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Abstract: The Bunyavirales order comprises more than 500 viruses (generally defined as bunyaviruses)
classified into 12 families. Some of these are highly pathogenic viruses infecting different hosts,
including humans, mammals, reptiles, arthropods, birds, and/or plants. Host cell sensing of infection
activates the innate immune system that aims at inhibiting viral replication and propagation. Upon
recognition of pathogen-associated molecular patterns (PAMPs) by cellular pattern recognition
receptors (PRRs), numerous signaling cascades are activated, leading to the production of interferons
(IFNs). IFNs act in an autocrine and paracrine manner to establish an antiviral state by inducing the
expression of hundreds of IFN-stimulated genes (ISGs). Some of these ISGs are known to restrict
bunyavirus infection. Along with other constitutively expressed host cellular factors with antiviral
activity, these proteins (hereafter referred to as “restriction factors”) target different steps of the viral
cycle, including viral entry, genome transcription and replication, and virion egress. In reaction
to this, bunyaviruses have developed strategies to circumvent this antiviral response, by avoiding
cellular recognition of PAMPs, inhibiting IFN production or interfering with the IFN-mediated
response. Herein, we review the current knowledge on host cellular factors that were shown to
restrict infections by bunyaviruses. Moreover, we focus on the strategies developed by bunyaviruses
in order to escape the antiviral state developed by the infected cells.

Keywords: bunyaviruses; restriction factors; innate immunity; interferon; viral countermeasures

1. Introduction

Viral infections are often detrimental to the host, disrupting their homeostasis and
jeopardizing their survival. In reaction to this, hosts have developed several strategies
to recognize viral pathogens and restrict their replication. Restriction factors represent
crucial factors of the host intrinsic and innate immunity involved in antagonizing viral
invasion and replication. This set of proteins, whether constitutively expressed or induced
by the interferons (IFNs), are key factors of the innate immune response and utilize diverse
mechanisms to inhibit specific steps of the viral life cycle: entry, replication, transcription,
translation and/or egress. However, viruses enter into an arms race to escape host immu-
nity by directing some of their proteins to counteract these restriction factors in a more or
less specific manner.

The Bunyavirales order comprises a large number of emerging, medically and/or
economically important viruses known as bunyaviruses. The molecular biology of bun-
yaviruses is an emerging field of active research. In recent years, numerous studies have
focused on proteins restricting the bunyavirus life cycle and on their viral countermeasures.
In this review, we aim at discussing the restriction factors which have been shown to inhibit
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bunyaviruses replication at distinct stages of their life cycles, including viral entry, replica-
tion and egress. Additionally, the strategies developed by these viruses to circumvent and
limit the impact of these restriction factors are underlined.

2. Medical Importance of Viruses in the Bunyavirales Order

The Bunyavirales order was established in 2017 and contains more than 500 viruses
classified into 12 families. Previously, viruses from the Bunyavirales order were classified
into two families: the Bunyaviridae and the Arenaviridae families. However, structural and
functional similarities between members of the two families led to the establishment of
the new Bunyavirales order, containing viruses with segmented, linear, single-stranded,
negative-sense or ambisense RNA genomes [1]. Notably, five families within the Bunyavi-
rales order (Arenaviridae, Hantaviridae, Nairoviridae, Peribunyaviridae and Phenuiviridae, on
which we focus in this review, as listed in Table 1) contain viruses of medical or economic
importance, as they are able to cause diseases in mammalian hosts (including humans and
livestock) as well as in plants.

Members of the Arenaviridae family (arenaviruses), are associated with rodent-transmitted
disease in humans. They are commonly divided into Old-World and New-World are-
naviruses. Notably, Lassa virus (LASV), Junín virus (JUNV), Machupo virus (MACV),
Guanarito virus (GTOV) or Sabiá virus (SBAV) are responsible for viral hemorrhagic fevers
in humans. With a prevalence of 300,000 cases per year, LASV is the most prevalent and
threatening [2]. The prototypic Old-World arenavirus lymphocytic choriomeningitis virus
(LCMV) is responsible for a mild febrile illness that can develop to a neurological disease.
Like arenaviruses, members of the Hantaviridae family (hantaviruses) are also transmitted
by rodents to humans. They are responsible for two types of diseases in humans: the
hemorrhagic fever with renal syndrome (HFRS), and the hantavirus cardio-pulmonary syn-
drome (HCPS). Notably, Hantaan virus (HTNV) and Seoul virus (SEOV) are of significant
medical importance, with mortality rates reaching up to 15% [3]. The Nairoviridae family
contains tick-transmitted viruses (nairoviruses) of both medical and economic importance.
Some are human pathogens, with the most important to date being the Crimean-Congo
hemorrhagic fever virus (CCHFV), which is responsible for a viral hemorrhagic fever with
a mortality rate reaching 30%. Others are pathogenic to livestock, and are therefore at the
origin of important economic losses, such as Nairobi sheep disease virus (NSDV) [4]. In the
Peribunyaviridae family are arboviruses (peribunyaviruses) which are also responsible for
diseases in humans and in livestock. In humans, Oropouche virus (OROV) or La Crosse
virus (LACV) are responsible for fever-like symptoms that can lead to an encephalitis. In
livestock, Schmallenberg virus (SBV) is notably responsible for abortions and newborn
malformations, leading to important economic losses in endemic regions. Bunyamwera
virus (BUNV) is considered the prototype virus of this family [5]. Finally, members of the
Phenuiviridae family are arboviruses (phenuiviruses) such as the Rift valley fever virus
(RVFV) or the severe fever with thrombocytopenia syndrome virus (SFTSV). RVFV is a
mosquito-borne virus responsible for abortions and important economic losses in livestock,
as well as for febrile illness in humans. Hemorrhagic fevers were additionally described in
1% of the RVFV infection cases in humans [6].

This non-exhaustive list of diseases caused by bunyaviruses reveals the economic and
medical importance of these viruses. The absence of etiologic treatments or prophylactic
strategies against some, such as CCHFV and LASV, makes the research on these viruses
a priority. Thus, it is of significant importance to increase the research on bunyaviruses
to understand their pathogenicity and to pave the way to new treatments and vaccines.
To this end, three diseases caused by bunyaviruses, namely Crimean-Congo hemorrhagic
fever, Lassa fever and Rift valley fever, are listed among the nine medically and econom-
ically important diseases registered in the R&D Blueprint program of the World Health
Organization (WHO), which aims at prioritizing the research in public health emergency
contexts [7].



Viruses 2021, 13, 784 3 of 29

Table 1. Taxonomical classification of bunyaviruses discussed in this review.

Family Genus Species Virus (Abbreviation)

Arenaviridae Mammarenavirus

Argentinian mammarenavirus Junín virus (JUNV)

Brazilian mammarenavirus Sabiá virus (SBAV)

Guanarito mammarenavirus Guanarito virus (GTOV)

Lassa mammarenavirus Lassa virus (LASV)

Lymphocytic choriomeningitis mammarenavirus Lymphocytic choriomeningitis virus (LCMV)

Machupo mammarenavirus Machupo virus (MACV)

Hantaviridae Orthohantavirus

Andes orthohantavirus Andes virus (ANDV)

Hantaan orthohantavirus Hantaan virus (HTNV)

Prospect Hill orthohantavirus Prospect Hill virus (PHV)

Puumala orthohantavirus Puumala orthohantavirus (PUUV)

Seoul orthohantavirus Seoul virus (SEOV)

Sin Nombre orthohantavirus
New York virus (NYV)

Sin Nombre virus (SNV)

Tula orthohantavirus Tula virus (TULV)

Nairoviridae Orthonairovirus

Crimean-Congo hemorrhagic
fever orthonairovirus

Crimean-Congo hemorrhagic fever
virus (CCHFV)

Dugbe orthonairovirus Dugbe virus (DUGV)

Nairobi sheep disease
orthonairovirus Nairobi sheep disease virus (NSDV)

Thiafora orthonairovirus Erve virus (ERVEV)

Peribunyaviridae Orthobunyavirus

Akabane orthobunyavirus Akabane virus (AKAV)

Bunyamwera orthobunyavirus Bunyamwera virus (BUNV)

Cache Valley orthobunyavirus Cache Valley virus (CVV)

La Crosse orthobunyavirus La Crosse virus (LACV)

Oropouche orthobynyavirus Oropouche virus (OROV)

Schmallenberg
orthobunyavirus

Sathuperi virus (SATV)

Schmallenberg virus (SBV)

Phenuiviridae

Banyangvirus

Guertu banyangvirus Guertu virus (GTV)

Heartland banyangvirus Heartland virus (HRTV)

Huaiyangshan banyangvirus Severe fever with thrombocytopenia
syndrome virus (SFTSV)

Phlebovirus

Punta Toro phlebovirus Punta Toro virus (PTV)

Rift Valley fever phlebovirus Rift Valley fever virus (RVFV)

Sandfly fever Naples
phlebovirus

Sandfly fever Naples virus (SFNV)

Toscana virus (TOSV)

Uukuniemi phlebovirus Uukuniemi virus (UUKV)

3. Morphology of Bunyavirus Particles and Genome Organization

Typical bunyavirus particles have a lipid envelope containing two viral glycoproteins,
termed Gn and Gc. The viral negative-sense RNA genome is tri-segmented, and the
three segments are termed according to their size: small (S), medium (M) and large (L)
segment [8–10] (Figure 1). Unusually, arenaviruses have a bi-segmented RNA genome
with only the S and L segments [11].
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are displayed and based on full-length sequences available in GenBank. The viral M segment encodes a glycoprotein 
precursor (GPC) (not represented in the figure), which is further matured into different proteins (Gn, Gc, and sometimes 
NSm, MLD, GP38) that are depicted here on the viral genome. GPC: glycoproteins precursor; NP: nucleoprotein; NSm: 
non-structural protein M; NSs: non-structural protein S; MLD: mucin-like domain; Z: zinc-binding matrix protein. 

