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Abstract

G3BP-1 and -2 (hereafter referred to as G3BP) are multifunctional RNA-binding proteins
involved in stress granule (SG) assembly. Viruses from diverse families target G3BP for
recruitment to replication or transcription complexes in order to block SG assembly but also
to acquire pro-viral effects via other unknown functions of G3BP. The Old World alpha-
viruses, including Semliki Forest virus (SFV) and chikungunya virus (CHIKV) recruit G3BP
into viral replication complexes, via an interaction between FGDF motifs in the C-terminus of
the viral non-structural protein 3 (nsP3) and the NTF2-like domain of G3BP. To study poten-
tial proviral roles of G3BP, we used human osteosarcoma (U20S) cell lines lacking endoge-
nous G3BP generated using CRISPR-Cas9 and reconstituted with a panel of G3BP1
mutants and truncation variants. While SFV replicated with varying efficiency in all cell lines,
CHIKYV could only replicate in cells expressing G3BP1 variants containing both the NTF2-
like and the RGG domains. The ability of SFV to replicate in the absence of G3BP allowed
us to study effects of different domains of the protein. We used immunoprecipitation to dem-
onstrate that that both NTF2-like and RGG domains are necessary for the formation a com-
plex between nsP3, G3BP1 and the 40S ribosomal subunit. Electron microscopy of SFV-
infected cells revealed that formation of nsP3:G3BP1 complexes via the NTF2-like domain
was necessary for clustering of cytopathic vacuoles (CPVs) and that the presence of the
RGG domain was necessary for accumulation of electron dense material containing G3BP1
and nsP3 surrounding the CPV clusters. Clustered CPVs also exhibited localised high levels
of translation of viral MRNAs as detected by ribopuromycylation staining. These data con-
firm that G3BP is a ribosomal binding protein and reveal that alphaviral nsP3 uses G3BP to
concentrate viral replication complexes and to recruit the translation initiation machinery,
promoting the efficient translation of viral mMRNAs.
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Author summary

In order to repel viral infections, cells activate stress responses. One such response
involves inhibition of translation and restricted availability of the translation machinery
via the formation of stress granules. However, the host translation machinery is absolutely
essential for synthesis of viral proteins and consequently viruses have developed a broad
spectrum of strategies to circumvent this restriction. Old World alphaviruses, such as
Semliki Forest virus (SFV) and chikungunya virus (CHIKV), interfere with stress granule
formation by sequestration of G3BP, a stress granule nucleating protein, mediated by the
viral non-structural protein 3 (nsP3). Here we show that nsP3:G3BP complexes engage
factors of the host translation machinery, which during the course of infection accumulate
in the vicinity of viral replication complexes. Accordingly, we demonstrate that the nsP3:
G3BP interaction is required for high localized translational activity around viral replica-
tion complexes. We find the RGG domain of G3BP to be essential for the recruitment of
the host translation machinery. In cells expressing mutant G3BP lacking the RGG
domain, SFV replication was attenuated, but detectable, while CHIKV was essentially
non-viable. Our data demonstrate a novel mechanism by which viruses can recruit factors
of the translation machinery in a G3BP-dependent manner.

Introduction

Viral infections are inevitably accompanied by a competitive crosstalk between the host and
the pathogen, engaging a complex network of protein-protein interactions. Since exploitation
of host resources is crucial for the viral replication cycle, host responses aim to interfere with
such measures and to clear the threat. Consequently, viruses have evolved to target host pro-
teins involved in cellular defence mechanisms. G3BP-1 and -2 (hereafter jointly referred to as
G3BP) are homologous proteins with critical roles in the assembly of cellular stress granules
(SGs), dynamic assemblies of stalled translation initiation complexes and RNAs [1, 2]. The
proteins contain an N-terminal NTF2-like domain, which is involved in dimerization and
interaction with other proteins, long stretches of intrinsically disordered protein sequence as
well as RNA-recognition motifs (RRMs) and arginine-glycine rich RGG motifs at the C termi-
nus [2]. SG formation requires the NTF2-like and RGG domains and likely involves G3BP-
driven condensation of stalled mRNP complexes as well as numerous SG nucleator proteins
including TIA-1. SG induction is triggered by inhibition of translation initiation caused by cel-
lular stresses including virus infection. As viruses strictly depend on the host translation
machinery it is not surprising that many viruses from diverse virus families have developed
mechanisms to disrupt SG assembly [3]. For Old World alphaviruses, including Semliki Forest
virus (SFV) and chikungunya virus (CHIKV), interaction between FGDF motifs in the C-ter-
minal region of viral non-structural protein 3 (nsP3) and G3BP disrupts SGs and blocks their
formation [4, 5].

Alphaviruses are a group of enveloped positive-sense single-stranded RNA viruses belong-
ing to the family Togaviridae [6]. Two separate open reading frames within the viral genome
encode the non-structural and structural proteins. The four non-structural proteins, nsP1-4,
form the viral replicase. Each of the non-structural proteins fulfils distinct tasks during the syn-
thesis of viral RNA [7], but some non-structural proteins are found in other subcellular loca-
tions [8-10]. The role of nsP3 has been less well defined, but appears to be linked to several
important interactions with host proteins, recently reviewed in [11] and [12]. A well-estab-
lished nsP3-host interaction of the Old World alphaviruses is its binding to G3BP [4, 13-16].
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This interaction is mediated by two FGDF motifs in the C-terminus of nsP3, which target a
hydrophobic groove within the N-terminal NTF2-like domain of G3BP [4, 17]. In the absence
of nsP3/G3BP-interactions, SFV replication is compromised, but still detectable [4, 5], while
CHIKYV is profoundly attenuated [16, 17]. The functional relevance of G3BP-binding during
alphavirus infection has been the subject of several studies. Early events in infection lead to
protein kinase R (PKR)-mediated phosphorylation of eukaryotic initiation factor 2a. (eIF2ar)
and subsequent SG assembly [18]. G3BP is essential for SG assembly in response to elF2a
phosphorylation [2]. During the course of infection, nsP3 levels rise and SGs are disassembled
through nsP3-mediated sequestration of G3BP to viral replication complexes and other loca-
tions of viral protein aggregation [4, 5, 19]. Variants of SFV mutated at both FGDF motifs,
which consequently do not bind G3BP, provoke a prolonged SG response and virus growth is
attenuated in cell culture [5]. Other, pro-viral roles of G3BP have been suggested, with possible
functions in the switch from viral genome translation to negative-strand RNA synthesis [20]
or protection of viral genomic RNA and formation of viral replication complexes [16]. In a
previous study, we solved the 3-dimensional structure of the NTF2-like domain of G3BP1 (res-
idues 1-139) in complex with a 25-residue peptide from SFV nsP3, including both FGDF
motifs [17]. The NTF2-like domain forms dimers and each of the FGDF motifs binds to G3BP
monomers on separate dimers, thereby crosslinking G3BP-dimers and inducing the formation
of an nsP3-G3BP poly-complex. We hypothesized that this poly-complex stabilizes viral repli-
cation complexes by binding them together, producing high local concentrations of viral RNA
and subsequently promoting virus replication, but functions of downstream domains of G3BP
in alphavirus replication remain unidentified. Apart from the alphaviruses, many other viruses
from diverse families interact with G3BP and recruit it to sites of viral macromolecule synthe-
sis or processing [4, 21-27] but mechanisms of G3BP function in viral replication have not
been described.

In this study we use a panel of G3BP1 variants to show that the NTF2-like and RGG
domains of G3BP1 confer separate pro-viral functions upon recruitment to the alphaviral
RNA replication complexes. The former is as a structural component of the viral RNA replica-
tion complexes, while the latter directs the recruitment of 40S ribosomal subunits to the cyto-
pathic vacuoles (CPVs), thereby promoting efficient translation of viral mRNAs. Our work
also revealed that CHIKV replication requires both these domains, while SFV replication is
fully efficient with only the structural contribution of the NTF2-like domain.

