons.org/licenses/by-nc-nd/4.0/

Biochemical Society Transactions (2024) 52 481-490 ° PORTLAND
https://doi.org/10.1042/BST20231119 Q.. PRESS

On the quest for Nsp1 inhibitors

The ability of Nspl from SARS-CoVs to hinder host immune responses at an early step, the absence of hom-
ology to any human proteins, and the availability of structural information render it an ideal drug target with
therapeutic potential. Nspl mutations impede the viral replication potential, and the shared structural features
among Nspl from different Coronaviruses render the quest for Nsp1 inhibitors a possible treatment option to
combat coronaviral infections.

In silico screenings of repurposed drugs revealed several Nspl inhibitor candidates. However, only combinatory
treatments with Ponatinib, Rilpivirine, and Montelukast could reverse the Nsp1 effects on cell toxicity assays [72].
A different in silico study also demonstrated that Montelukast sodium hydrate (FDA-approved leukotriene recep-
tor antagonist for asthma) can bind to the C-terminal of Nspl [73]. However, further experiments showed that
Montelukast did not inhibit the Nsp1 function in cells [49] or in RNA degradation assays [34].

Mitoxantrone dihydrochloride is an anticancer drug that can inhibit the SARS-CoV and SARS-CoV-2 virus
entry into cells [74]. According to in silico and spectroscopy analyses, mitoxantrone can bind the Nspl CTD
[75] and inhibit Nspl-mediated cleavage in vitro at a concentration of 10 uM [34]. Two structurally related
anthracenedione compounds, ametantrone and pixantrone, were more potent inhibitors of Nspl-mediated
RNA degradation than mitoxantrone in vitro. Notably, the three molecules could inhibit Nspl-induced RNA
degradation without affecting the capacity of Nspl to inhibit translation initiation [34].

Outlook

The biochemical, structural and functional insights into the art of Nspl hijacking host cells allowed us to
understand many features of the host gene expression reprogramming and its consequences during Coronaviral
infections. Contradictory and unexpected results highlight the complexity of Nspl activities that remain to be
explored. Understanding the relationship between mRNA translation inhibition and degradation induced by
Nspl, as well as the physiological role and range of the concentration of viral components during infection, is
an open field of research. Undoubtedly, the discovery or development of Nspl-specific inhibitors will be an
instrumental tool for further discoveries with therapeutic potential. Lastly, the wealth of information and timely
description of intricate molecular mechanisms a few years after the appearance of SARS-CoV-2 Nspl under-
lines the value of basic research in producing new knowledge with immediate social impact.

Perspectives
e The study of SARS-CoV-2 Nsp1 is crucial, as it offers insights into the mechanisms viruses
use to hijack host cellular machinery and suppress host immune responses.

e Recent research emphasizes the role of Nsp1 in inhibiting host protein translation and degrad-
ing host mRNA, underscoring its function in facilitating viral replication and evading host
immunity.

e Future research should focus on exploring the potential of Nsp1 as a target for therapeutic
interventions and understanding the interaction of Nsp1 with host cellular components to
develop novel strategies for combating SARS-CoV-2 and other Coronaviruses.
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