The S segment encodes the nucleoprotein (NP) involved in the formation of viral ri-
bonucleoparticles (RNPs) [12]. Moreover, the S segment of some peribunyaviruses and 
hantaviruses also has an overlapping functional open reading frame (ORF) which encodes 
a non-structural protein termed NSs as the result of alternate AUG-initiation codon selec-
tion [8,13]. Some phenuiviruses and nairoviruses’ S segments have the particularity to 
encode a protein called NSs in the opposite orientation relative to the NP gene, in an am-
bisense strategy [14,15]. The ORF of CCHFV NSs overlaps the NP ORF which is in contrast 
to that of phenuiviruses, where the viral proteins NP and NSs coding regions are sepa-
rated by an intergenic region. 

The M segment encodes the glycoproteins precursor (GPC), which is ultimately ma-
tured as Gn and Gc glycoproteins. Additionally, for some viruses, the maturation of the 
GPC leads to the maturation of non-structural proteins, such as NSm for RVFV, NSm for 
some peribunyaviruses, and NSm and GP38 associated to a mucin-like domain (MLD) for 
CCHFV [5,16]. 

Finally, the L segment encodes a unique protein, the L protein, which possesses the 
RNA-dependent RNA polymerase (RdRP) activity [8–10]. 

As previously mentioned, arenaviruses have only two segments, termed S and L. 
Both segments encode two genes in an ambisense orientation separated by an intergenic 
region [17]. The S segment encodes the NP and the GPC, which is further matured into 

Figure 1. Schematic representation of viral genomes from the Bunyavirales order. A typical bunyaviral particle is represented
on the left. The particularities of the genome from each family are represented on the right. The nucleotide lengths are
displayed and based on full-length sequences available in GenBank. The viral M segment encodes a glycoprotein precursor
(GPC) (not represented in the figure), which is further matured into different proteins (Gn, Gc, and sometimes NSm, MLD,
GP38) that are depicted here on the viral genome. GPC: glycoproteins precursor; NP: nucleoprotein; NSm: non-structural
protein M; NSs: non-structural protein S; MLD: mucin-like domain; Z: zinc-binding matrix protein.

The S segment encodes the nucleoprotein (NP) involved in the formation of viral
ribonucleoparticles (RNPs) [12]. Moreover, the S segment of some peribunyaviruses
and hantaviruses also has an overlapping functional open reading frame (ORF) which
encodes a non-structural protein termed NSs as the result of alternate AUG-initiation codon
selection [8,13]. Some phenuiviruses and nairoviruses’ S segments have the particularity
to encode a protein called NSs in the opposite orientation relative to the NP gene, in an
ambisense strategy [14,15]. The ORF of CCHFV NSs overlaps the NP ORF which is in
contrast to that of phenuiviruses, where the viral proteins NP and NSs coding regions are
separated by an intergenic region.

The M segment encodes the glycoproteins precursor (GPC), which is ultimately ma-
tured as Gn and Gc glycoproteins. Additionally, for some viruses, the maturation of the
GPC leads to the maturation of non-structural proteins, such as NSm for RVFV, NSm for
some peribunyaviruses, and NSm and GP38 associated to a mucin-like domain (MLD) for
CCHFV [5,16].

Finally, the L segment encodes a unique protein, the L protein, which possesses the
RNA-dependent RNA polymerase (RdRP) activity [8–10].

As previously mentioned, arenaviruses have only two segments, termed S and L.
Both segments encode two genes in an ambisense orientation separated by an intergenic
region [17]. The S segment encodes the NP and the GPC, which is further matured into the
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glycoproteins Gn and Gc. In addition to the L protein, the L segment encodes a zinc-binding
matrix protein termed Z protein [11].

4. Bunyavirus Cell Cycle

Despite the high number of virus species in the Bunyavirales order, their cycles share
similarities. The typical bunyaviruses cell cycle is briefly described here [3,10]. The viral
cycle is initiated upon the interaction between one or two glycoproteins located at the
surface of the virions with a cellular receptor. As far as we know, entry of all bunyaviruses
into cells is mediated by endocytosis. Following fusion between virion and endosomal
membranes, the viral genome is liberated into the cytoplasm. The protein L, which is
part of the RNPs and contains a RdRP domain, uses the segments as templates for the
production of messenger RNAs (mRNAs), which are translated into proteins thanks to the
cellular translation machinery. Bunyaviruses have developed a cap-snatching mechanism,
by which they steal the cap of cellular mRNAs in order to initiate the translation of viral
mRNAs [18]. Replication of the viral genome also is ensured by the RdRP domain of the
L protein. Viral genomic RNA is used as a template to generate a complementary RNA
intermediate known as antigenomic RNA, which is then encapsidated by the NP. These
antigenomic RNPs are later used as a template for the synthesis of new genomic RNPs.
Once the new RNPs and viral proteins are synthetized, assembly and budding occurs at
membranes of the Golgi apparatus. New virions are thought to leave the infected cell
by exocytosis.

5. Induction of Type I Interferons and Innate Immunity Following
Bunyavirus Infection

Upon infection, pathogens and their molecular associated patterns (PAMPs) are rec-
ognized by a large variety of cellular proteins known as pattern recognition receptors
(PRRs) [19,20]. PRRs can be found in the cytoplasm, such as in the family of the retinoic
acid-inducible gene-I (RIG-I)-like receptors (RLRs) and the family of nucleotide-binding
oligomerization domain (NOD)-like receptors (NLRs). More precisely, two RNA heli-
cases among the RLR family, RIG-I and the melanoma differentiation-associated protein 5
(MDA5), are the main intracellular receptors of viral RNA. Indeed, RIG-I is activated upon
binding to short double-stranded (ds) RNA molecules and to the triphosphate group at the
5′ end of viral single-stranded (ss) RNA, while MDA5 activation is dependent on longer
dsRNA structures [20,21]. Upon activation of these PRRs, signaling cascades are triggered,
involving the activation of TANK-binding kinase 1 (TBK1) and IκB kinase-ε (IKKε), which
in turn phosphorylate the IFN regulatory factors 3 and 7 (IRF3 and 7). IRF3 and IRF7 then
translocate into the nucleus to induce the transcription of genes encoding type I and type
III IFN [20], key factors of the innate immunity.

The activation of RIG-I is at the origin of the production of type I IFN upon infection
of some bunyaviruses such as JUNV [22] and SFTSV [23]. Moreover, isolated genomic
RNAs from particles of LASV or RVFV strongly activate the production of type I IFN in
a RIG-I-dependent manner [24]. Conversely, genomic RNAs isolated from CCHFV and
HTNV particles do not induce a RIG-I-dependent IFN production. Notably, the genomic
RNAs of both viruses are monophosphorylated at their 5′ end, instead of having a tri-
phosphorylated 5′ end (5′ppp). Thus, suggestions were made that the 5′ppp ssRNA of
bunyaviruses genomes are the PAMPs recognized by RIG-I. Additional data identified NP
associated with a 5′ppp dsRNA panhandle, as seen in the genome of bunyaviruses, as a
potent RIG-I activator [25]. Moreover, it was shown that despite having a 5′p end, HTNV
replication is still impaired by RIG-I, and that HTNV NP stimulates RIG-I signaling [26]. As
seen in HTNV, another study showed that CCHFV still activates RIG-I despite its modified
5′ end [27]. However, the implication of CCHFV NP as component of a putative PAMP
recognized by RIG-I was not assessed and further studies are warranted to decipher the
nature of CCHFV’s RIG-I-activating PAMP.