Results

The NTF2-like and RGG domains of G3BP are necessary for efficient Old
World alphavirus replication

In order to investigate the functional relevance of G3BP-recruitment to the sites of viral repli-
cation we utilised a U20S AAG3BP1/G3BP2 double-knockout cell line (hereafter referred to as
U20S AA) that was stably transfected with a selected set of different GFP-fused G3BP1
mutants (Fig 1A), previously described in [2]. A U20S AA cell line constitutively expressing
GFP only (GFP) served as a control cell line. In addition to full-length wild type G3BP1
(GFP-G3BP WT), we used G3BP mutants or truncations that lacked specific domains or larger
regions. The most extreme truncation results in expression of only the NTF2-like domain
(GFP-G3BP 1-135), which preserves the ability to bind to viral nsP3 [17]. The previously
described F33W mutation disrupts this interaction (GFP-G3BP F33W) [4], while maintaining
SG-forming activity [2]. Additional deletions were made of distinct regions present in the C-
terminal region of G3BP1, an RNA-recognition motif (GFP-G3BP ARRM) and an arginine/
glycine-rich region (GFP-G3BP ARGG). G3BP mutants lacking the RGG domain fail to
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Fig 1. The NTF2-like and RGG domains of G3BP are necessary for efficient Old World alphavirus replication. A. Schematic of GFP-G3BP1 constructs used
for reconstitution of G3BP1/2 double KO cell lines. B. Indicated cell lines were lysed and analysed by SDS-PAGE and immunoblotting for GFP and p-tubulin. C.
and D. Indicated cells lines were infected with WT SFV (C) or WT CHIKYV (D) at a multiplicity of infection (MOI) of 0.1. At 4, 8, 12, 24 and 36 hpi, supernatants
were collected, and viral titres were quantified by plaque assay on BHK cells. Data are means of three independent experiments. Error bars indicate standard error
of mean (SEM). For statistical analysis samples within each timepoint were compared to the respective titre obtained in U20S AAG3BP1/2 + GFP-G3BP1 WT
cells. ns P>0.05, “P<0.05, **P<0.01, ***P<0.001.

https://doi.org/10.1371/journal.ppat.1007842.g001

assemble SGs and to interact with 40S subunits [2]. The different G3BP1 variants were
expressed to similar levels with exception of GFP-G3BP1 1-135, which showed variable and
notably lower expression level (Fig 1B). Densitometric analysis revealed the level to be 27% +/-
8% relative to GFP-G3BP1 WT.

We used SFV and CHIKYV as representative alphaviruses to investigate the effect of the dif-
ferent G3BP1 mutants on the viral life cycle in a multistep growth curve experiment. SFV repli-
cation was significantly impaired but still detectable in cells expressing GFP alone or
GFP-G3BP F33W (Fig 1C), in agreement with previous observations [4, 5]. Remarkably,
expression of only the NTF2-like domain of G3BP1 (GFP-G3BP1 1-135) rescued titres similar
to those obtained using full length GFP-G3BP1, despite the much lower expression of the
NTEF2-like domain relative to the other mutants (Fig 1B). GFP-G3BP1 ARRM also promoted
virus replication very similarly as did GFP-G3BP1 WT, while GFP-G3BP1 ARGG caused a
slight delay in virus growth, but still enhanced virus replication as compared to cells expressing
GFP alone or GFP-G3BP F33W. Taken together, these results indicate a pro-viral effect of
G3BP1 on SFV titres that is independent of G3BP’s RNA-binding, 40S subunit interaction or
ability to form SGs, but is mediated by the NTF2-like domain alone.

We compared SFV replication in the GFP-G3BP1 WT cell line with the parental U20S and
the U20S AA cells. We found that 24 hours post infection, the reconstitution rescued the viral
titres to a large extent, although not completely (S1A Fig). However, at early times post infec-
tion, when we analysed the intensity of dsSRNA signal per cell, we found there to be very similar
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levels in the parental U20S cells as in the GFP-G3BP1 WT cell line, but barely detectable
dsRNA signals in the U20S AA cells (S1B Fig). The lack of complete rescue of SFV replication
in the GFP-G3BP WT cells could be due to specific functions of G3BP2 that are lacking in the
GFP-G3BP WT cells, or other effects of overexpression of the tagged protein (S1C Fig). Never-
theless, this supported that the GFP-G3BP1 WT cells are an appropriate model for studies on
G3BP1 function in infection.

We next tested the growth behaviour of CHIKYV in the full panel of reconstituted cell lines
(Fig 1D). In agreement with previous reports [16, 17], production of progeny virus was not
detectable in absence of the nsP3-G3BP1 interaction. In contrast to SFV, the G3BP1 NTF2-like
domain was unable to promote CHIKV replication. CHIKV replication was rescued by full
length GFP-G3BP1 and less effectively by GFP-G3BP1 ARRM. Thus, CHIKV only detectably
replicated in cells expressing G3BP1 variants containing both the NTF2-like and the RGG
domains, suggesting that there is another G3BP-dependent proviral effect conferred on
CHIKYV replication by the RGG domain.

The NTF2-like alone is required for efficient formation of SFV dsRNA-
positive replication complexes

To further characterize the functional relevance of G3BP1 during the SFV and CHIKYV life
cycles, we performed immunofluorescence experiments to test if the different G3BP1 mutants
affected the organization of viral replication complexes (RCs) within cells. For this, we first
infected the cell lines presented in Fig 1A with SFV at MOI 10, fixed them 8hpi and stained for
nsP3 (red) and double stranded RNA (dsRNA, blue) (Fig 2A). In cells expressing GFP-G3BP1
WT, the proteins colocalized with nsP3 and accumulated in close proximity to clusters of
dsRNA-positive foci, indicative of sites of active viral RNA replication. In contrast, foci of
nsP3 and dsRNA were detectable but weak in cells expressing GFP alone or GFP-G3BP1
F33W, and GFP signals were diffuse in the cytoplasm. In the GFP-G3BP1 F33W expressing
cells, GFP signals were clearly present in large SGs in cells at early stages of infection, which
were small in cells expressing high levels of nsP3. This was similar to observations made in pre-
vious studies in cells infected with SFV mutants, which were unable to bind G3BP [4, 28, 29].
Expression of the NTF2-like domain of G3BP1 (GFP-G3BP1 1-135) was sufficient to promote
clustering of viral RCs in discrete foci in the cell. However, nsP3-G3BP1 1-135 aggregates
appeared fewer in number and smaller in size compared to nsP3-G3BP1 WT, likely due to the
lower expression level of the truncated protein. Cells expressing G3BP1 mutants lacking either
the RRM (ARRM) or the RGG (ARGG) domain still produced strong dsRNA signals that colo-
calised with nsP3 and G3BP1, although they were less obviously clustered, and a fraction of
GFP signal remained diffuse in the cytoplasm. To summarise, recruitment of G3BP1 via the
NTEF2-like domain is necessary for efficient formation of clusters of SFV replication com-
plexes. This is also reflected by the quantitative analysis of dsSRNA signals in images from 3 rep-
licate experiments (Fig 2B). Production of dsRNA-positive replication complexes is strongly
impaired in the absence of the nsP3:G3BP1 interaction.

Both NTF2-like and RGG domains of G3BP1 are required for efficient
formation of CHIKV dsRNA-positive replication complexes

When the same panel of cell lines was infected with CHIKV at MOI 1, only cells expressing
GFP-G3BP1 WT or GFP-G3BP1 ARRM stained strongly for nsP3 and dsRNA (Fig 2C), as
expected from the growth curve data (Fig 1D). In GFP-G3BP1 WT cells, nsP3 was found to
colocalise strongly with the GFP signal, mostly in large foci, devoid of dsRNA signal, but
noticeably also colocalised with dsRNA signals in patches at the plasma membrane (Fig 2C).
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Fig 2. The NTF2-like and RGG domains of G3BP are differently required for efficient formation of SFV and CHIKV dsRNA-positive replication
complexes. A. Indicated cell lines were infected with WT SFV at MOI 10. At 8 hpi cells were fixed and stained for nsP3 (red) and dsRNA (blue).
Representative images from 3 independent experiments are shown. B. DsRNA signal intensities from images shown in A. were quantified using CellProfiler
software. Bars represent mean + SEM for n = 50 cells per cell line. Individual dsRNA intensities for each analysed cell are shown as grey dots. ns P>0.05,
*P<0.05, **P<0.01, ***P<0.001. C. Indicated cell lines were infected with CHIKV at MOI 1. At 8 hpi cells were fixed and stained for nsP3 (red) and dsRNA
(blue). Representative images from 3 independent experiments are shown.

https://doi.org/10.1371/journal.ppat.1007842.9002

This was largely also true for GFP-G3BP1 ARRM cells although in those cultures there were
fewer infected cells, containing weaker dsRNA signals and smaller nsP3-G3BP colocalizing
foci. Only in very few cases (1-5% of the cells) did we observe nsP3-positive cells in
GFP-G3BP1 F33W, GFP-G3BP1 1-135 or GFP-G3BP1-ARGG cells (S2 Fig). Moreover, in
those rare cases, the dsRNA signal was either absent or at the limit of detection. Despite these
differences between SFV and CHIKV, CHIKV nsP3 remained largely diffuse in GFP-G3BP1
F33W, ARRM and ARGG expressing cells, but predominantly associated with GFP-G3BP1
WT and 1-135 (Fig 2C and S2 Fig), similar to the observations made with SFV (Fig 2A).
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Accumulation of electron-dense patches in proximity to SFV-induced
CPVs depends on the presence of the RGG domain of G3BP1

The extreme reliance of CHIKV on G3BP for viral RNA replication and gene expression
makes it difficult to study the effects of mutation or truncation of the protein on viral replica-
tion. However, since SFV is less sensitive to the absence of the protein, we were able to use
SFV to study the contributions of the individual domains of the protein mutated in our panel.
The immunofluorescence data show that G3BP mutants influence the formation as well as
organization of SFV replication complexes. To obtain a more detailed picture of this process in
the different cell lines, we applied transmission electron microscopy to view infected cells.
Alphavirus replication induces the formation of bulb-shaped membrane protrusions at the
plasma membrane (PM), referred to as spherules, which for some viruses are later internalized
to mature into cytopathic vacuoles (CPV) in the perinuclear area [30, 31]. This internalization
requires another activity of nsP3, the activation of the PI3K-Akt-mTOR pathway [31, 32],
found for SFV nsP3 but not CHIKV. We infected the G3BP1 mutant cell line panel with SFV
and fixed at 3h and 8h post infection, to investigate the impact of GFP-G3BP1 variants on
spherule formation at the PM and CPV internalization, respectively. At 3 hpi, we observed
marked differences in the appearance of spherules at the PM between the different cell lines
(Fig 3A). In the absence of the nsP3-G3BP1 interaction (GFP and GFP-G3BP1 F33W cells),
spherules were observed to be very few in number and sparsely distributed along the PM. In
contrast, cells expressing intact G3BP1 NTF2-like domain (GFP-G3BP1 WT, 1-135, ARRM
and ARGG) contained larger quantities of spherules, readily detectable at the PM. At 8 hpi (Fig
3B), CPVs were apparent in SFV-infected GFP-G3BP1 WT, 1-135, ARRM and ARGG cells. In
particular, the SFV CPVs in GFP-G3BP1 WT and 1-135 expressing cells frequently appeared
in clusters of 3-5 CPVs, in some cases reaching numbers of 10 or more. As expected from the
earlier time point analyses, CPVs were much less frequent in GFP and GFP-G3BP1 F33W
cells, and mostly appeared isolated (Fig 3B). From these observations, we conclude that the
interaction of SFV nsP3 with the NTF2-like domain of G3BP1 is required for efficient forma-
tion of viral replication complexes early in infection and is associated with the appearance of
increased numbers of CPVs, often found in clusters.

Although domains of G3BP downstream of the NTF2-like domain were not necessary for
clustering of SFV CPVs, we noticed a distinct feature of the CPV clusters restricted to cells
expressing GFP-G3BP1 WT or GFP-G3BP1 ARRM. In these cells, the clusters of CPV's were
mostly surrounded by large (1-2 um) patches of electron dense material, indicative of the pres-
ence of high molecular weight molecules. The formation of these patches was likely not simply
a direct result of efficient RNA replication, since they were absent in SFV-infected GFP-G3BP1
1-135 cells, in which SFV replication was efficient (Fig 1C) and induced efficient clustering of
CPVs, replete with spherules (Fig 3). The patches were also observed in parental U20S cells
after 8h of SFV infection (S3A Fig), excluding artefacts of GFP fusion protein overexpression,
and were occasionally also detected surrounding the cytoplasmic side of spherule-containing
sections of plasma membrane (S3B Fig). The CPV clusters and associated electron dense
patches were frequently observed in the vicinity of membranous structures reminiscent of
endoplasmic reticulum (S3C Fig). Since the GFP-G3BP1 WT and GFP-G3BP1 ARRM cell
lines in which these patches were observed were the only lines in our panel capable of support-
ing the replication of CHIKV (Fig 1D), we thought it likely that these patches represent some
important pro-viral factor that is required for CHIKV replication and which warranted further
investigation.

These electron-dense patches bear a striking similarity to sodium arsenite-induced SGs in
HeLa and HEK293 cells [33], and also to SFV infection-induced SGs which we frequently
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Fig 3. Accumulation of electron-dense patches in proximity of SFV-induced cytopathic vacuoles depend on the presence of the RGG domain of G3BP. Indicated
cell lines were infected with WT SFV at MOI 100, fixed at 3 (A) or 8 (B) hpi and analysed by transmission electron microscopy. Representative images from 2
independent experiments are shown. A. Images of cell plasma membranes (PM) show alphavirus spherules (black arrows). B. Endocytosis of PM-associated spherules
leads to formation of cytopathic vacuoles (CPV, asterisks) in the perinuclear region. In cells expressing GFP-G3BP1 WT and ARRM the CPVs are surrounded by
electron-dense material (white arrows). The scale bar is 200 nm.

https://doi.org/10.1371/journal.ppat.1007842.g003

observed in U20S AAG3BP cells expressing GFP-G3BP1 F33W (S3D Fig). Overexpressed
G3BP1 forms spontaneous, stress-independent SGs that require both the NTF2-like domain
and RGG regions [1, 2, 34]. It is thought that the high concentrations of this protein can act to
recruit ribosomes, mRNAs and other proteins containing low complexity regions and prion-
like domains, which can interact via multiple low affinity interactions and undergo liquid-lig-
uid phase separations (LLPS) to a hydrogel state [2]. The presence of the electron-dense
patches around CPV's depended on the recruitment of G3BP1 via the NTF2-like domain and
on the presence of the RGG region, since they were not seen in cells expressing G3BP1 variants
lacking these regions. We propose therefore that the patches are generated by LLPS transitions
nucleated by high local concentrations of G3BP1 surrounding clustered CPVs.