MDA5 also is implicated in the detection of bunyaviruses, like LCMV, as shown
by in vitro studies and in vivo studies in MDA5-knock-out (KO) mice. LCMV RNA was
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sufficient to induce in vitro production of type I IFN and interacts with MDA5, defining
it as putative PAMP [28]. However, live LCMV did not induce production of type I IFN,
suggesting that other LCMV components than LCMV RNA interfere with the production
of type I IFN, as later discussed in this review.

Other PRRs are also found at membranes, such as the plasma or endosomal mem-
branes, like the family of Toll-like receptors (TLRs). TLR3 implication in the induction
of IFN-mediated responses upon HTNV infection was shown in vitro but remains to be
confirmed in vivo [29]. Another TLR, TLR7, is implicated in LCMV-induced production of
type I IFN in plasmacytoid dendritic cells [30]. Finally, JUNV glycoproteins were found to
activate TLR2-mediated innate immune responses in vitro [31].

After their production, type I and type III IFN are secreted and act in an autocrine
and paracrine manner upon recognition by their receptors (IFN-α/β receptor (IFNAR1/2)
and IFN-λ receptor 1/interleukin-10 receptor 2 (IFNLR1/IL10R2) respectively), through
the activation of the janus kinases/signal transducer and activator of transcription pro-
teins (JAK/STAT) pathway. Binding of these IFNs to their cognate receptors triggers
phosphorylation of janus kinase 1 (JAK1) and tyrosine kinase 2 (TYK2), which leads to the
phosphorylation and association in a heterodimer of signal transduced and activator of tran-
scription proteins 1 and 2 (STAT1 and 2). After the recruitment of IRF9 and translocation
into the nucleus, this heterodimer activates the transcription of IFN-stimulated genes (ISGs),
with antiviral, immunomodulatory and antiproliferative properties (reviewed in [32]). The
ISGs induced by type III IFN overlap those induced by type I IFN, with type I IFN acting
in a more potent and rapid manner [33].

6. Inhibition of Bunyavirus by IFN-Stimulated Genes and Other Antiviral Factors

Upon bunyavirus infection and sensing by the PRRs, type I IFNs are produced. The
importance of the induction of type I IFN synthesis has been shown for some bunyaviruses,
like CCHFV, LACV, BUNV, HTNV, RVFV or Punta Toro virus (PTV). Indeed, for these
viruses, infection of IFN-deficient animal models leads to the development of a severe
disease, while the infection of immunocompetent animal models is less severe or even
asymptomatic [34–41]. This is a solid evidence for the importance of the IFN-induced
antiviral state against bunyaviruses, suggesting that some ISGs are restriction factors for
bunyaviruses. Recently, a mouse-adapted variant of CCHFV that recapitulates the disease
in immunocompetent mice was reported [42], but how the mutations found in this variant
enable the virus to escape the immune system of the immunocompetent mice remains
to be characterized. Moreover, bunyavirus infection induces the upregulation of the
expression of several known ISGs, as shown by different transcriptome analyses performed
on RVFV-infected human kidney or airway epithelial cells [43,44], on SBV-infected primary
bovine fibroblasts [45], or on LASV-exposed human or non-human primate peripheral
blood mononuclear cells [46,47]. In addition to ISGs, and independently of type I IFNs,
alternative host cell factors interacting with bunyaviruses also have an antiviral action. The
restriction factors currently known to exert an antiviral activity against bunyaviruses will
be described hereafter, along with their mechanism of action, when it is known. Figure 2
represents these restriction factors as well as the step of the viral cycle which is inhibited.

6.1. Restriction Factors Targeting Bunyaviruses Entry

As mentioned before, bunyaviruses are enveloped viruses that enter the cells via
endocytosis. Viral and cellular membrane fusion can occur in the early and late endosomes
or lysosomes, depending on the virus. To date, several proteins have been described to
interfere and inhibit the entry of bunyaviruses: the IFN-induced transmembrane (IFITM)
proteins, the γ-IFN-inducible lysosomal thiol reductase (GILT) and the cholesterol-25-
hydrolase (CH25H).
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enter the cell and release their genome into the cytoplasm (2, 3 and 4). Genomic RNA is then transcribed into mRNA (5 and
6), later translated into viral proteins (7 and 9). Moreover, genomic RNA is replicated (8). New virions assemble and exit
the cell (10, 11 and 12). Each step of the cycle can be inhibited by host restriction factors, which are written in red boxes.
ANDV: Andes virus; BUNV: Bunyamwera virus; CCHFV: Crimean-Congo hemorrhagic fever virus; DUGV: Dugbe virus;
HTNV: Hantaan virus; JUNV: Junín virus; LACV: La Crosse virus; LASV: Lassa virus; LCMV: lymphocytic choriomeningitis
virus; MACV: Machupo virus; PUUV: Puumala virus; RVFV: Rift Valley fever virus; SFNV: Sandfly fever Naples virus;
SFTSV: severe fever with thrombocytopenia syndrome virus; TULV: Tula virus. 2′-5′-OAS: 2′-5′-oligoadenylate synthetase;
CH25H: cholesterol-25-hydrolase; Dcp2: Decapping 2; IFI44: interferon (IFN)-induced protein 44; IFIT1: IFN-induced
protein with tetratricopeptide repeats 1; IFITM: IFN-induced transmembrane protein; ISG20: IFN-stimulated gene 20; GILT:
γ-IFN-inducible lysosomal thiol reductase; MOV10: Moloney leukemia virus 10 protein; Mx: myxovirus resistance protein;
PARP12L: long isoform of poly(ADP-ribose) polymerase 12; PKR: protein kinase R; PML: promyelocytic leukemia protein.

6.1.1. IFN-Induced Transmembrane Proteins (IFITMs)

In humans, five IFITMs have been described (IFITM1, IFITM2, IFITM3, IFITM5 and
IFITM10). They comprise two anti-parallel transmembrane domains, separated by a
short cytoplasmic domain. They are basally expressed, but their expression is robustly
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induced by type I IFN. IFITM proteins have been widely studied for their roles in many
biological processes, such as development and immune cell signaling [48]. Interestingly,
an antiviral role of IFITM1/2/3 has been described against a broad range of viruses, such
as influenza A virus (IAV) and human immunodeficiency virus type I (HIV-I) [49]. The
mechanisms of IFITMs restriction activity are still not well characterized, but seem to be
corroborated with their subcellular localization and appear to inhibit viral and cellular
membrane fusion. Indeed, these transmembrane proteins are located mostly in early or
late endosomes and lysosomes for IFITM2/3, whereas IFITM1 is located at the plasma
membrane. Correspondingly, IFITM2/3 efficiently restrict viruses entering the cytoplasm
via late endosomes, while IFITM1 more efficiently restricts viruses that enter the cytoplasm
via direct fusion with the plasma membrane or with the membrane of early endosomes [49].

To date, IFITMs have been shown to inhibit the in vitro infection of several bun-
yaviruses from different families, including RVFV, LACV, Andes virus (ANDV) and
HTNV [50,51] and Dugbe virus (DUGV) [52,53]. Some specificities exist: for example,
only IFITM2/3 restrict RVFV, only IFITM1/3 restrict DUGV, while all three IFITMs inhibit
LACV, ANDV and HTNV. For RVFV, a study suggested that IFITM2 and IFITM3 inhibit
fusion between viral and endosomal membranes, and consequently the release of RNPs
into the cytoplasm, as observed for other viruses such as IAV [50].

Although IFITM proteins inhibit some medically important bunyaviruses, its speci-
ficity remains to be understood. Indeed, IFITMs seem to have no effect on some other
bunyaviruses, such as CCHFV [50]. A study using pseudoparticles expressing the envelope
proteins of LCMV, LASV and MACV [54] revealed that they were not affected by IFITM
expression, suggesting that all three viruses are refractory to IFITMs restricting activity, as
CCHFV. Mechanisms of escape to IFITMs restricting activity have been described for other
viruses. For instance, IAV suppresses the expression of IFITM3 by activating p53 or degrad-
ing eukaryotic translation initiation factor B (eIF4B) [55,56]. For CCHFV, LCMV, LASV and
MACV, it remains to be understood how these viruses are able to escape IFITMs restriction.

6.1.2. γ-IFN-Inducible Lysosomal Thiol Reductase (GILT)

The γ-IFN-inducible lysosomal thiol reductase (GILT) is a protein located in the lyso-
somes of dendritic cells, macrophages or B lymphocytes, which has a role in the degradation
of cathepsin, as well as in facilitating antigen presentation by major histocompatibility com-
plexes (MHC) I and II. Because of its lysosomal localization, its restriction activity is thus
limited to viruses invading the cytoplasm via lysosomes, such as severe acute respiratory
syndrome coronavirus (SARS-CoV), Ebola virus (EBOV), and from the Bunyavirales order,
LASV, as shown by a study using pseudotyped retroviral particles expressing the envelope
glycoproteins of these viruses [57]. The restriction activity of GILT is notably linked to
its thiol reductase activity, as mutations of the reductase motif abolished GILT-mediated
restriction of viral entry. Importantly, GILT reduces the proteolytic activity of cathepsin
L, a lysosomal protease essential for the infectious entry of SARS-CoV and EBOV. GILT
inhibition of cellular entry of SARS-CoV and EBOV could therefore be linked to the inter-
ference with cathepsin L metabolism in a thiol reductase-dependent manner. However,
LASV entry does not rely on cathepsin L, explaining the necessity to further study the
mechanism of action of GILT restriction activity against this virus.

6.1.3. Cholesterol-25-hydrolase (CH25H)

The cholesterol-25-hydrolase (CH25H) and its enzymatic product 25-hydroxycholesterol
(25HC) are important regulators of cholesterol homeostasis [58]. In brief, CH25H and 25HC
inhibit the transcription factor sterol regulatory element-binding protein (SREBP) and
activate the transcription factor liver X receptor (LXR). These two transcriptional factors
have a great importance in modulating cellular cholesterol homeostasis. Moreover, 25HC
regulates the location of cholesterol molecules in membranes. The CH25H gene is an
ISG in mice and rhesus monkeys; yet whether CH25H is encoded by a human ISG is still
debated [58].
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Recently, CH25H and 25HC have been shown to exert an antiviral activity against
a large number of highly pathogenic viruses, such as HIV-1 or EBOV. To date, two mem-
bers among the Bunyavirales order are known to be inhibited by CH25H: RVFV [59] and
LASV [60]. CH25H induces cellular membrane changes that impair viral entry at the step
of membrane fusion for RVFV [59]. Of note, CCHFV entry is dependent on cholesterol [61],
and CH25H could have an impact on this step, which has hitherto not been studied. For
LASV, an alternative mechanism has been observed that differs from RVFV. Indeed, 25HC
induces changes in the glycosylation of the GP1 glycoprotein of LASV. GP1 is still incorpo-
rated to newly formed virions, but its binding to α-dystroglycan, the LASV attachment
and entry receptor, is impaired [60]. The mechanism by which 25HC induces these changes
in GP1 glycosylation is yet to be defined.

6.2. Restriction Factors Interfering with Genomic Transcription, Protein Translation and
Genomic Replication

Following the entry steps, the viral genome is released into the cell cytoplasm and a
first step of transcription occurs, followed by a step of replication. Numerous host factors
are known to interfere with these steps, as described in this review.

6.2.1. Myxovirus Resistance Protein A (MxA)

The Mx family GTPases is composed of MxA and MxB in humans (and Mx1 and
Mx2 in rodents). These type I and type III IFN-induced proteins have a well-described
antiviral activity against a broad range of viruses, with both RNA and DNA viruses being
susceptible to their antiviral action. They have a large GTPase domain at their amino-
terminus, followed by a central interacting domain and a carboxy-terminal leucine zipper
domain, and are located near the smooth endoplasmic reticulum [62].

The antiviral action of MxA against LACV is the most extensively described in the
Bunyavirales order, both in vitro and in vivo [39,63–67]. Its potential mechanism of action
relies on its interaction with LACV NP to sequester it in perinuclear complexes, rendering
it unavailable for the encapsidation of viral RNA, and thus interfering with genome repli-
cation [64,65]. CCHFV and DUGV are also inhibited in vitro by MxA [68,69]. For CCHFV,
as seen for LACV, MxA induces a perinuclear re-localization of CCHFV NP. However, this
antiviral activity of MxA was not confirmed in vivo for DUGV. Indeed, transgenic Ifnar−/−

mice constitutively expressing MxA were as sensitive to DUGV infection as Ifnar−/− mice,
suggesting that the presence of MxA alone does not confer any protection [38]. For han-
taviruses, the role of MxA is also controversial. MxA gene expression is upregulated
during infection with hantaviruses [70–72]. While some studies revealed an inhibition
of genome replication for HTNV, Puumala virus (PUUV) and Tula virus (TULV) when
MxA is overexpressed [63,73], another study showed that MxA silencing by knock-down
(KD) did not impair the IFN-induced inhibition of HTNV [74]. Finally, two members
of the Phenuiviridae family, RVFV and sandfly fever Naples virus (SFNV), are also both
inhibited upon MxA overexpression [63,67,75], and a study relying on the formation of
RVFV virus-like particles (VLPs) demonstrated that the viral primary transcription is the
cycle step targeted by MxA [76].

6.2.2. Protein Kinase R (PKR)

The protein kinase R (PKR) is a serine-threonine kinase that is constitutively expressed,
albeit in a latent and inactive form. Its expression is upregulated by type I IFNs. To be
activated, it needs to encounter, notably, dsRNA or 5′ppp ssRNA. Upon binding to one of
these triggers, PKR auto-phosphorylates and dimerizes. Once dimerized, active PKR phos-
phorylates the α-subunit of the eukaryotic translation initiation factor eIF2 (eIF2α), which
stops the translation process [62]. Because viruses need the cellular translation machinery
to translate their proteins, PKR is considered as a restricting factor for a high number
of viruses, including BUNV [77,78]. Indeed, BUNV infection leads to PKR-dependent
phosphorylation of eIF2α and in vivo studies performed on PKR-deficient laboratory mice
revealed a higher susceptibility to BUNV infection compared to wild-type mice [78]. As for
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RVFV, a natural isolate with a large depletion in the NSs gene (Clone 13) is susceptible to
PKR restriction, both in vitro and in vivo [79,80]. Compared to Clone 13, RVFV expressing
a complete NSs is much less susceptible to PKR restriction. These results suggest an antag-
onism function of RVFV NSs protein against PKR-mediated viral restriction, which is later
discussed in this review.

However, PKR does not restrict all bunyaviruses. Indeed, infection of PKR-deficient
laboratory mice with DUGV did not have an impact on their survival rate, suggesting
that PKR alone does not restrict the replication of this virus [38]. Moreover, while PKR
was activated in human cells upon infection by some arenaviruses (more precisely JUNV
and MACV), it did surprisingly not affect their viral replication. In the same study, LASV
infection of human cells did not activate PKR [81].

6.2.3. IFN-Induced Protein with Tetratricopeptide Repeats 1 (IFIT1)

The IFN-induced protein with tetratricopeptide repeats 1 (IFIT1) is a protein whose
ability to bind the 5′ppp end of RNA was discovered by co-immunoprecipitation of agarose
beads coupled to 5′ppp RNA in uninfected human embryonic kidney cells (HEK293) fol-
lowed by mass spectrometry experiments [82]. Following this discovery, the authors
performed KD experiment by small interfering (si) RNA of IFIT1 in HeLa cells and assessed
its effect in a context of infection. This KD led to an increased replication of NSs-deficient
RVFV Clone 13, suggesting that IFIT1 is a restriction factor against RVFV [82]. The mecha-
nism of action of this restricting activity might be linked to IFIT1 binding to 5′ppp RNA,
but this remains to be confirmed.

6.2.4. Long Isoform of Mono-ADP-ribosyltransferase 12 (PARP12L)

The poly (ADP-ribose) polymerases (PARPs) are enzymes catalyzing the transfer of
ADP-ribose units to target proteins using a nicotinamide adenine dinucleotide (NAD+) as
substrate. More specifically, PARP12 is a mono-ADP-ribosyltransferase whose expression
is IFN-induced and whose long isoform, PARP12L, was discovered to have an antiviral
effect against a virus from the Alphaviridae family, namely Venezuelan equine encephalitis
virus (VEEV). This antiviral activity was found to be broad-spectrum, since the replication
of RVFV was also inhibited by PARP12L in an overexpression system of PARP12L [83].
For VEEV, it was shown that PARP12L inhibits cellular and viral translation, like PKR.
However, it appears that PARP12L uses a different mechanism than PKR to inhibit transla-
tion, involving its binding to polysomes [84]. The same mechanism for RVFV PARP12L
restricting activity could be proposed but needs confirmation.

6.2.5. Decapping Protein 2 (Dcp2)

Decapping 2 (Dcp2) is a protein located in the P-bodies which is involved in the mRNA
decapping machinery. This machinery is essential to ensure the cellular RNA turnover, by
removing the protecting 7-methylguanylate (7 mG) cap present at the 5′ end of cellular
mRNAs. mRNAs ripped of their 5′ cap expose a 5′ monophosphate, which is target for
cellular exonucleases, thus begetting RNA degradation.