Accumulation of GFP-G3BP1, nsP3 and translation initiation factors
around SFV-induced CPVs

To identify contents of these electron-dense patches, we performed immuno-electron micros-
copy, staining SFV-infected U20S AA + GFP-G3BP1 WT cells for nsP3 and GFP. In agree-
ment with our immunofluorescence experiments, GFP-G3BP1 and nsP3 were found enriched
in proximity to CPV clusters (Fig 4A). Moreover, both proteins were not restricted to the
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Fig 4. Accumulation of GFP-G3BP1, nsP3 and translation initiation factors around SFV-induced CPVs. A. U20S
AAG3BP1/2 + GFP-G3BP1 WT cells were infected with WT SFV at MOI 100 and fixed 8h pi. Samples were prepared for
immunogold labeling against GFP(-G3BP1 WT) or nsP3 and analysed by electron microscopy. Representative cytoplasmic
regions that stained positive for GFP(-G3BP1 WT) or nsP3 are shown. The scale bar is 200 nm. B. Indicated cell lines were
infected with WT SFV at MOI 10. At 8 hpi cells were fixed and stained for dsRNA (red) and B. eIF3B (blue) D. eI[F4A
(blue) or F. eIF2D (blue). Representative images from 3 independent experiments are shown. Correlations of dsRNA with
eIlF3B (C.), eIF4A (E.) and eIF2D (G.) were calculated in CellProfiler based on Pearson’s correlation coefficient for n = 50
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infected cells per sample. Bars represent mean + SEM. For statistical analysis indicated cell lines were compared to U20S
AAG3BP1/2 + GFP-G3BP1 WT cells. ns P>0.05, *P<0.05, **P<0.01, ***P<0.001.

https://doi.org/10.1371/journal.ppat.1007842.9004

boundaries of the CPVs, where the spherules are located, but rather stretched out over a larger
area, enclosing nearby CPVs, thus likely corresponding to the patches seen in Fig 3B. This was
particularly noticeable for GFP-G3BP1, but to a lesser extent also for nsP3.

SGs are condensates of translationally silent mRNP complexes, which include many pro-
teins necessary for translation initiation [35, 36]. SG components are in dynamic equilibrium
with polysomes, and cycle rapidly between translationally silent SGs and translationally active
polysomes in cells recovering from stress [37]. We therefore considered the possibility that the
recruitment of such SG components around the CPV clusters might benefit the virus, as mole-
cules associated with translation initiation would be concentrated in the vicinity of viral
mRNA production. We infected cells with SFV and stained for canonical translation initiation
factors eIF3B (Fig 4B) and eIF4A (Fig 4D) and found that both were recruited to CPV clusters
in SFV-infected GFP-G3BP1 WT- and GFP-G3BP1 ARRM expressing cells, but less so in
those where the nsP3:G3BP1 interaction is absent or G3BP1 lacks the RGG domain. In order
to quantify the degree of correlation between dsRNA and translation initiation factors, we cal-
culated the Pearson correlation coefficient (Fig 4C and 4E). For this analysis only infected cells
with detectable dsRNA signals were considered. The results support the observation that the
correlation is stronger for GFP-G3BP1 WT & ARRM cells compared to all the other cell lines,
although the quantification also indicates that deletion of the RRM domain of G3BP has a neg-
ative effect on the correlation.

To verify that the recruitment of translation initiation factors is no artefact due to abnormal
overexpression of GFP-G3BP1 WT, we repeated the experiment and included parental U20S
WT and U20S AA cells. As shown in S4A Fig, dsSRNA-positive CPVs of SFV-infected U20S
WT cells strongly enrich eIF4A in close proximity, similar to U20S AA + GFP-G3BP1 WT
cells, but no such enrichment was observed in U20S AA cells. Quantitative analysis of the
degree of dsRNA-eIF4A correlation in infected dsSRNA-positive cells complements this obser-
vation (S4B Fig).

It has previously been shown that initiation of translation on the subgenomic 26§ mRNA of
certain alphaviruses requires the initiation factor eIF2D (previously referred to as ligatin) [38,
39]. We found that this factor is also specifically recruited to the CPV clusters in SFV-infected
GFP-G3BP1 WT- and GFP-G3BP1 ARRM expressing cells (Fig 4F and 4G).

Old World alphavirus nsP3 forms a complex with 40S ribosomal subunits
via G3BP

The RGG domain of G3BP1 is important for association with 40S subunits during formation
of SGs [2]. We hypothesised therefore, that in infected cells, nsP3:G3BP1 complexes associate
with 40S subunits, recruiting them to the CPVs. To determine if nsP3:G3BP:40S subunit com-
plexes exist in SFV infected cells, we infected our panel of cell lines with SFV, isolated GFP-
bound complexes at 7 hpi, and immunoblotted for nsP3 and ribosomal proteins rpS6, rpS3
and rpL4 (Fig 5A). As expected, nsP3 strongly coprecipitated with GFP-G3BP1 WT, 1-135,
ARRM and ARGG. 40S ribosomal subunit proteins rpS3 and rpS6 coprecipitated with
GFP-G3BP1 WT and F33W, and even more robustly with ARRM, but did not detectably inter-
act with 1-135 or ARGG, confirming the necessity of the RGG region for that interaction [2].
These results show that the G3BP1:40S subunit interaction remains intact in SFV-infected
cells and can be found in complex with nsP3.
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Fig 5. Old World alphavirus nsP3 forms a complex with 40S ribosomal subunits via G3BP. A. Indicated cell lines were infected with
WT SFV at MOI 10. At 7 hpi, cell lysates were prepared, immunoprecipitated using GFP-Trap (ChromoTek) and separated by SDS-
PAGE. Lysates and IPs were probed for GFP, nsP3, rpS3, rpS6, rpL4 or B-tubulin. B. GFP-rpS6 cells were infected with WT-SFV or
SFV-F3Ayc at MOI 0.5. At 8 hpi, cell lysates were prepared, immunoprecipitated using GFP-Trap (ChromoTek) and separated by SDS-
PAGE. Lysates and IPs were probed for GFP, rpS3, G3BP1, nsP3 or B-tubulin. C. Indicated cell lines were transfected with biotinylated
CHIKYV nsP3 (BAP-nsP3). Cell lysates were prepared 24 h after transfection, precipitated with streptavidin-coated beads, and separated by
SDS-PAGE. Lysates and precipitates were probed with antisera for nsP3, GFP, rpS3, rpS6 or B-tubulin. All data in Fig 5 are representative
of at least two independent experiments.

https://doi.org/10.1371/journal.ppat.1007842.9005

In order to verify that ternary complexes of nsP3, G3BP and 40S subunits assemble in
alphavirus infected cells, we performed immunoprecipitation experiments using pull-down of
either 40S subunits or of nsP3. For pull-down of 40S ribosomal subunits, we used a U20S cell
line stably expressing rpS6-GFP, which functionally integrates into ribosomes [2]. We infected
these cells with either WT SFV or SFV-F3Ayc, which contains an inactivating point mutation
in each of its two FGDF motifs, thus disrupting the nsP3:G3BP interaction [4, 17]. Isolation of
40S ribosomal subunits via rpS6-GFP was confirmed by immunostaining for rpS3. Endoge-
nous G3BP1 coprecipitated in all conditions, but was more readily detected in SFV WT-
infected cells (Fig 5B). Importantly, nsP3 coprecipitated from SFV WT-infected cells but not
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from those infected with SFV-F3Ayc.infection. This supports the observation that the nsP3:
G3BP1 interaction does not prevent the association of G3BP1 with the 40S subunits, allowing
the formation of nsP3:G3BP1:40S multi-protein complexes in SFV-infected cells.