A genome-wide RNA interference (RNAi) screen performed in Drosophila cells, which
are used as an insect cell model useful to study arboviruses interactions with their vector,
identified Dcp2 as a potential host restriction factor for RVFV. Depletion or overexpression
experiments of Dcp2 in Drosophila cells led respectively to an increase and decrease of
RVFV transcription. These results were confirmed in a RNAi performed in adult flies:
Dcp2-depleted flies succumbed to RVFV infection, whereas control flies presented little
mortality. These results were extended to another bunyavirus transmitted by mosquitoes,
LACV [85]. A similar finding was described in plant cells for the tomato spotted wilt
virus (TSWV), a plant bunyavirus from the Tospoviridae family [86]. Notably, bunyaviruses
have developed a cap-snatching mechanism in order to protect their mRNAs and initiate
their translation [18,87]. Indeed, several strategies have been developed by viruses to
ensure the stability of their mRNA. All rely on the protection of their 5′ ends from cellular



Viruses 2021, 13, 784 11 of 29

exonucleases [88], whether it is by encoding their own capping machinery, by attaching a
small, viral-encoded protein to the 5′ end, or by stealing the 5′ end of host mRNAs thanks
to a viral-encoded endonuclease. This last strategy, called cap-snatching, ensures that viral
mRNAs become indistinguishable from endogenous mRNAs. Thus, it is thought that a
competition between the viral endonuclease responsible for cap-snatching and Dcp2 for
cellular mRNA caps is at the origin of the restricting activity of Dcp2. However, these
results remain to be confirmed in mammalian cells.

6.2.6. DDX17

DDX17 is a DEAD-box RNA helicase that has a major role in RNA metabolism.
DDX17 is the human homolog of Rm62, whose role in antiviral defense against both
RVFV and LACV was identified through RNAi screens in Drosophila cells and in adult
flies [89]. Conservation of the antiviral role of Rm62 in human cells was observed, as
DDX17 silencing in human cells led to an increased viral replication of both RVFV and
LACV. More precisely, DDX17 can interact with RVFV RNA, likely via the recognition of
defined structured viral RNA elements, notably the hairpin-like structures present in the
intergenic region on the S segment (between N and NSs) and in the 5′ non-coding region of
the S segment. It remains to be understood how this binding mediates an antiviral activity,
but it can be hypothesized that DDX17 acts as a sensor protein bringing viral RNA to the
degradation machinery, as it is known to interact with exonucleases or proteins involved
in the decapping machinery, like Dcp2. As a helicase, DDX17 may also unwind viral RNA
to facilitate its degradation. A recent biophysical study obtained evidence in support of the
latter hypothesis. Indeed, it was observed in vitro that DDX17 helicase domain interacts
with and unwinds the intergenic region of RVFV S segment along with S 5′ non-coding
region [90].

6.2.7. IFN-Induced Protein 44 (IFI44)

Little is known about the IFN-induced protein 44 (IFI44, previously known as MTAP44).
It was initially discovered in the context of hepatitis C virus (HCV) infection, for which
it does not have any antiviral activity described. Interestingly, its overexpression leads
to BUNV restriction in vitro, but the involved mechanism is yet to be understood [77].
However, in another study, IFI44 silencing by siRNA negatively affected LCMV replication,
suggesting that IFI44 is not a host restriction factor, but rather a host dependency factor for
LCMV [91].

6.2.8. Promyelocytic Leukemia Protein (PML)

Promyelocytic leukemia protein (PML) nuclear bodies (NBs) are nuclear structures
containing several proteins, among which PML, that contribute to the regulation of a large
number of key cellular processes, such as cell cycle progression, DNA damage response,
transcriptional regulation and apoptosis. PML expression is induced by type I IFNs.

In a context of LCMV infection, it was shown that PML-deficiency in murine embry-
onic fibroblasts leads to an increased LCMV replication and that overexpression of PML
results in diminished LCMV replication [92]. This LCMV-directed antiviral activity of PML
was confirmed in vivo in PML-deficient LCMV-infected laboratory mice, which exhibited
an accelerated onset of symptoms and higher viral loads compared to control mice [93].
Upon LCMV infection, it was shown that PML NBs are relocated to the cytoplasm follow-
ing an interaction of PML with the arenaviral Z protein [94]. However, the consequences of
this re-localization as well as the exact mechanism by which PML interferes with LCMV
replication remain to be understood.

6.2.9. Moloney Leukemia Virus 10 Protein (MOV10)

Moloney leukemia virus 10 protein (MOV10) is an RNA helicase with an important
role in regulating cellular mRNA stability and translation. Moreover, it has an antiviral
activity against a high number of viruses, including retroviruses [95], hepatitis B virus
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(HBV) [96], HCV [97] and some RNA viruses (vesicular stomatitis virus (VSV) [98] and
IAV [99]). For retroviruses like HIV-1, MOV10 is known to interfere with viral reverse
transcription, which could explain its antiviral activity. However, for some other viruses,
like hepatitis D virus, MOV10 has a proviral rather than an antiviral activity [100].

The role of MOV10 during bunyaviral infections was only recently studied [101].
It was shown that SFTSV infection specifically upregulates MOV10 expression in vitro
and that MOV10 inhibits the replication of SFTSV and other related viruses (Heartland
virus (HRTV) and Guertu virus (GTV)) in infected cells. This antiviral activity of MOV10
was confirmed in vivo in MOV10-KD mice, in which SFTSV viral loads were significantly
lower than in control, SFTSV-infected mice. The helicase function of MOV10 was found to
be dispensable for MOV10 SFTSV-directed antiviral activity. However, MOV10 interacts
with the NP of SFTSV, and this interaction was found to be essential for MOV10 antiviral
activity, as it impairs NP oligomerization and NP interactions with viral RNA and with the
L protein. Thus, the assembly of RNPs is inhibited. As the NP of SFTSV shows only low
sequence identity with other bunyaviruses, it remains to be further investigated whether
MOV10 has an antiviral activity against other members of the order.

6.2.10. IFN-Stimulated Gene 20 (ISG20)

IFN-stimulated gene 20 (ISG20) is an exonuclease known as a restriction factor for
multiple viruses, including for instance HBV and HCV [102,103]. In a flow-cytometry-based
gain-of-function screen of 488 ISGs, ISG20 was notably found to be a potent restriction
factor against BUNV [53]. As seen for HBV, ISG20 antiviral activity against BUNV is linked
to its exonuclease activity. Indeed, mutations in its active exonuclease site abrogated its
antiviral effects against BUNV. The antiviral effect against BUNV of endogenous ISG20 was
confirmed by short hairpin (sh) RNA-mediated KD of ISG20. Moreover, in vitro gain-of-
function experiments conducted upon other bunyaviral infections demonstrated a specific
effect of ISG20. Indeed, while DUGV and PUUV also were inhibited by the overexpressed
ISG20, phenuiviruses appeared resistant to ISG20 antiviral activity.

6.2.11. 2′-5′-Oligoadenylate Synthetase (2′-5′-OAS)/RNase L

The 2′-5′-oligoadenylate synthetase (2′-5′-OAS) is a constitutively expressed enzyme
whose production is upregulated by IFN and which is activated by dsRNA. It catalyzes
the synthesis of 2′-5′-oligoadenylates, which bind and activate the latent endoribonuclease
RNase L. Once activated, RNase L degrades ssRNAs and therefore inhibits viral repli-
cation [62]. As such, it is considered as a potent restriction factor for a broad range of
viruses. Concerning bunyaviruses, only a few studies have attempted to determine the
implication of 2′-5′-OAS/RNase L system as a host restriction factor. Some microarray
experiments performed on cells infected with hantaviruses revealed an upregulation of the
expression of the 2′-5′-OAS [70,71], however further studies are needed to determine the
consequences of this upregulation. Moreover, the depletion of 2′-5′-OAS by RNAi led to an
increase in the viral replication of a NSs-depleted RVFV, suggesting a potential restricting
role of 2′-5′-OAS that still needs to be characterized [104]. However, the 2′-5′-OAS/RNase
L system does not seem to restrict BUNV replication, as shown by in vivo experiments
conducted in RNase L-deficient mice [78].

6.3. Restrictions Factors Blocking Viral Assembly and Egress

The last steps of the viral cycle lead to the clustering of virus assembly factors at
the site of assembly, the assembly and envelopment of viral particles, and the egress of
newly formed virions. Relative to other viral cycle steps, only few restriction factors have
been described to play a role at this stage. Among them, viperin (virus inhibitory protein,
endoplasmic reticulum-associated, IFN-inducible) and tetherin have both been identified
as restriction factors of some viruses from the Bunyavirales order.
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6.3.1. Viperin

Viperin is encoded by an ISG and localizes in the endoplasmic reticulum and in lipid
droplets. Its antiviral action has been described for a large number of viruses.