The binding mechanism for CHIKV nsP3 to G3BP is very similar to that of SFV [17, 28], so
we predicted that 40S subunits would also be present in CHIKV nsP3-bound complexes. We
transfected a selected set of our reconstituted cell lines with biotin-acceptor peptide (BAP)-
tagged CHIKV nsP3 [28, 40] and purified nsP3 complexes using streptavidin beads. Since each
of the G3BP1 variants used contained an intact NTF2-like domain, all coprecipitated with
nsP3, as expected (Fig 5C). The 40S subunit proteins rpS3 and rpS6 also co-precipitated with
nsP3 from lysates of GFP-G3BP1 WT and GFP-G3BP1 ARRM expressing cells, but not from
those expressing GFP alone or GFP-G3BP1 ARGG.

Taken together, the results in Fig 5 demonstrate that SFV and CHIKV nsP3 form com-
plexes with G3BP1-bound 40S ribosomal subunits in infected cells and suggest that the elec-
tron dense regions surrounding the CPV clusters contain G3BP1:40S subunit complexes as
well as translation initiation factors.

The NTF2-like and RGG domains of G3BP are required for enhanced
translational activity at the CPVs

The G3BP-dependent enrichment of the translation initiation machinery in close proximity to
viral replication complexes might represent a mechanism for alphaviruses to ensure efficient
initiation of translation of newly produced viral RNAs. To determine whether translation of
viral RNAs was more efficient when 40S subunits and initiation factors were recruited to
CPVs, we used the ribopuromycylation method to visualize translational activity in our recon-
stituted cells after SFV infection. This method is based on the covalent attachment of puromy-
cin (PMY) to nascent polypeptide chains produced by actively translating ribosomes and its
subsequent detection using a puromycin-specific antibody [41, 42]. We infected each cell line
with SFV for 8 hours, and then applied a 5-minute pulse with puromycin before fixation and
staining with nsP3 and puromycin antibodies. For each cell line, representative cytoplasmic
regions with characteristic nsP3-staining indicate the localization of viral CPVs (Fig 6A,
boxes). In some images, non-infected cells can be observed, containing very strong and diffuse
PMY signals indicative of uninhibited translation, but in all infected cells, PMY staining is
much reduced due to the profound shut off of host protein synthesis. In GFP-G3BP1 WT
expressing cells, strong PMY staining was evident in and around the CPV clusters and was
also detected in more diffuse areas in the cytoplasm. In contrast, GFP-G3BP1 F33W expressing
cells displayed fewer clustered nsP3 puncta with no detectable PMY staining, even upon longer
exposures. SFV nsP3 was also clustered in GFP-G3BP1 1-135 cells and, although PMY stain-
ing was evident close to these clusters, it was noticeably weaker than in GFP-G3BP1 WT cells,
for which we had verified the interaction with 40S subunits. In GFP-G3BP1 ARRM expressing
cells, CPV's were less clustered, but usually displayed relatively strong PMY signals. However,
In GFP-G3BP1 ARGG expressing cells in which the G3BP:40S interaction is absent, nsP3 sig-
nals were more diffuse than in GFP-G3BP1 ARRM expressing cells and even when detected in
clusters in some cells, contained little or no PMY staining. To allow for statistical analysis and
provide a representative measure of localised translational activity, we quantified the degree of
nsP3-puromycin correlation in multiple cells using the Pearson correlation coefficient (Fig
6B). We found there to be a positive correlation in all cell lines, which was not surprising since
all cells support replication and gene expression of SFEV mRNA (Fig 1C). However, there was a
significant reduction in correlation compared to GFP-G3BP1 WT cells in all cell lines except
GFP-G3BP1 ARRM cells. The noticeably low levels of correlation in F33W cells may be due to
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Fig 6. Ribopuromycylation of SFV-infected cells: The NTF2-like and RGG domains of G3BP are required for enhanced translational activity. A.
Indicated cell lines were infected with WT SFV at MOI 10. At 8 hpi cells were pulse-labeled with puromycin (PMY) for 5 min, fixed and stained for nsP3
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+ SEM. For statistical analysis indicated cell lines were compared to U20S AAG3BP1/2 + GFP-G3BP1 WT cells. ns P>0.05, *P<0.05, **P<0.01,
***P<0.001.

https://doi.org/10.1371/journal.ppat.1007842.9006

the presence of SGs that are still frequently found in these cells, which would additionally
restrict localized translation in these cells.

Taken together, these results support a model in which G3BP1 acts as a bridge between
viral replication complexes and the 40S subunit to enhance translational activity in close prox-
imity of viral RCs.

To further characterize the G3BP-dependent enhancement of viral mRNA translation on a
cellular level, we monitored global translational efficiency using polysome preparations. This
technique employs a linear sucrose gradient to separate ribosomal subunits (40S, 60S), 80S
monosomes and ribosomes engaged in polysomes, and thereby allows for quantification of the
relative amount of ribosomes engaged in efficient translation (i.e. associated with polysomes)
[43]. We infected BHK-21 cells with either SFV WT or the G3BP-binding mutant SFV F3Ayc
and compared their polysome tracings to mock-infected cells. Both viruses altered the poly-
some tracing noticeably and we observed increased absorbance at 254nM in fractions corre-
sponding to polysomes. This is consistent with a higher number of translating ribosomes in
SFV WT infected cells as compared to mock-infected cells or cells exposed to SFV F3Ayc (Fig
7A and 7B). Thus in absence of G3BP-binding the translational efficiency in SFV-infected cells
is significantly reduced. This observation is in accordance with our PMY staining, showing
that recruitment of G3BP to CPVs leads to enhanced translational activity.
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Fig 7. G3BP-binding enhances translation initiation in SFV-infected cells. A. BHK-21 cells were infected with SFV
WT or SFV F3Ayc at MOI 10. At 8 hpi cells were treated with cycloheximide and lysates analysed on 5%-50% sucrose
gradients. Absorbance at 254 nm is shown as a function of sedimentation and fractions representing 40S, 60S, 80S and
polysomes are indicated. A representative figure of three independent experiments is shown. B. The area under the
curve for polysomes and the 80S peak were calculated and the ratio is shown. Data are means of three independent
experiments. Error bars indicate standard deviation (SD). *P<0.05.

https://doi.org/10.1371/journal.ppat.1007842.9007

Discussion

The host translation machinery plays an indispensable role in viral life cycles. Despite their
often very limited coding capacity, viruses have developed remarkable strategies to manipulate
cellular translation to ensure synthesis of viral proteins [44, 45]. Here we describe a novel strat-
egy by which Old World alphaviruses utilize the cellular ribosome-associated protein G3BP1
to enrich components of the translation machinery at the sites of viral RNA replication. We
show that this enrichment depends on the NTF2-like and RGG regions of G3BP1. These are
the same domains that are necessary for the formation of SGs under conditions of cellular
stress, the NTF2-like domain is needed for homodimerisation as well as binding to caprin-1
and USP10, the positive and negative regulators of SGs, while the RGG region mediates bind-
ing to the 40S ribosomal subunits [2]. Under infection conditions, nsP3 binds to the N-termi-
nal NTF2-like domain of G3BP1 and recruits it to viral replication complexes. We
demonstrate that 40S ribosomal subunits remain associated with nsP3:G3BP1 complexes (Fig
5), promoting the condensation of electron-dense patches around viral spherules at the PM
and around internal CPV clusters (Fig 3B and S3B Fig). These electron-dense patches show
noticeable similarity to bona fide SGs under the electron microscope (S3D Fig and [33]) and
are enriched for translation initiation factors that are also found in SGs [35]. In contrast to
stress-induced SGs however, the nsP3:G3BP1:40S complex-dependent protein accumulations
are sites of enhanced translation (Fig 6). We also show that SFV-infected cells, in which the
SFV nsP3:G3BP1:40S complex can form (Fig 5), engage significantly more ribosomes in trans-
lating polysomes than in cells where this complex cannot form (Fig 7A). The sequestration of
G3BP upon infection with Old World alphaviruses thus not only subverts the cellular stress
response, but also more explicitly exploits a host mechanism to condense the translation
machinery and target it for production of viral proteins. Our data suggest that recruitment of
components of the host translation machinery to CPVs is important for the efficient synthesis
of CHIKV proteins, particularly at early stages of replication and subsequently influencing all
steps of the viral life cycle.