Notably, viperin is upregulated upon LCMV infection [105]. Similar findings were
reported for JUNV, and viperin overexpression led to a strong antiviral effect against JUNV
by inhibiting infectious virus release [106]. This phenomenon may be explained by two
mechanisms. First, viperin overexpression leads to a mislocalization of viral glycoproteins,
hence perturbing viral assembly or virion morphogenesis. Second, it leads to an altered
lipogenesis that could prevent JUNV to use the lipid rafts for virion budding. However,
viperin could also have an antiviral role at an earlier step of JUNV cycle. Indeed, it has
been shown that viperin overexpression in JUNV-infected cells leads to a decreased viral
RNA transcription. Moreover, JUNV NP interacts with viperin. Taken together, these data
suggest that viperin might interact with JUNV NP to counteract its function on genome
viral transcription and replication [106].

BUNV has also been shown to be regulated by viperin [77]. However, unlike JUNV,
viperin expression is not upregulated upon BUNV infection, except when a recombinant
virus whose NSs has been deleted is used, suggesting a role of NSs to counteract the
regulatory action of viperin. The exact mechanism of viperin restriction activity for BUNV
remains to be elucidated.

6.3.2. Tetherin

Tetherin, also known as bone marrow stromal antigen 2 (BST-2), is encoded by an ISG.
This protein is a type II transmembrane protein whose ectodomain structure is linked to an
amino-terminal transmembrane region and a glycosylphosphatidylinositol (GPI) anchor
at its carboxy-terminus. In humans, tetherin is located at the trans-Golgi network (TGN),
endosomes and within lipid rafts at the plasma membrane.

Tetherin was initially found to be a potent antiviral factor of HIV-1 that is counter-
acted by the viral protein Vpu. Its name reflects its ability to restrict the release of HIV-1
by retaining the viral particle at the cell membrane, like an anchor. This protein has a
propension to form homodimers, and it was also shown that it can be incorporated into the
viral membrane of HIV-1 [107]. Therefore, a model of antiviral activity has been proposed
for this protein in which homodimerization between tetherin monomers from cellular and
viral membranes is at the origin of the retention of the virion at the cell membrane.

Since then, tetherin was found to inhibit a large number of enveloped viruses [108],
including bunyaviruses such as arenaviruses like LASV, MACV and JUNV [109]. Notably,
the release of LASV and JUNV VLPs based on the expression of its matrix protein Z [110]
as well as infectious LASV, JUNV and MACV [109,111] is restricted by tetherin. The
mechanism does not involve tetherin dimerization [112], in contrast to what had first been
proposed for HIV-1. Moreover, further studies are needed to know whether tetherin is
incorporated into the membrane of arenaviruses, as seen for HIV-1. Notably, RVFV was
found to be refractory to tetherin restriction activity [109].

Tetherin demonstrates species-related specificities, which have repercussions on its
ability to inhibit some viruses from the Bunyavirales order, such as peribunyaviruses. This
family contains viruses which are pathogenic for humans (like OROV and LACV), for
ruminants (like SBV, Akabane virus (AKAV) and Sathuperi virus (SATV)), or both (like
Cache Valley virus (CVV)). Interestingly, SBV, AKAV and SATV (which are viruses with a
ruminant tropism) are restricted by human tetherin, but not by sheep tetherin. For SBV,
human tetherin was found to induce a reduction of the incorporation of the Gc glycoprotein
into SBV virions. Conversely, OROV and LACV (which are viruses with a human tropism)
are restricted by sheep tetherin, but not by human tetherin. CVV, which has both a human
and a ruminant tropism, was restricted by neither human tetherin nor sheep tetherin. Thus,
the species-related specificities of tetherin might in part explain the host species range of
these pathogens [113].
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7. Escape of Antiviral Responses by Bunyaviruses

Bunyaviruses have developed numerous strategies to escape the antiviral responses.
As seen previously, a large number of known bunyaviruses restricting factors are dependent
on the IFN response. Thus, to escape efficiently host antiviral responses, bunyaviruses
either inhibit the production of IFN or diminish the IFN-induced response. But some
restricting factors also are counteracted directly by bunyaviruses, such as PKR and tetherin.
The different strategies developed to escape host antiviral responses are schematically
summarized in Figure 3.
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retinoic acid-inducible gene-I; STAT: signal transducer and activator of transcription; TBK1: TANK-binding kinase 1; TLR:
Toll-like receptor; TYK2: tyrosine kinase 2. ANDV: Andes virus; CCHFV: Crimean-Congo hemorrhagic fever virus; JUNV:
Junín virus; HTNV: Hantaan virus; LACV: La Crosse virus; LASV: Lassa virus; LCMV: lymphocytic choriomeningitis virus;
PTV: Punta Toro virus; RVFV: Rift valley fever virus; SBV: Schmallenberg virus; SFTSV: severe fever with thrombocytopenia
virus; SFSV: Sandfly fever Sicilian virus; TOSV: Toscana virus.

7.1. Escape from the PRRs Recognition

In order to inhibit the production of IFN which leads to an antiviral state, some
viruses act at the very beginning of the IFN production signaling cascade. They avoid
being recognized by the PRRs through strategies involving the modification or degradation
of PAMPs.

7.1.1. Modification of PAMPs: Processing of the Genome

Bunyaviruses do not produce high amounts of dsRNA, which is an important PAMP [114].
However, their ssRNA genome possesses a 5′ppp end, which is a potent trigger of
RIG-I-mediated IFN production [24]. Yet, as already described, both nairoviruses and
hantaviruses have developed an alternative strategy that is supposed to avoid recogni-
tion by RIG-I: during replication, the 5′ end of their genome is processed to be mono-
phosphorylated rather than tri-phosphorylated [24]. The exact mechanism by which these
5′p ends are generated remains to be fully understood. However, despite this strategy, both
CCHFV and HTNV still induce a RIG-I-dependent IFN production [26,27], suggesting that
an alternative PAMP is at the origin of a RIG-I-mediated detection of viral RNAs by the host
cell. The role of HTNV NP in RIG-I activation was already mentioned in this review [26].
Moreover, the complementary antigenomic RNA could be a PAMP itself, as it does interact
with less affinity than genomic RNA with the NP, as shown for hantaviruses [115], and
could thus be more accessible to RIG-I sensing by lack of NP-mediated protection from
detection. Alternatively, the production of 5′ monophosphorylated ends might involve the
generation of 5′ppp intermediates or truncated defective interfering (DI) particles, which
could be putative PAMPs. More studies are necessary to determine the PAMPs at the origin
of the PRR-mediated IFN production.

7.1.2. Degradation of PAMPs

dsRNA is an important PAMP and is recognized by RIG-I and PKR. Even though
bunyaviruses do not produce high amounts of dsRNA, it can still trigger the activation
of these sensors. To inhibit the dsRNA-mediated activation of RIG-I and PKR, LASV
NP exhibits a dsRNA-specific exonuclease activity. This activity was shown to inhibit
the accumulation of viral PAMPs, and consequently enables the virus to escape PRR
recognition [116–119].

7.2. Inhibition of the Production of IFNs

Inhibiting the production of IFNs is an important and widely developed strategy by
viruses to avoid the establishment of an antiviral state. Bunyaviruses inhibit the production
of IFNs by either inducing a cellular transcriptional and translational shutoff or interfering
with the signaling cascade leading to the production of IFN.

7.2.1. Global Cellular Transcriptional and Translational Shutoff

The S segment of bunyaviruses, with the exception of arenaviruses, encodes a non-
structural protein termed NSs, which has already been mentioned as a modulator of
several restriction factors. The NSs protein of RVFV was the first one to be identified
as an IFN-antagonist [35,120]. Since then, the NSs proteins from other phenuiviruses
(PTV [121], Toscana virus [122], Sandfly fever Sicilian virus (SFSV) [123], SFTSV [124]),
from peribunyaviruses (LACV [37], BUNV [125,126], OROV [127], SBV [128]), or from
hantaviruses (TULV and PUUV [129], ANDV [130]) also were found to be IFN-antagonists.
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RVFV NSs counteraction of the IFN-mediated response is the most extensively studied
and relies on its ability to induce a global cellular transcriptional shutoff [131]. Indeed,
it was shown that NSs interacts with the p44 component of the transcription factor II H
(TFIIH), a general transcription factor that recruits the RNA polymerase II to the promoters,
and sequesters it into nuclear filamentous structures to prevent the assembly of TFIIH [132].
Moreover, it also interacts with the p62 subunit of TFIIH [133] and promotes its proteasomal
degradation [134] by recruiting the F-box protein FBXO3 [135], a substrate recognition
component of modular E3 ubiquitin ligases of the Skp1, Cullin1, F-box (SCF) protein type.
Finally, RVFV NSs expression was also reported to correlate with a block of nuclear host
mRNA export [136]. As a result of these events, IFN production is negatively impacted.
However, NSs also specifically targets IFN synthesis by interacting with a component of
a host transcriptional suppressor complex specifically regulating IFN-ß expression, the
Sin3A-associated protein (SAP30). Indeed, a recombinant RVFV virus in which NSs is
deleted for the region of interaction with SAP30 was found to be unable to inhibit IFN
response and to be avirulent in mice [137]. The interaction of NSs with SAP30 leads to
the formation of a repression complex on the IFN-ß promoter. Consequently, the IFN-ß
production is negatively impacted.

Some differences in NSs functions are found among phenuiviruses. For example, as
RVFV NSs, PTV and SFSV NSs inhibit host transcription. On the contrary, TOSV NSs does
not affect cellular transcription [122]. Finally, UUKV NSs was found to only have a weak
IFN-antagonist effect [138].

Notably, phenuiviruses NSs is expressed in an ambisense coding strategy from the
S segment. Thus, it is expected to be expressed only at later stages of infection, during
the secondary transcription round. This is contradictory with its IFN-antagonism activity,
which happens at early stages of infection. However, it was reported that antigenomic
RNA segments, like genomic segments, are packaged into the virions for both RVFV and
UUKV and are therefore transcribed during primary transcription [139–141]. Thus, NSs
protein is also likely produced at early stages of infection.

As for peribunyaviruses, NSs induces a massive and rapid inhibition of cellular
mRNA transcription. Indeed, NSs of both BUNV and LACV directly interfere with the
cellular RNA polymerase II, by reducing the phosphorylation of its carboxy-terminal
domain for BUNV (which is necessary for mRNA elongation) [126] and by additionally
degrading its large subunit RPB1 for LACV by a mechanism involving the cellular E3
ubiquitin ligase subunit, Elongin C [142,143]. Like LACV, SBV NSs also induces RPB1
degradation [128,144].

CCHFV was also reported to express a NSs protein that undergoes rapid proteasomal
degradation [15]. However, an IFN-antagonist activity was not described for this protein.
To date, whether other members of the Nairoviridae family encode a functional NSs is
unknown. It is therefore expected that nairoviruses have developed an NSs-independent
strategy to escape the innate immune response, as mentioned hereafter.

7.2.2. Interference with the IFN Production Pathway

• Alteration of post-translational modifications of key factors from the IFN production
pathway: deubiquitination and deISGylation

The type I IFN response is highly regulated and relies, notably, on post-translational
modifications of several key actors of the type I IFN response by ubiquitin (Ub) [145,146].
For instance, K63-linked polyubiquitination is necessary for the activation of several
components of the pathway, including RIG-I [147]. Global ubiquitination is regulated by a
number of cellular deubiquitinases (DUB), among which the ovarian tumor protease (OTU)
subfamily [148,149].

Relative to other bunyaviruses, nairoviruses encode a particularly large L protein of
roughly 12 kb. Studies showed that several nairoviruses have an OTU-like protease motif at
the N-terminus of their L protein [150–152], which is absent in the L proteins of other bun-
yaviruses, except for one plant virus from the Phenuiviridae family, the rice stripe tenuivirus
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(RSV), which also encodes an OTU domain [153,154]. The similarity of this domain with
cellular OTU proteins suggests that it may be involved in deubiquitination. Indeed, several
biochemical and structural analysis of OTU domains of different nairoviruses corroborate
this hypothesis [155–159]. Biochemical and structural studies of nairoviral OTU domains
first focused on CCHFV or closely CCHFV-related nairoviruses, including NSDV, Ganjam
virus (GANV), DUGV and Erve virus (ERVEV) [160–164]. However, recently, two global
studies comparing the DUB activity of 12 nairoviruses [165] showed that nairoviral OTUs
differ in their DUB activity and can therefore be divided into groups possessing high,
moderate or low deubiquitinase activity. These differences can notably be explained by
the fact that there is a high degree of diversity between nairoviral OTUs, with sometimes
less than 25% amino acid identity with CCHFV OTU domain [165]. However, globally, a
higher activity toward K6-, K11-, K48- and K63-linked Ub was observed. By disrupting
these ubiquitinase functions, nairoviral OTUs dampen antiviral responses.

By removing post-translational modifications essential for the innate immune signaling
pathways, the nairoviral OTU domains are able to dampen antiviral responses, as shown
by several studies relying on the overexpression of the isolated OTU domains [155–157]
(Figure 4). Moreover, the immunomodulatory effects of DUB activities of the CCHFV OTU
domain have been observed in a reverse genetic system. Indeed, a reduced activation of key
components of the innate immune response (including RIG-I) was observed upon infection
with wild-type CCHFV, while infection with a mutated CCHFV whose OTU lacked DUB
activity led to the establishment of an antiviral state in infected cells [159]. However, when
associated with the full-length L protein, the ability of the OTU domain to suppress the
type I IFN-mediated immune response seems to be reduced [155–157] and a study using a
CCHFV VLP system with a protease-negative OTU mutant in immunocompetent cells re-
vealed that IFN induction was not impacted upon infection [166], adding more complexity
to the understanding of the contribution of the OTU domain in the antiviral response.
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It is worth noting that studies on nairoviral OTU domains also highlighted an addi-
tional activity of viral OTUs compared to cellular DUB proteins of the OTU family, namely
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the deISGylase activity [155–159] (Figure 4). Type I IFN induces the expression of a 15 kDa
protein, the IFN-stimulated gene 15 (ISG15), which is a member of the ubiquitin fam-
ily [167]. ISG15 can be covalently conjugated onto target proteins via an enzymatic cascade
called ISGylation [168]. This protein, conjugated or in its free intracellular or extracellular
form, is known to antagonize viral replication during acute and latent infections, although
its activity, being diverse, pathogen- and host species-dependent [169,170], is not well un-
derstood. Interfering with ISG15 conjugation could enable nairoviruses to escape the innate
immune response. As for the DUB activity of nairoviral OTUs, the deISGylase activity of
nairoviral OTUs also is diverse among nairoviruses, which could reflect an adaptation of
the virus to its host. Indeed, ISG15 is a protein that is found only in vertebrates and that is
highly divergent between species. The preferences toward the ISG15 from one or another
species generally reflects the preferential hosts infected by the virus [171], hinting that a
co-evolution process may have contributed to these specificities.

• Inhibition of the activation of RIG-I

RIG-I is one of the main sensors of bunyaviruses infection at the origin of IFN pro-
duction. Some viruses from this order have therefore developed strategies to inhibit its
activation. For instance, TOSV NSs interacts with RIG-I and triggers its proteasomal
degradation [172].

As for arenaviruses, transfection of LCMV NP and LCMV RNA led to a decrease
in LCMV RNA-induced activation of the type I IFN in vitro [28]. Moreover, LCMV NP
was found to bind both RIG-I and MDA5. Yet, two NP mutants that do not inhibit
the type I IFN signaling pathway also bind both RLRs, suggesting that RIG-I or MDA5
binding by NP is not sufficient to inhibit their activation and suggesting the necessity of
another viral factor to efficiently counteract the RLR-mediated antiviral effects for these
viruses [28]. In fact, the Z protein encoded by the L segment of arenaviruses was reported
to inhibit the activation of RIG-I. Indeed, the Z proteins of four New-World arenaviruses,
Guanarito virus (GTOV), JUNV, MACV and Sabiá virus (SBAV) were reported to bind
RIG-I by co-immunoprecipitation experiments, which resulted in the downregulation of
the IFN response [173]. However, in this study, this property was not shared by Old-World
arenaviruses like LCMV or LASV, whereas in another study, all pathogenic arenaviruses,
including LCMV and LASV, were found to have a Z-mediated inhibition of RLR-induced
IFN production [174]. These controversial results can be explained by differences in the
experimental systems, such as for instance the Z expression levels. The study of Z proteins
in an infectious context is therefore necessary to better understand whether they are able to
counteract the innate immune responses.

• Interference with the IFN production pathway

Another strategy for viruses to escape the host innate immunity is to inhibit the pro-
duction of IFN by disrupting the signaling cascade leading to its production. Bunyaviruses
have developed several ways to achieve this.

For instance, the arenaviral NPs inhibit the nuclear translocation and the transcrip-
tional activity of IRF3 and of the nuclear factor κ-light-chain-enhancer of activated B cells
(NF-κB), both key factors of the IFN production pathway [28,175–177]. More specifically,
LCMV and JUNV NPs associate with IKKε and block its ability to phosphorylate IRF3 [178].