It is remarkable that the recruitment of G3BP1 results in recruitment of translational
machinery to SFV CPVs, but that its absence doesn’t impair efficient production of progeny
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viruses, as long as the NTF2-like domain is present. There may be a number of potential expla-
nations for this. Compared to CHIKV, SFV is highly adapted to replication in cell culture and
generally reaches higher titres in our various human as well as rodent cell lines. More efficient
replication and consequently higher amounts of viral RNA produced might bypass the need
for active recruitment of the host translation machinery. Viral mRNAs present in excess, may
not require translation initiation directly at the CPV since they can anyway be translated effi-
ciently enough to reach the levels required to advance the replicative cycle. The subgenomic
RNA of SFV and SINV contain a stem-loop structure, originally termed the translational
enhancer, situated downstream of the initiator AUG codon, which facilitates translation initia-
tion under conditions of low GTP-elF2-tRNAiM®! ternary complex availability [18, 46, 47]. A
similar RNA structure has not been detected in CHIKV subgenomic RNA [48] which might
explain the increased requirement for direct recruitment of translational machinery to sites of
CHIKV mRNA production. Another difference between SFV and CHIKV that could explain
why active recruitment of the translational machinery is not needed for SFV is the cellular
localization of viral RCs. SFV RCs are internalized from the plasma membrane (PM) and accu-
mulate in CPV in the perinuclear area, while CHIKV RCs remain largely at the PM [31]. Natu-
rally, exposure to the cytoplasm is more restricted for CHIKV RCs and access to translation
factors in close proximity might be more limited, especially as in the initial hours of infection
translation factors first accumulate in SGs, which tend to move towards the perinuclear region,
away from the PM [49], unless disrupted by nsP3:G3BP interaction. Another explanation for
the remarkable rescue of SFV replication in the G3BP1 1-135 cells might be that the NTF2-like
domain, when expressed alone, provides supplementary proviral advantages that full-length
G3BP1 cannot provide, thereby compensating for the absence of the RGG domain. For exam-
ple, the clustering of CPVs may be more efficient without steric interference of other G3BP
domains in the full-length protein.

The recruitment of translation initiation complexes around the CPV clusters is consistent
with earlier observations of large ribonucleoprotein networks extending outwards from SFV
CPVs in BHK cells that stained positive for nsP3 in immuno-EM studies [50]. In that work,
the authors proposed that the networks might represent sites of production of viral RNA and
proteins and of encapsidation of viral genomic RNA. Our work is consistent with that model
and shows that the molecular link between the viral CPVs and the cellular translation appara-
tus is G3BP1, recruited by nsP3. Other, more recent work has provided evidence that the
newly produced alphaviral RNAs, upon exit from the spherule neck are protected from degra-
dation by cellular RNases [51, 52]. Indeed, a role for G3BP in protection of new viral genomic
RNAs has been proposed [16], mediated by either or both of the RRM and RGG domains. Our
work demonstrates a vital role for the RGG domain, and suggests that the RNAs are protected
by their immediate engagement with translation initiation complexes. RGG domains have
been implicated in a range of nucleic acid and protein interactions, mediated by Arg residues
in glycine-rich contexts and likely adopt a disordered and flexible structure [53]. The RGG
domains of G3BP1 and 2 are classified in the Di-RG group, according to Thandapani et al
[54]. Several of the Arg residues are methylated, a modification that is rapidly removed prior
to SG formation [55]. It is not known whether the interaction between the G3BP1 RGG
domain and the 40S ribosomal subunit is mediated by protein or RNA components of the 40S
ribosome, but we previously reported that the interaction is partially resistant to RNase diges-
tion [2]. We also note a distinct lack of aromatic amino acids in the G3BP RGG domains that
would be characteristic of a nucleic acid binding domain [54]. Further work will be required to
more exactly map the interaction regions of G3BP and the 40S subunit.

Our work also identified a minor role for the RRM domain, since CHIKV replication was
delayed and final titres were reduced in its absence (Fig 1D). Interestingly, we found that
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association of translation initiation factors with SFV dsRNA-positive replication complexes
was reduced in the absence of the RRM domain (Fig 4B-4G). However, deletion of the RRM
domain results in stronger association of G3BP1 with 40S subunits in GFP-G3BP1 pull-down
experiments (Fig 5A) and [2], although not in our CHIKV BAP-nsP3 immunoprecipitation
(Fig 5C). The RRM domain of G3BP is a putative RNA-binding domain containing two con-
served ribonucleoprotein motifs, RNP1 and RNP2 [56]. Several studies have reported RNA-
binding properties of G3BP, including interactions with viral RNA [57-59]. It is therefore pos-
sible that the RRM domain engages alphavirus mRNA once released from viral replication
complexes, and thereby readily provides transcripts for 40S subunits bound to the RGG
domain. Alternatively, it may be involved in the sorting of genomic RNAs away from transla-
tion complexes, for example for encapsidation. Further work will be required to determine the
role of the RRM domain.

The strict requirement for particular domains of G3BP1 for CHIKV strongly restricted our
experimental abilities, as CHIKV is essentially non-viable in most of our mutant cell lines (Fig
1D). We therefore employed the closely related SFV, which replicates at a reduced level even
in the absence of G3BP (Fig 1C), in order to investigate the influence of different G3BP1
domains during various steps of the alphavirus replication cycle. SFV is commonly used as a
representative model virus in Old World alphavirus research. In fact, CHIKV and SFV nsP3
proteins both contain FGDF motifs [28], which bind to the NTF2-like domain of G3BP in an
identical manner although surrounding sequences may impose a slightly different orientation
of the G3BP monomers in the proposed polycomplex [17]. Although the extent to which the
viruses depended on G3BP1 differed, both replicated best in the presence of full length G3BP1
and least well in the absence of the protein or in the presence of the F33W binding mutant, as
expected. A striking difference between CHIKV and SFV is the ability of the NTF2-like
domain alone (G3BP1 1-135) to rescue the replication of SFV, but not CHIKV. The rescue of
SFV replication was especially remarkable considering that the expression level of the
GFP-G3BP 1-135 construct was considerably lower than that of GFP-G3BP WT (Fig 1B). To
our knowledge, no enzymatic function of the NTF2-like domain has been reported and we
propose a solely structural pro-viral role. It is known that the NTF2-like domain of G3BP
forms dimers [60] and in our previous work we have shown that the two FGDF-motifs of nsP3
link these dimers into a chain of nsP3-G3BP oligomers [17]. We hypothesized that these oligo-
meric structures could stabilize viral replication complexes by binding them together, thus
ensuring that, upon internalization, each CPV contains a high concentration of spherules. The
importance of this clustering is also supported by our previous observation that mutation of
either one of the two FGDF motifs within SFV nsP3 results in the same level of attenuation, as
if both motifs are mutated [17]. Even though single FGDF motifs can still recruit G3BP, both
motifs are required to link G3BP dimers and consequently to facilitate clustering of RCs. In
contrast to SFV, CHIKYV replication was not supported by G3BP1 1-135 alone (Fig 1D), but in
the few G3BP1 1-135 expressing cells in which CHIKV nsP3 was detected, it was also observed
in foci together with GFP-G3BP1 1-135 (S2 Fig). However, dsRNA signals were very weak,
and no detectable level of infectious virus was released from those cells indicating that this
recruitment is not enough to promote replication of CHIKV.