Hantaviruses NPs are also known to antagonize type I IFN responses [179–181]. More
precisely, HTNV NP reduces the nuclear translocation of NF-κB, by interacting with im-
portin α proteins involved in the nuclear shuttling of NF-κB, thus inducing a sequestration
of NF-κB into the cytoplasm and inhibiting IFN production [179–182]. However, the NP
proteins of other hantaviruses (ANDV, SNV, New York virus (NYV) and PHV) have no ef-
fect on NF-κB activation [183]. But recent studies revealed that ANDV NP is able to inhibit
TBK1 and IKKε activation by an as yet unknown mechanism [183–185]. This activity of
ANDV NP seemed not to be shared by other viruses, like SNV, NYV and PHV. Additionally,
ANDV GPC was also found to inhibit the type I IFN induction, as well as SNV GPC [185].
Moreover, several reports showed that the ectopic expression of the cytoplasmic tail of the
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glycoprotein Gn of some hantaviruses (ANDV, NYV and TULV) leads to the inhibition of
IRF3 activation [186–188]. This shows that glycoproteins can also be involved in the antag-
onism of the cellular antiviral responses by blocking IFN production. Furthermore, a study
focusing on ANDV NSs protein showed that it acts as an IFN-antagonist by suppressing
signals downstream of the RIG-I/MDA5 pathway but upstream of TBK1 [130].

Like the NSs of other phenuiviruses, SFTSV NSs has an immunomodulatory role,
but its mechanism is different than the other phenuiviruses NSs. Indeed, SFTSV NSs
is concentrated in cytoplasmic structures where it interacts with and sequesters several
components of the RIG-I pathway, like RIG-I itself, tripartite motif-containing 25 protein
(TRIM25) (a RIG-I-activating E3 ubiquitin ligase), TBK1 and IRF7 [23,124,189–194]. The
IFN production pathway is therefore disrupted.

7.3. Inhibition of the Production of ISGs

Another strategy developed by viruses to inhibit the antiviral effects of IFN is to
inhibit the production of ISGs, by interfering with the JAK/STAT pathway. For ANDV, this
mechanism relies on the NP- and GPC-induced inhibition of STAT1 phosphorylation and
nuclear translocation, thus inhibiting the production of ISGs [185,195]. For SNV, another
hantavirus, while NP was not able to inhibit the IFN-induced transcription of ISGs, GPC
was [185].

NSs of SFTSV was already mentioned for its ability to induce the sequestration of key
components of the IFN production pathway. In addition, it was also found to sequester
STAT1 and STAT2 into inclusion bodies, therefore interfering with the production of
ISGs [196].

7.4. Inhibition of the Activity of Restriction Factors

Finally, some aforementioned restriction factors are directly inhibited by bunyaviral
components and are consequently unable to exert their restricting activity.

7.4.1. Inhibition of PKR

As previously mentioned, RVFV NSs has an important role in inhibiting IFN pro-
duction by inducing a global as well as an IFN-specific transcriptional shutoff. However,
IFN is still produced during RVFV infection and leads to the expression and activation of
ISGs, like PKR. RVFV NSs notably counteracts the aforementioned PKR-induced inhibition
of translation by inducing its proteasomal degradation [79,80,131]. This degradation is
initiated by the recruitment by NSs of two F-box proteins, FBXW11 and β-TRCP1 [197,198].
Once more, differences exist between the NSs of phenuiviruses. Indeed, TOSV NSs effi-
ciently induces PKR degradation [199], while PTV and SFSV NSs do not affect cellular
levels of PKR [123,199].

Instead of degrading PKR, ANDV NP has developed another strategy. Indeed, in an
overexpression system, ANDV NP inhibited PKR dimerization which is necessary for its
activation [200], as seen for HCV NS5A protein [201]. HCV NS5A was found to bind to the
dimerization site of PKR; in contrast, ANDV NP did not bind PKR. Thus, it remains to be
understood how NP inhibits PKR dimerization.

7.4.2. Inhibition of Tetherin

As mentioned above, JUNV egress is restricted by tetherin, as shown by the retention
of JUNV VLPs based on the expression of the Z protein by tetherin [111]. Interestingly,
JUNV NP seems to antagonize tetherin’s antiviral action, as overexpression of NP was
able to rescue JUNV VLPs production. Moreover, JUNV NP tetherin antagonism was
shown to be broad-spectrum. Indeed, its overexpression also led to the production of
EBOV VLPs based on the expression of the matrix protein VP40, which are sensible to
tetherin restriction activity. However, exactly how JUNV NP antagonizes tetherin remains
to be determined.
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8. Concluding Remarks

A plethora of host factors have been described to inhibit bunyaviruses infections,
through mechanisms that vary depending on the host proteins but also on the targeted
virus. Many restriction factors display a broad-spectrum antiviral activity, such as IFITMs,
PKR, viperin or tetherin, as they target conserved features of virus replication such as
virus entry, genomic replication, protein translation and virus egress. However, the role
of hundreds of ISGs and host factors that are activated upon bunyavirus infection is
still unknown. In the future, further genome-wide approaches, such as RNAi screens or
CRISPR/Cas9 activation or knock-out screens will help to define important restriction
factors that target bunyaviruses.

Gaining more knowledge about the strategies developed by bunyaviruses to escape
the host antiviral state might be helpful to determine important and promising viral
targets. Indeed, their inhibition could lead to the establishment of an efficient antiviral
state that counteracts infection. The development of reverse genetic systems enabling the
production of recombinant viruses or VLPs allowed the discovery of the role of some viral
proteins, such as NSs of RVFV or the OTU domain of nairoviruses, which have a role
in counteracting the innate immune responses. For phenuiviruses such as RVFV, whose
NSs role in IFN-antagonism has been widely described, live attenuated virus vaccines
in which NSs is deleted were developed and are much less virulent than the wild-type
virus. The naturally attenuated mutant Clone 13 of RVFV has a deletion of 70% of its
NSs gene and as many studies showed its immunogenicity and innocuity, it is therefore
used as a live attenuated vaccine in livestock [202]. Other live attenuated vaccines are
widely and safely used, such as the 17D strain of the yellow fever virus. One major obstacle
of using live attenuated vaccines is the risk of their reversion to virulence, as seen for
circulating vaccine-derived polioviruses (cVDPVs) [203]. However, Clone 13 does not
revert to virulence upon experimental animal passage, suggesting that this risk under
natural conditions is very low [204]. For CCHFV, it was recently shown that the stable
occupancy of the CCHFV-encoded DUB with a Ub variant, blocking OTU DUB activity,
blocked viral infection in addition to enhancing host antiviral responses [205]. Therefore,
small antiviral molecules targeting its OTU domain could represent a promising area of
antiviral research. These two examples provide elegant proofs of the great potential of
targeting viral IFN-antagonists to design specific therapeutics or new efficient vaccines,
and this area of research should be further developed.
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1. Abudurexiti, A.; Adkins, S.; Alioto, D.; Alkhovsky, S.V.; Avšič-Županc, T.; Ballinger, M.J.; Bente, D.A.; Beer, M.; Bergeron, É.;

Blair, C.D.; et al. Taxonomy of the Order Bunyavirales: Update 2019. Arch. Virol. 2019, 164, 1949–1965. [CrossRef] [PubMed]
2. Linero, F.N.; Sepúlveda, C.S.; Giovannoni, F.; Castilla, V.; García, C.C.; Scolaro, L.A.; Damonte, E.B. Host Cell Factors as Antiviral

Targets in Arenavirus Infection. Viruses 2012, 4, 1569–1591. [CrossRef] [PubMed]
3. Elliott, R.M.; Weber, F. Bunyaviruses and the Type I Interferon System. Viruses 2009, 1, 1003–1021. [CrossRef] [PubMed]
4. Lasecka, L.; Baron, M.D. The Molecular Biology of Nairoviruses, an Emerging Group of Tick-borne Arboviruses. Arch. Virol. 2014,

159, 1249–1265. [CrossRef] [PubMed]
5. Eifan, S.; Schnettler, E.; Dietrich, I.; Kohl, A.; Blomström, A.-L. Non-Structural Proteins of Arthropod-Borne Bunyaviruses: Roles

and Functions. Viruses 2013, 5, 2447–2468. [CrossRef] [PubMed]
6. Wuerth, J.D.; Weber, F. Phleboviruses and the Type I Interferon Response. Viruses 2016, 8, 174. [CrossRef] [PubMed]
7. Prioritizing Diseases for Research and Development in Emergency Contexts. Available online: https://www.who.int/activities/

prioritizing-diseases-for-research-and-development-in-emergency-contexts (accessed on 16 March 2021).
8. Hughes, H.R.; Adkins, S.; Alkhovskiy, S.; Beer, M.; Blair, C.; Calisher, C.H.; Drebot, M.; Lambert, A.J.; De Souza, W.M.;

Marklewitz, M.; et al. ICTV Virus Taxonomy Profile: Peribunyaviridae. J. Gen. Virol. 2020, 101, 1–2. [CrossRef]
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