In contrast to Old World alphaviruses, the New World alphavirus VEEV is not sensitive to
G3BP ablation, but efficient replication depends on another set of SG-related proteins that
bind to nsP3, the Fragile X syndrome (FXR) protein family, FXR1, FXR2 and FMR1 [16]. Just
like G3BP proteins, FXR proteins also associate with ribosomes, though predominantly with
60S ribosomal subunits [61]. If this interaction is important during VEEV infection remains to
be investigated, but it could suggest an analogous mechanism for recruitment of ribosomes
and translation initiation factors to viral replication sites by New World alphaviruses.
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Targeting SG formation is a common viral strategy to interfere with inhibition of transla-
tion, often involving manipulation of G3BP [62]. The condensation of cellular translation
machinery around viral RCs via sequestration of G3BP is, however, a previously unknown
mechanism to ensure efficient synthesis of viral proteins. Other viruses might have evolved
similar strategies, either G3BP-mediated or through other RGG domain-containing proteins,
or possibly SG-associated proteins. As demonstrated here for Old World alphaviruses, this
could also be a crucial step for efficient replication of other viruses, and could represent a tar-
get for antiviral therapies.

Materials and methods
Cell lines and cell culture

Human osteosarcoma (U20S) cells (ATCC HTB-96) were kept in Dulbecco’s modified Eagle’s
medium (DMEM) supplemented with 10% foetal bovine serum (FBS) and 100 U/mL penicil-
lin, and 100 pg/mL streptomycin. U20S-derived double-null AAG3BP1/2 KO cells constitu-
tively expressing GFP-G3BP1 WT and mutants were obtained from Nancy Kedersha [2] and
maintained in the same medium as wild-type U20S supplemented with 0.5 mg/mL geneticin/
G418 (Thermo Fisher Scientific). Baby hamster kidney (BHK-21) cells (ATCC CCL-10) were
maintained in Glasgow’s modified Eagle’s medium (GMEM) supplemented with 10% FBS,
10% tryptose phosphate broth, 20 mM HEPES, 1mM L-glutamine and 100 U/mL penicillin,
and 100 pg/mL streptomycin. All cells were cultured at 37°C in 5% CO,.

Plasmids and transfection

Construction of pEBB/PP-CHIKYV nsP3, encoding CHIKV nsP3 N-terminally fused to the
BAP tag, is described in [40]. All plasmids were verified by sequencing (Eurofins). Cells were
transiently transfected using Lipofectamine 2000 (Thermo Fisher Scientific) according to the
manufacturer’s instructions.

Viruses and virus infections

SFV was rescued by transfection of BHK-21 cells with the infectious plasmid pCMV-SFV4
[63]. Similarly, CHIKV was rescued from the pPCMV-CHIKV-ICRES (CHIKV LR2006-OPY1)
infectious clone. Virus titres for infection experiments on U20S-based cell lines were deter-
mined on wild type U20S cells by plaque assay. For infections, cell monolayers were washed
with PBS and virus was added in infection medium (DMEM supplemented with 0.2% BSA, 2
mM L-glutamine, and 20 mM HEPES) with periodic shaking for 1 h at 37°C. Infectious media
were then removed and cells washed with PBS before adding pre-warmed complete medium.
For virus growth curve experiments, cells were grown in 6-well dishes to ~90% confluence,
infected as described above and cells overlaid with 2mL complete medium and samples of
supernatant taken at different time points post infection. Virus titres were then determined on
BHK cells by plaque assay.

Virus plaque assay

A 10-fold serial dilution of virus suspension was prepared and used to infect monolayers of
BHK-21 cells for 1 h at 37°C. Cells were washed with PBS, kept in BHK-21 media supple-
mented with 0.8% Agarose (w/v) and incubated at 37°C. After 36 h, 10% formaldehyde (v/v)
in PBS was added, incubated for at least 4 h at room temperature and plaques revealed by crys-
tal violet staining. Statistical analysis was performed using an unpaired, two-tailed Student’s t-
test with a 95% confidence interval.
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SDS-PAGE and western blotting

Samples were resolved on NuPAGE 4-12% Bis-Tris polyacrylamide gels (Thermo Fisher Sci-
entific) and transferred onto Amersham Hybond P 0.45 PVDF blotting membranes (GE
Healthcare). Membranes were blocked with 5% skim milk powder in Tris-buffered saline with
0.05% (v/v) Tween 20 (TBST) and incubated with primary antibodies (16 h at 4°C) and horse-
radish peroxidase (HRP)-coupled secondary antibodies (1 h at room temperature) in 1% BSA/
TBST as listed below. Chemiluminescence was detected using SuperSignal West Pico PLUS
Chemiluminescent Substrate (Thermo Fisher Scientific) and a Curix 60 film developer
(AGFA).

Primary antibodies: rabbit anti-GFP (290; Abcam; 1:10.000), mouse anti-rpS6 (74459;
Santa Cruz; 1:2.000), mouse anti-rpS3 (66046-1-Ig; Proteintech; 1:2.000), rabbit antiserum
against SFV-nsP3 (1:7.000; [64]), mouse anti-G3BP1 (365338; Santa Cruz; 1:1.000), goat anti-
actin (1616; Santa Cruz; 1:500). Secondary antibodies: HRP-conjugated anti-mouse (Sigma
A9044; 1:10.000), HRP-conjugated anti-rabbit (Cell Signalling; 1:5.000). Densitometry was
performed using Image].

Immunofluorescence and microscopy

Cells grown on cover glasses (VWR) were fixed with 3.7% formaldehyde (v/v) in PBS for 15
min at room temperature, immersed in methanol for 10 min at -20°C and blocked with 5%
horse serum (Sigma) in PBS at 4°C overnight. Antibodies were diluted in blocking buffer as
listed below and samples were incubated for 1 h with primary antibodies, followed by 30 min
incubation with secondary antibodies at room temperature. Cover glasses were mounted on
glass slides using vinol mounting media [65] and imaged by confocal laser scanning micros-
copy using a Supercontinuum Confocal Leica TCS SP5 X equipped with a pulsed white light
laser and a Leica HCX PL Apo 63x/1.40 oil objective. Images were processed using Adobe Pho-
toshop. Settings for image acquisition and adjustment were kept constant for all samples for
dsRNA signals. Settings for nsP3 and GFP were varied slightly between samples to compensate
for strong differences in localised signal intensities. Primary antibodies: mouse anti-dsRNA
(English and Scientific Consulting; 1:200), rabbit antiserum against SEV-nsP3 (1:500; [64]),
rabbit anti-eIF2D (Abcam ab108218; 1:200), goat anti-eIF3B (Santa Cruz Biotechnology N-20
sc-16377; 1:200), rabbit anti-eIF4A (Abcam ab31217; 1:200). Secondary antibodies: Alexa
Fluor 488 (Molecular Probes; 1:200), Alexa Fluor 568 (Molecular Probes; 1:1.000), Alexa Fluor
647 (Molecular Probes; 1:500).

Image analysis

Immunofluorescence images were analysed in CellProfiler [66]. Settings for confocal image
acquisition were kept constant among all cell lines to ensure comparability during the analy-
sis procedure. In CellProfiler, cells were detected using the ‘IdentifyPrimaryObjects’, ‘Identi-
fySecondaryObjects’ and ‘IdentifyTertiaryObjects’ modules. For each identified cell object,
dsRNA signals were quantified using the ‘MeasureObjectIntensity’ module and correlations
between dsRNA and initiation factors (eIF2D, eIF3B, eIF4A) were calculated as Pearson’s
correlation coefficient using the ‘MeasureColocalization” module. Calculations of correlation
were performed on infected cells only, based on the dsRNA signal. Correlations between
nsP3 and puromycin were performed on selected nsP3-positive fields of fixed size. Statistical
analysis was done using an unpaired, two-tailed Student’s t-test with a 95% confidence
interval.

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1007842  June 14,2019 18/24


https://doi.org/10.1371/journal.ppat.1007842

@'PLOS ‘ PATHOGENS

Alphavirus nsP3 recruits 40S ribosomal subunits via G3BP

Immunoprecipitation

Near-confluent cells grown in a 100-mm dish were washed with cold phosphate-buffered
saline without calcium and magnesium (PBS(-)) and scrape-harvested in 600ul cold EE-buffer
(50 mM HEPES, pH 7.0, 150 mM NaCl, 0.1% NP-40, 10% glycerol, 4 mM EDTA, 2.5 mM
EGTA, 0.1 mg/mL Heparin (H3149, Sigma), 1 mM DTT, and HALT protease inhibitors
(Thermo Fisher Scientific)) [2]. Cells were sonicated twice for 2 min in an ice-water bath
(BRANSON 1510), rotated for 15 min at 4°C and cleared by centrifugation (10.000 g, 10 min,
4°C). GFP-fusion protein-complexes were immunoprecipitated with 25 ul GFP-Trap (Chro-
moTek) for 60 min at 4°C under constant rotation. Beads were then washed three times with
cold EE-buffer and eluted into 2x NuPAGE LDS sample buffer (Thermo Fisher Scientific) con-
taining 50 mM DTT, heated at 80°C for 10 min and analysed by SDS-PAGE and western
blotting.

Ribopuromycylation assay

Ribopuromycylation was modified from [42], as described in [41]. In brief, cells were left unin-
fected or infected with SFV WT at a MOI of 10 for 8h. 5 min before fixation, puromycin was
diluted in 37°C prewarmed complete medium to a final concentration of 5 pg/ml, added to the
cells and incubated for 5 min at 37°C, 5% CO,. Cells were then washed with PBS and fixed
with 3.7% formaldehyde (Sigma) for 5 min and permeabilized for 5 min with ice-cold metha-
nol (Sigma). Cells were then washed with PBS and blocked with 5% horse serum for 30 min at
RT. After blocking cells were stained with an anti-puromycin antibody (MABE343; Millipore;
1:1,000) and anti-SFV nsP3 antibody (1:500; [64]) for 2h at RT. Cells without puromycin treat-
ment were used as negative controls. Images were taken with a Supercontinuum Confocal
Leica TCS SP5 X equipped with a pulsed white light laser and a Leica HCX PL Apo 63x/1.40
Oil objective and processed using Adobe Photoshop. Settings for image acquisition and adjust-
ment were kept constant for all samples.

Transmission electron microscopy

Cells were grown on no.1 cover glasses (VWR) and infected with SFV4 at a multiplicity of
infection (MOI) of 100. At 3 h and 8 h post infection (pi), cells were fixed with 2% glutaralde-
hyde in 0.1M sodium cacodylate buffer for 30 min at room temperature in the dark. After fixa-
tion, cells were washed three times with 0.1M sodium cacodylate buffer, stained with reduced
buffered osmium tetroxide and uranyl acetate and processed for flat embedding and ultrathin
sectioning as described in [67]. Images were taken with a Jeol JEM-1400 microscope (80 kV)
and a bottom-mounted camera, Gatan Orius SC 1000B.

Immunoelectron microscopy

Cells were fixed in 3% paraformaldehyde in 0.1 M phosphate buffer (PB). Samples were rinsed
in 0.1 M PB and infiltrated in 10% gelatin. Specimens were then infiltrated into 2.3 M of
sucrose and frozen in liquid nitrogen. Sectioning was performed at -95°C and placed on car-
bon-reinforced formvar-coated, 50 mesh Nickel grids. Immunolabelling procedure was per-
formed as follows: grids were placed directly on drops of 2% bovine serum albumin (BSA)

+ 2% gelatin in 0.1 M PB for 1 hour to block non-specific binding. Sections were then incu-
bated with the primary antibody diluted in 0.1 M of phosphate buffer containing 0.2% BSA
and 0.2% gelatin overnight in a humidified chamber at room temperature. The sections were
thoroughly washed in the same buffer and bound antibodies were detected with protein A
coated with 10 nm gold (BBI solution, Analytic standard, Sweden) at a final dilution of 1:100.
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Sections were rinsed in buffer and fixed in 2% glutaraldehyde and contrasted with 0.05% ura-
nyl acetate and embedded in 1% methylcellulose and examined in a examined in a Tecnai G2
Bio TWIN (FEI company, Eindhoven, The Netherlands) at 100 kV. Digital images were taken
using a Veleta camera (Soft Imaging System GmbH, M{inster, Germany) [68].

Polysome profiling

BHK cells were seeded in 15cm plates and cultured for 48h until 60-70% confluence. Follow-
ing an 8h infection, polysome fractionation was performed as previously described [69] and
the absorbance at 254 nm was recorded along a 5-50% sucrose gradient. The polysome-trac-
ings were normalized to the total absorbance signal (i.e. the area under the curve for the 60S
ribosomal subunit, the 80S ribosome and polysomes). Global translational efficiency was
quantified as the ratio of polysomes (area under the curve of polysomes) over 80S ribosomes
(area under the curve of 80S ribosomes).

Supporting information

S1 Fig. GFP-G3BP1 WT rescues SFV replication. Indicated cells lines were infected with WT
SFV ata MOI of 0.1. At 24 hpi, supernatants were collected, and viral titres were quantified by
plaque assay on BHK cells. Data are means of three independent experiments. Error bars indi-
cate standard deviation (SD). B. Indicated cell lines were infected with WT SFV at MOI 10. At
8 hpi cells were fixed, stained for dsRNA, and dsRNA signal intensities per cell were quantified
using CellProfiler software. Bars represent mean + SEM for n = 50 cells per cell line. Individual
dsRNA intensities for each analysed cell are shown as grey dots. For statistical analysis indi-
cated cell lines were compared to U20S WT cells or as indicated. ns P>0.05, *P<0.05,
**P<0.01, ***P<0.001. C. U20S WT or U20S AA + GFP-G3BP1 WT cells were lysed and ana-
lysed by SDS-PAGE and immunoblotting for G3BP1 and actin.

(TIF)

$2 Fig. CHIKY infection depends on the NTF2-like and RGG domains of G3BP. Indicated
cell lines were infected with CHIKV at MOI 1. At 8 hpi cells were fixed and stained for nsP3
(red) and dsRNA (blue). Representative images of rare dsSRNA-positive cells from 3 indepen-
dent experiments are shown.

(TIF)

S3 Fig. Electron-dense patches surround SFV-induced cytopathic vacuoles. A. U20S WT
cells. B. and C. U20S AA + GFP-G3BP1 WT and D. U20S AA + GFP-G3BP1 F33W cell lines
were infected with WT SFV at MOI 100, fixed at 8 hpi and analysed by transmission electron
microscopy. Black arrows, spherules; White arrows, electron-dense material; Asterisks, cyto-
pathic vacuoles. The scale bar is 200 nm.

(TIF)

S4 Fig. Recruitment of e[F4A to SFV CPVs in parental U20S cells. A. Indicated cell lines
were infected with WT SFV at MOI 10. At 8 hpi cells were fixed and stained for dsRNA (red)
and eIF4A (blue/white). Representative images from 2 independent experiments are shown. B.
Correlation of dsRNA with e[F4A was calculated in CellProfiler based on Pearson’s correlation
coefficient for n = 50 infected cells per sample. Bars represent mean + SEM. For statistical anal-
ysis indicated cell lines were compared to U20S WT cells or as indicated. **P<0.01,
***P<0.001.

(TIF)
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